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Chr15 Complement NT_010194.15 AGGCCAGCCTGACCA 35913107 PIF1 35903107 35897208 -10000 35903107 35897208 -10000 35902981 35897869 -10126
Chr16 Normal NT_037887.3 CGGCCAGGCTGACCC 701160 MGC2494 711159 712590 -9999 711159 712590 -9999 711276 712558 -10116
Chr8 Complement NT_023684.15 TGGTCACACAGACCC 360122 TOP1MT 350126 324601 -9996 350126 324601 -9996 350107 324686 -10015
Chr19 Complement NT_011109.15 GGGTAATGCTGACCT 29630250 ZIM2 29620265 29554120 -9985 29620254 29591993 -9996 29604213 29593233 -26037
Chr1 Normal NT_004836.14 TGGTCATGCTGACCT 6549183 LOC350820 6559176 6568375 -9993 6559176 6568375 -9993 6559176 6568375 -9993
Chr2 Normal NT_005334.13 GGCTCACAATGACCT 7307560 LOC344365 7317552 7322597 -9992 7317552 7322597 -9992 7317552 7322597 -9992
Chr5 Complement NT_077451.2 AGGCCATGCCGACCT 2334883 MGAT4B 2325211 2315877 -9672 2324892 2315877 -9991 2320378 2316312 -14505
Chr17 Normal NT_024871.10 AGGGCAGCATGACCC 907690 LOC201259 917680 917970 -9990 917680 917970 -9990 917680 917970 -9990
ChrX Normal NT_078110.1 AGGTCAGGCTGAGCG 147217 LOC286435 157207 162734 -9990 157207 162734 -9990 160225 160659 -13008
Chr2 Complement NT_005334.13 GGGTCATTCTGACCT 6499353 LOC344359 6489364 6473033 -9989 6489364 6473033 -9989 6489364 6473033 -9989
Chr15 Normal NT_010194.15 GGGTCACTCCCACCC 14257774 CCNDBP1 14267105 14277004 -9331 14267761 14277004 -9987 14271917 14276650 -14143
Chr15 Normal NT_010194.15 GGCTCGCTCTGACCC 46270661 LOC56905 46280647 46290259 -9986 46280647 46290259 -9986 0 0 46270661
Chr16 Normal NT_010393.13 GGGTCACTGCAACCT 12953069 OTOA 12963053 13045267 -9984 12963053 13045087 -9984 12989569 13045079 -36500
Chr10 Normal NT_078086.1 GGGTCATTGTGACAC 66180 LOC347790 76163 88388 -9983 76163 88388 -9983 76163 88388 -9983
Chr5 Complement NT_034772.4 AGGTCAAAACTACCT 38491312 LOC351910 38481329 38374604 -9983 38481329 38374604 -9983 38481329 38374604 -9983
Chr22 Normal NT_011525.5 AGATCAGCCTGACCA 1008790 MGC11256 1018682 1027575 -9892 1018772 1027572 -9982 1018809 1027346 -10019
Chr20 Complement NT_011362.8 AGGTCATAAAGACCT 15447796 LOC350924 15437816 15412580 -9980 15437816 15412580 -9980 15437816 15412580 -9980
Chr9 Normal NT_008470.15 AGGACACTTTGACCC 1990748 PCTAIRE2BP 2000438 2084822 -9690 2000727 2084822 -9979 2017167 2084584 -26419
Chr15 Complement NT_010274.15 AGGTCCTTCTGACCT 6656046 LOC161671 6646069 6570798 -9977 6646069 6570798 -9977 6646069 6570798 -9977
Chr7 Complement NT_007933.12 GGGTCAGGGAGACCC 29664422 LOC222252 29654446 29652481 -9976 29654446 29652481 -9976 29653639 29653064 -10783
Chr3 Complement NT_006014.14 AGGCCAGAGTGACCC 323453 LOC344600 313477 288690 -9976 313477 288690 -9976 296571 288690 -26882
Chr9 Normal NT_008470.15 GGGTCAGTCTCACCT 24745176 LOC349362 24755152 24891681 -9976 24755152 24891681 -9976 24755152 24891681 -9976
Chr19 Complement NT_011255.13 AGGTTGCAGTGACCT 3556541 TBXA2R 3546831 3534778 -9710 3546567 3535518 -9974 3540632 3535686 -15909
Chr4 Normal NT_006316.15 GGGCCATTCCGACCT 422077 OR7E120 432050 432736 -9973 432050 432736 -9973 432195 432539 -10118
Chr19 Normal NT_011109.15 AGGTCATAAAGACCT 28717487 NALP8 28727459 28767469 -9972 28727459 28767469 -9972 28727459 28767469 -9972
Chr6 Normal NT_007592.13 CGGTCAGGCTGGCCT 27626803 FLJ25357 27636748 27689458 -9945 27636773 27688428 -9970 27667253 27688344 -40450
Chr13 Normal NT_009952.13 TGATCACGTTGACCC 19438924 LOC144920 19448894 19503820 -9970 19448894 19503820 -9970 19449178 19449489 -10254
Chr3 Complement NT_029928.10 TGGTCAATGTCACCC 1863561 LOC285221 1853591 1851869 -9970 1853591 1851869 -9970 1853352 1853062 -10209
Chr19 Normal NT_011109.15 AGGCCACCCTGACCT 17425444 LOC348314 17435413 17437644 -9969 17435413 17437644 -9969 17437178 17437549 -11734
Chr12 Normal NT_029419.10 AGGTCATTGTGACCA 19049131 RBMS2 19058964 19126967 -9833 19059098 19126492 -9967 19059114 19126102 -9983
Chr12 Complement NT_009775.13 TGGTCAGGCTGATCT 9429357 GCN1L1 9419392 9351895 -9965 9419392 9351895 -9965 9419379 9352532 -9978
Chr11 Normal NT_028310.10 GGGTAAACCTGACCT 2927357 LOC283107 2937320 2939733 -9963 2937320 2939733 -9963 2937867 2938196 -10510
Chr1 Complement NT_004511.15 AGGTCATAAAGACCT 8154844 LOC348403 8144881 8143617 -9963 8144881 8143617 -9963 8144779 8144405 -10065
Chr5 Normal NT_077451.2 TGGTCAGGCTGATCT 1372244 ZNF354B 1382167 1407235 -9923 1382207 1406621 -9963 1383255 1406498 -11011
Chr4 Normal NT_022792.15 AGGTGAGAGTGACCT 22968540 LOC351715 22978500 22985263 -9960 22978500 22985263 -9960 22978500 22985263 -9960
Chr6 Normal NT_025741.12 AGCTCAAAATGACCA 25921083 LOC352012 25931043 26080134 -9960 25931043 26080134 -9960 25931043 26080134 -9960
Chr1 Complement NT_077386.2 AGGTCATTCTGAACT 3442243 LOC343551 3432284 3406235 -9959 3432284 3406235 -9959 3432284 3406235 -9959
Chr7 Normal NT_007819.13 GGGTCGCTCCGACCC 28899295 LOC352271 28909254 28961392 -9959 28909254 28961392 -9959 28909301 28961392 -10006
Chr5 Complement NT_006576.13 AGGTGAACATGACCT 12319151 LOC345744 12309193 12274933 -9958 12309193 12274933 -9958 12308905 12274933 -10246
Chr12 Normal NT_009775.13 GGGGCATTCTGACCA 2637136 SDS-RS1 2647087 2663062 -9951 2647094 2662959 -9958 2652667 2662763 -15531
Chr15 Normal NT_010194.15 AGCTCAACCTGACCA 2399970 KLF13 2409615 2460658 -9645 2409927 2455203 -9957 2409973 2455059 -10003
ChrX Complement NT_011651.13 TGGTCTAGTTGACCT 2857464 LOC340536 2847507 2708717 -9957 2847507 2708717 -9957 2847507 2708717 -9957
Chr19 Complement NT_011255.13 AGGTCTGGGTGACCG 658323 LOC348331 648366 631123 -9957 648366 631123 -9957 648366 631123 -9957
Chr2 Complement NT_005403.13 TGGTCACTGGGACCT 70577727 FLJ22678 70567820 70562825 -9907 70567771 70563011 -9956 70567593 70563438 -10134
Chr17 Complement NT_024871.10 AGCTCACAATGACCT 532568 KIAA0111 522615 510696 -9953 522615 510734 -9953 522437 510966 -10131
Chr10 Complement NT_030059.10 GGGTCATTATCACCA 37688232 LOC340713 37678281 37671303 -9951 37678281 37671303 -9951 37678281 37671303 -9951
Chr15 Normal NT_010274.15 AGGTCACCACAACCT 6454188 MGC14386 6463627 6471098 -9439 6464139 6471098 -9951 6466437 6470526 -12249
Chr7 Normal NT_007819.13 GGGTCACCTTGCCCG 5903864 ZDHHC4 5912722 5924653 -8858 5913815 5924653 -9951 5915866 5924214 -12002
Chr18 Normal NT_010859.12 TGGTCAGGCTGACAT 13029111 FLJ10352 12981364 13115036 47747 13039061 13115036 -9950 13039134 13062783 -10023
Chr16 Normal NT_024812.10 AGGTCAGCAGGACCA 3665906 LOC350348 3675856 3698763 -9950 3675856 3698763 -9950 3676034 3690224 -10128
Chr2 Normal NT_005416.10 AGGTCACAGTGACAA 179481 LOC129734 189430 189745 -9949 189430 189745 -9949 189430 189745 -9949
Chr4 Complement NT_016354.15 AGATCAGCCTGACCA 12274920 LOC345274 12264973 12239546 -9947 12264973 12239546 -9947 12264973 12239546 -9947
Chr22 Complement NT_011520.9 GGCTCATCCTGACCC 16491115 RABL4 16481454 16463309 -9661 16481168 16463309 -9947 16480805 16463409 -10310
Chr15 Complement NT_010194.15 AGGTCAACATGTCCC 24030272 LOC342042 24020326 24004853 -9946 24020326 24004853 -9946 24020326 24004853 -9946
Chr8 Normal NT_023736.15 AGGTCATATTGAACT 2695023 LOC352425 2704969 2734480 -9946 2704969 2734480 -9946 2704969 2734480 -9946
Chr22 Complement NT_011520.9 AGGTCACAGTGAGCT 8632544 LOC351047 8622599 8589434 -9945 8622599 8589434 -9945 8622599 8589434 -9945
Chr9 Normal NT_008470.15 AGGTCAGTTTGACTA 3460240 LOC352733 3470185 3514771 -9945 3470185 3514771 -9945 3470266 3514771 -10026
Chr11 Normal NT_009237.15 AGGTCAAGATGACTG 27788749 FLJ14213 27718942 27887619 69807 27798692 27887619 -9943 27798811 27885390 -10062
Chr11 Normal NT_028310.10 GGCTCAACTTGACCT 4461322 TRIM22 4471183 4492265 -9861 4471261 4492265 -9939 4477636 4490895 -16314
Chr17 Normal NT_024871.10 GGGTCAGTGAGACCT 1546533 LOC124563 1556468 1561881 -9935 1556468 1561881 -9935 1556468 1561881 -9935
Chr22 Complement NT_011520.9 CAGTCAGTGTGACCT 4734753 LOC255349 4724821 4721646 -9932 4724821 4721646 -9932 4724811 4721869 -9942
Chr20 Complement NT_025215.4 AGGTCGCAGTGAGCC 202833 LOC286646 192901 176799 -9932 192901 176799 -9932 192901 176799 -9932
Chr7 Complement NT_007933.12 CGGTCAAGGTGACCA 25320325 THG-1 25310595 25287824 -9730 25310393 25297735 -9932 25309245 25298166 -11080
Chr5 Normal NT_077451.2 GGGTCACTCCCACCC 1623544 LOC345464 1633475 1635647 -9931 1633475 1635647 -9931 1633475 1635647 -9931
Chr3 Normal NT_005612.13 AGGTGAGTCTGACCC 35637088 RHO 35647018 35653723 -9930 35647018 35653723 -9930 35647113 35652097 -10025
Chr4 Normal NT_006316.15 GGGTGGGAGTGACCC 2061471 LOC351751 2071400 2074286 -9929 2071400 2074286 -9929 2071400 2074286 -9929
Chr8 Normal NT_023666.15 TGGTCAGGCTGATCT 467035 POLR3D 476930 486426 -9895 476961 482992 -9926 477276 482335 -10241
Chr3 Complement NT_029928.10 AGGTCACTTTGGCCC 182882 LOC285253 172957 168911 -9925 172957 168911 -9925 172957 168911 -9925
Chr6 Complement NT_007592.13 AGGTCACAGCAACCT 33828488 KIAA0076 33818781 33802483 -9707 33818564 33802483 -9924 33817653 33802553 -10835
Chr19 Normal NT_011255.13 AGGTCGGCCTGTCCT 1306931 LOC348332 1316855 1318428 -9924 1316855 1318428 -9924 1317718 1318287 -10787
Chr12 Normal NT_019546.15 GGGTCAACATGTCCA 22511346 APAF1 22521128 22611401 -9782 22521269 22611401 -9923 22524329 22608535 -12983
Chr3 Complement NT_005612.13 GGGGCATTCTGACCC 33532465 LOC351490 33522542 33325468 -9923 33522542 33325468 -9923 33522542 33325468 -9923
Chr15 Normal NT_010194.15 GGGGCAGGGTGACCG 45677189 CLK3 45687111 45708865 -9922 45687111 45708856 -9922 45697936 45708622 -20747
Chr2 Complement NT_026970.9 GGGTCTATGTGACCA 2089552 VIPL 2079630 2045498 -9922 2079630 2045498 -9922 2079606 2046822 -9946
Chr18 Complement NT_010879.13 TGGTCACAATGACAT 977175 LOC256699 967254 966531 -9921 967254 966531 -9921 967235 966647 -9940
Chr20 Complement NT_011333.5 AGGCCACAGTGACCC 945978 PRIC285 936057 926070 -9921 936057 926094 -9921 935633 927229 -10345
Chr11 Complement NT_009237.15 AGGTTATAATGACCA 2685295 LOC341264 2675375 2638771 -9920 2675375 2638771 -9920 2675375 2638771 -9920
Chr1 Complement NT_019273.15 AGGTCACAGCCACCT 3694586 ARHC 3687994 3682002 -6592 3684670 3682411 -9916 3684670 3682411 -9916
Chr12 Normal NT_078089.1 AGGTCTTTATGACCT 1279025 ATP2A2 1288457 1358404 -9432 1288941 1358404 -9916 1289104 1357619 -10079
Chr1 Complement NT_019273.15 AGGTCAGAATGGCCA 2177818 LOC149619 2167902 2166983 -9916 2167902 2166983 -9916 2167588 2167304 -10230
Chr18 Complement NT_010966.13 TAGTCAAAGTGACCT 6532475 LOC342697 6522560 6420440 -9915 6522560 6420440 -9915 6522560 6420440 -9915
Chr4 Complement NT_016354.15 GGGTCAGGCTGACCT 30313156 LOC348852 30303242 30302578 -9914 30303242 30302578 -9914 30303242 30302578 -9914
Chr14 Complement NT_026437.10 GGCTCACTGCGACCT 45499177 MAX 45489278 45392912 -9899 45489268 45461886 -9909 45489098 45463235 -10079
Chr1 Normal NT_032962.4 TGGTCAAGCTGATCT 534258 CKIP-1 543762 554255 -9504 544166 553819 -9908 544444 553714 -10186
Chr12 Normal NT_029419.10 GGGTCAAGATGATCT 11505634 WNT1 11515542 11519785 -9908 11515542 11519785 -9908 11515740 11518729 -10106
Chr15 Complement NT_026446.12 AGGTCAGCCTGGCCA 2268596 LOC342219 2258689 2253948 -9907 2258689 2253948 -9907 2258689 2253948 -9907
Chr16 Normal NT_037887.3 GGGTCAGGTTGACGG 1961729 LOC283868 1971634 1972919 -9905 1971634 1972919 -9905 1971812 1972312 -10083
Chr19 Normal NT_011109.15 AGGCCAGCCTGACCA 26864446 NDUFA3 26874226 26880426 -9780 26874350 26878456 -9904 26874377 26878399 -9931
Chr4 Complement NT_006307.14 AGATCAGCCTGACCA 482474 LOC285535 472571 470506 -9903 472571 470506 -9903 472557 471703 -9917
Chr20 Complement NT_011333.5 GGCTCATCCTGACCC 1540428 LOC343571 1530525 1504504 -9903 1530525 1504504 -9903 1530525 1504504 -9903



Chr21 Complement NT_011512.8 GGGTCACCCCGGCCC 16036996 LOC348572 16027093 16000594 -9903 16027093 16000594 -9903 16020425 16002163 -16571
ChrX Complement NT_011757.12 GGGTCAACGTGACCC 1777706 LOC349395 1767805 1766750 -9901 1767805 1766750 -9901 1767670 1767278 -10036
Chr6 Complement NT_007592.13 GGGTGGGAGTGACCC 40562047 PGK2 40552146 40550474 -9901 40552146 40550474 -9901 40552008 40550755 -10039
Chr12 Complement NT_029419.10 AGGTTGCTGTGACCT 34710389 LOC341342 34700490 34675779 -9899 34700490 34675779 -9899 34700490 34675779 -9899
Chr3 Complement NT_005927.15 GGGTCAGACGGACCA 8943889 RAD18 9220149 8745936 276260 8933992 8850406 -9897 8933915 8851887 -9974
Chr12 Complement NT_009759.15 GGGTCATAACTACCC 4511793 C12orf4 4501935 4451164 -9858 4501898 4451164 -9895 4499621 4453234 -12172
Chr20 Normal NT_011362.8 AGGTCACTGCAACCC 22509736 GNAS 22467691 22539141 42045 22519631 22539141 -9895 22481599 22538778 28137
Chr1 Complement NT_077983.1 AGGTCAGTAGGACCC 32837 LOC348524 23828 17935 -9009 22942 17935 -9895 21783 18268 -11054
Chr4 Complement NT_037623.3 GGATCAGCGTGACCT 983660 LOC345201 973767 969260 -9893 973767 969260 -9893 973767 969260 -9893
Chr10 Complement NT_030059.10 GGGTCACTTGGACCC 15645763 SORBS1 15759693 15510089 113930 15635871 15513374 -9892 15635871 15513374 -9892
Chr21 Complement NT_011512.8 AGGCCATTTTGACCT 27889792 DSCAM 27879901 27045683 -9891 27879901 27045683 -9891 27879423 27045797 -10369
ChrX Complement NT_025307.13 AGGTGGCTTTGACCT 769473 LOC286501 759583 757393 -9890 759583 757393 -9890 758066 757698 -11407
Chr15 Normal NT_010194.15 TGGTCAATGTGATCC 16201915 DUOX1 16211803 16247385 -9888 16211803 16247385 -9888 16213776 16246710 -11861
Chr18 Normal NT_010859.12 GGGTCATTCTGACAC 3375082 LOC204777 3384968 3385315 -9886 3384968 3385315 -9886 3384968 3385315 -9886
Chr3 Complement NT_005999.15 TGGGCATGATGACCT 483394 KIAA0800 473511 372808 -9883 473511 372808 -9883 457354 373941 -26040
Chr16 Normal NT_037887.3 GAGTCACAGCGACCC 2500102 CGI-14 2509923 2519288 -9821 2509984 2519288 -9882 2510017 2519121 -9915
Chr7 Complement NT_007758.10 GGGTCACACTGGCCT 10468411 WBSCR20C 10473830 10452103 5419 10458529 10452103 -9882 10452909 10452473 -15502
Chr9 Normal NT_008470.15 GGGTCTTGGTGACCA 11695572 LOC158204 11705452 11706607 -9880 11705452 11706607 -9880 11705529 11706257 -9957
Chr14 Complement NT_026437.10 AGGTCAACGCAACCC 85957623 LOC350109 85947743 85914616 -9880 85947743 85914616 -9880 85947743 85914616 -9880
Chr8 Normal NT_008183.16 GGGTCTCATTGACCT 1440329 LOC352541 1450209 1459643 -9880 1450209 1459643 -9880 1450209 1459643 -9880
Chr19 Complement NT_011109.15 GGGACACAGTGACCC 16030895 LOC284344 16021016 15984161 -9879 16021016 15984161 -9879 15995303 15987691 -35592
Chr4 Normal NT_022853.14 AGGTCAGTATGTCCT 2272897 LOC351721 2282775 2293414 -9878 2282775 2293414 -9878 2282845 2293414 -9948
Chr11 Normal NT_033899.5 GGGTCAAGGTGCCCT 36481985 LOC349657 36491857 36528600 -9872 36491857 36528600 -9872 36491857 36528600 -9872
Chr16 Normal NT_019609.11 TGGTCAGCCTGATCC 2561879 LOC283908 2571750 2573962 -9871 2571750 2573962 -9871 2572091 2572693 -10212
Chr19 Complement NT_011109.15 GGGCCATGCTGACCA 25723899 LOC284376 25714028 25698578 -9871 25714028 25698578 -9871 25700840 25700346 -23059
Chr19 Complement NT_011255.13 AGTTCAGGATGACCG 1555302 UQCR 1545461 1537172 -9841 1545431 1537172 -9871 1545408 1539439 -9894
Chr5 Normal NT_006431.13 AGGTCAGTGCAACCT 4953346 GZMA 4946253 4970805 7093 4963216 4970804 -9870 4963254 4970753 -9908
Chr19 Normal NT_011255.13 GGGTCTTTGTGACCG 6669870 TRIP10 6679733 6691537 -9863 6679738 6691495 -9868 6679773 6691222 -9903
Chr20 Normal NT_011333.5 GGTTCATGGTGACCT 1223407 TPD52L2 1233232 1259521 -9825 1233273 1259516 -9866 1233349 1257928 -9942
Chr2 Normal NT_022184.12 AGGTCAGGCTGACGG 6116189 KHK 6125557 6139534 -9368 6126053 6139534 -9864 6126061 6138551 -9872
Chr2 Complement NT_005403.13 AGGTCATGCTGAGCA 32996459 LOC344318 32986596 32974392 -9863 32986596 32974392 -9863 32986596 32974392 -9863
Chr3 Normal NT_006014.14 CTGTCAGGGTGACCC 341073 LOC339834 350934 410228 -9861 350934 410228 -9861 364317 409788 -23244
Chr11 Normal NT_033899.5 ATGTCAACTTGACCT 31019113 LOC341076 31028974 31044220 -9861 31028974 31044220 -9861 31028974 31044220 -9861
Chr3 Complement NT_005612.13 GGGTCATGCTGACGC 60921960 LOC351521 60912100 60769575 -9860 60912100 60769575 -9860 60912100 60769575 -9860
Chr20 Normal NT_011387.8 GGGTCAATTCCACCC 2673815 LOC348548 2683674 2701418 -9859 2683674 2701418 -9859 2683674 2701418 -9859
Chr1 Normal NT_077915.1 AGATCAGTCTGACCA 1865 MMP23B 11724 13595 -9859 11724 13595 -9859 11724 13566 -9859
Chr19 Complement NT_011295.10 GGTTCATGATGACCG 587904 LOC350627 578046 569424 -9858 578046 569424 -9858 578046 569424 -9858
Chr13 Complement NT_009952.13 TGGTCAAGCTGATCT 19257563 G30 19247706 19201080 -9857 19247706 19201080 -9857 19231947 19208377 -25616
Chr16 Normal NT_037887.3 AGGTCAGACTGTCCT 656219 RHBDL1 665684 668268 -9465 666076 668268 -9857 666103 668051 -9884
Chr16 Normal NT_024812.10 GGGTCACTGCAACCT 5702177 LOC350354 5712033 5725253 -9856 5712033 5725253 -9856 5712045 5725253 -9868
Chr1 Complement NT_077913.1 CGGGCATGATGACCT 122694 CENTB5 112842 102453 -9852 112842 103146 -9852 112842 103146 -9852
Chr2 Normal NT_022184.12 AGGTCAGGCTGCCCA 22121151 LOC351151 22131002 22149295 -9851 22131002 22149295 -9851 22131002 22149295 -9851
Chr4 Complement NT_006316.15 GGGTCACTGCAACCT 15134596 LOC351768 15124745 15083915 -9851 15124745 15083915 -9851 15124745 15083915 -9851
Chr3 Normal NT_037565.3 AGGTTGCAGTGACCT 2357799 ENTPD3 2367649 2409065 -9850 2367649 2409065 -9850 2368505 2407955 -10706
Chr22 Complement NT_011525.5 AGGTCATTTTGAGCC 164411 LOC150397 154561 152440 -9850 154561 152440 -9850 154463 154104 -9948
Chr19 Complement NT_011295.10 GGGTCAGCCTGACTT 4065328 DHPS 4055498 4049336 -9830 4055479 4049336 -9849 4055382 4049454 -9946
Chr19 Normal NT_011295.10 GGCTCAAGGTGACCC 4349223 LOC126103 4359072 4383988 -9849 4359072 4383988 -9849 4359072 4383988 -9849
Chr22 Normal NT_011525.5 GGGTCCTCCTGACCC 491537 LOC351073 501386 505182 -9849 501386 505182 -9849 501386 505182 -9849
Chr7 Complement NT_007758.10 AGGTCATGTTCACCG 4345400 LOC285910 4335552 4313636 -9848 4335552 4313636 -9848 4335542 4313636 -9858
Chr9 Complement NT_023935.15 AGGTCACTGCAACCT 2203915 BTEB1 2194072 2164357 -9843 2194072 2164357 -9843 2192811 2167224 -11104
Chr12 Normal NT_009755.15 GGGGCATCCCGACCC 2349056 LOC341495 2358899 2411563 -9843 2358899 2411563 -9843 2358899 2411563 -9843
Chr12 Complement NT_019546.15 GGGTCACTCCCACCC 29122040 DIP13B 29112198 29049265 -9842 29112198 29049265 -9842 29111980 29050282 -10060
Chr7 Normal NT_007933.12 AGGTAGGGCTGACCC 24094666 FLJ22037 24104508 24129176 -9842 24104508 24129176 -9842 24123679 24128040 -29013
Chr1 Normal NT_077967.1 GGGTCAAGATGAGCT 799898 LOC348507 809739 814912 -9841 809739 814912 -9841 809739 814912 -9841
Chr14 Normal NT_026437.10 GGGTGAGGGTGACCC 83915674 LOC350105 83925515 83939601 -9841 83925515 83939601 -9841 83925515 83939601 -9841
Chr16 Complement NT_024797.13 GGGTCACTCTGCCCG 12032443 LOC350337 12022603 11925579 -9840 12022603 11925579 -9840 12021042 11925579 -11401
Chr1 Complement NT_004668.15 AAGTCACATTGACCT 6464012 PIGM 6454173 6452101 -9839 6454173 6452101 -9839 6453930 6452659 -10082
Chr5 Normal NT_023089.13 GGGTCCCAGTGACCC 3609751 LOC285578 3619588 3693196 -9837 3619588 3693196 -9837 3619588 3693196 -9837
Chr15 Complement NT_010194.15 ATGTCAGGATGACCT 52730643 LOC342127 52720806 52653050 -9837 52720806 52653050 -9837 52720806 52653050 -9837
Chr22 Complement NT_011520.9 TGGTCAGGCTGGCCT 3747663 HS322B1A 3737827 3731164 -9836 3737827 3731164 -9836 3737822 3733008 -9841
Chr22 Complement NT_011525.5 TGGTCACGCTTACCT 1028284 ALG12 1018449 1003257 -9835 1018449 1003257 -9835 1013804 1003877 -14480
Chr14 Complement NT_026437.10 AGGTTGCAGTGACCC 15274726 BAZ1A 15264892 15141976 -9834 15264892 15141980 -9834 15264777 15142756 -9949
Chr12 Complement NT_009714.15 GGGTCAACATGACTG 2682305 CD69 2672471 2664056 -9834 2672471 2664056 -9834 2672390 2665051 -9915
Chr16 Complement NT_010393.13 AGGTGGGCCTGACCT 11012584 LOC339053 11002750 10990894 -9834 11002750 10990894 -9834 10999575 10991450 -13009
Chr2 Normal NT_005403.13 TGGCCAGGCTGACCT 73914898 FACL3 73885073 73967137 29825 73924730 73967137 -9832 73932824 73965705 -17926
Chr16 Complement NT_024797.13 TGGTAATGATGACCC 10559838 LOC342305 10550006 10542107 -9832 10550006 10542107 -9832 10549998 10542107 -9840
Chr15 Normal NT_010194.15 GGGTGGGAGTGACCC 20866042 LOC145644 20875873 20878099 -9831 20875873 20878099 -9831 20876752 20877597 -10710
Chr21 Complement NT_011512.8 GGGTCACTGCTACCT 5447675 PRSS7 5494925 5303561 47250 5437844 5303561 -9831 5437810 5304157 -9865
Chr3 Complement NT_005927.15 AGCTCACTGTGACCT 12775705 LOC344866 12765875 12757791 -9830 12765875 12757791 -9830 12765875 12757791 -9830
Chr19 Normal NT_011255.13 AGGTCACTGCAACCT 3521678 LOC163151 3531507 3533538 -9829 3531507 3533538 -9829 3531532 3533286 -9854
Chr16 Normal NT_010542.13 AGGACGCGGTGACCT 847385 FLJ12986 857212 859641 -9827 857212 859641 -9827 857228 857743 -9843
Chr22 Complement NT_011519.10 AGGTCGCAGTGAGCT 1606027 LOC284858 1596200 1593950 -9827 1596200 1593950 -9827 1595945 1595520 -10082
Chr4 Complement NT_016606.15 AGGTTGCAGTGACCT 778848 LOC339954 769021 697317 -9827 769021 697317 -9827 769021 697317 -9827
Chr18 Normal NT_010966.13 GGGGCAGCCTGACCA 31346434 DCC 31356260 32546390 -9826 31356260 32546390 -9826 31356260 32546125 -9826
Chr6 Normal NT_007627.10 CAGTCAGAGTGACCC 434301 FLJ13162 444127 456679 -9826 444127 456679 -9826 454740 455126 -20439
Chr7 Normal NT_007758.10 AGGTCATCATGCCCA 4767571 LOC155081 4777397 4786748 -9826 4777397 4786748 -9826 4777534 4784375 -9963
Chr7 Normal NT_007933.12 TGGCCAGTCTGACCC 53932644 LOC286017 53942470 53944193 -9826 53942470 53944193 -9826 53942717 53943859 -10073
Chr9 Normal NT_008470.15 CCGTCACCGTGACCC 32291168 FLJ32780 32300993 32316514 -9825 32300993 32316514 -9825 32301060 32316319 -9892
Chr9 Normal NT_008413.15 GGGTCAATCTGACAG 27504488 IFNK 27514313 27516497 -9825 27514313 27516497 -9825 27514336 27514959 -9848
Chr5 Normal NT_034772.4 AGGCCAGCCTGACCA 14602188 SRP19 14612013 14642630 -9825 14612013 14618623 -9825 14612094 14618254 -9906
Chr1 Normal NT_028054.12 AGGTTGCAGTGACCT 417942 LOC284509 427766 432626 -9824 427766 432626 -9824 427904 432626 -9962
Chr19 Normal NT_011295.10 AGGTCATGGCGCCCT 2902558 CNN1 2912381 2923940 -9823 2912381 2923940 -9823 2912545 2923412 -9987
Chr22 Normal NT_011520.9 GGGTAATGTTGACCC 19208341 HSU79252 19218164 19223190 -9823 19218164 19223190 -9823 19222585 19223061 -14244
Chr2 Normal NT_005403.13 AGGTTATTGTGACCA 49402191 LOC343988 49412014 49523952 -9823 49412014 49523952 -9823 49412014 49523952 -9823
Chr14 Complement NT_026437.10 AGATCAGCCTGACCA 4710544 CIDEB 4700723 4694430 -9821 4700723 4694526 -9821 4697192 4694967 -13352
Chr11 Normal NT_033903.5 GGGCCATCATGACCA 14075976 LOC349679 14085796 14118806 -9820 14085796 14118806 -9820 14085796 14118806 -9820
Chr12 Complement NT_029419.10 GGGCCATGCTGACCC 19001568 MIP 18991748 18988188 -9820 18991748 18988188 -9820 18991703 18988370 -9865
Chr18 Complement NT_010966.13 AGGTCCCCATGACCT 7651521 LOC350534 7641703 7589078 -9818 7641703 7589078 -9818 7641703 7589078 -9818
ChrX Normal NT_011568.12 AGGTCACCAAGACCA 2563203 LOC352779 2573021 2633419 -9818 2573021 2633419 -9818 2573021 2633419 -9818
ChrX Normal NT_011651.13 GGCTCATTTTGACCT 30402905 LOC347402 30412722 30455308 -9817 30412722 30455308 -9817 30412722 30455308 -9817
Chr1 Complement NT_019273.15 AGGCCAGAATGACCA 3694485 ARHC 3687994 3682002 -6491 3684670 3682411 -9815 3684670 3682411 -9815
Chr11 Complement NT_033899.5 GGGTCGAACTCACCC 28175602 CTXL 28165847 28161050 -9755 28165788 28161050 -9814 28165712 28161110 -9890
Chr11 Normal NT_033899.5 GGGTCTCTCTGACCC 37472258 JAM3 37482068 37564897 -9810 37482068 37564897 -9810 37482092 37562324 -9834



Chr15 Complement NT_010194.15 GGGTCACTCCCACCC 15821320 LOC342024 15811510 15811160 -9810 15811510 15811160 -9810 15811510 15811160 -9810
Chr4 Normal NT_016354.15 GGGTCACAGCAACCT 1480759 ART3 1427038 1528649 53721 1490568 1528643 -9809 1491748 1528377 -10989
Chr1 Complement NT_077978.1 AGGCCAACATGACCA 133925 LOC348515 124116 122420 -9809 124116 122420 -9809 122960 122658 -10965
Chr10 Complement NT_030059.10 AGGCCAGCCTGACCA 15499147 PDLIM1 15489386 15435890 -9761 15489339 15435890 -9808 15489230 15436240 -9917
Chr20 Normal NT_011387.8 CAGTCAAGCTGACCT 16640853 SNRPB2 16650606 16662419 -9753 16650657 16661863 -9804 16652348 16661650 -11495
Chr16 Complement NT_010393.13 AGGTCACAGTGAGCT 19771008 LOC350273 19761205 19747194 -9803 19761205 19747194 -9803 19761205 19747194 -9803
ChrX Normal NT_011651.13 TGGTCAGATTGACTT 29197896 FLJ23516 29174828 29278048 23068 29207698 29278027 -9802 29207948 29276747 -10052
Chr3 Normal NT_005999.15 GGGTCATTATGGCCG 2853931 LOC205583 2863733 3006099 -9802 2863733 3006099 -9802 2863733 3006099 -9802
Chr19 Complement NT_011255.13 GGGTCAAGACGAGCT 3650252 PIP5K1C 3640451 3570182 -9801 3640451 3570182 -9801 3640388 3573165 -9864
Chr2 Complement NT_022184.12 AGGTCATCCTGACCA 8119395 LOC285131 8109595 8100491 -9800 8109595 8100491 -9800 8101322 8100888 -18073
Chr2 Complement NT_005334.13 AGATCAGCCTGACCA 10918335 NCYM 10909064 10903081 -9271 10908538 10906714 -9797 10907058 10906729 -11277
Chr17 Complement NT_024871.10 GGGTCACAGAGACCC 861871 NPTX1 852075 842618 -9796 852075 842618 -9796 851923 846296 -9948
Chr10 Normal NT_008583.15 AGATCAGCCTGACCA 18175443 LOC283055 18185238 18185797 -9795 18185238 18185797 -9795 18185645 18185689 -10202
Chr18 Complement NT_010966.13 TGGTCACCATGACTC 2741745 LOC147463 2731951 2669112 -9794 2731951 2669112 -9794 2731796 2670292 -9949
Chr5 Complement NT_029289.9 GGGTCACAGTGAGCC 15373812 C5orf4 15393150 15360991 19338 15364023 15360991 -9789 15380675 15365880 6863
Chr15 Normal NT_010194.15 AGTTCAATGTGACCC 17377092 LOC348085 17386880 17423360 -9788 17386880 17423360 -9788 17386880 17423360 -9788
Chr15 Normal NT_010194.15 AGGTCTGTGTGACCG 49218332 IDH3A 49228069 49249283 -9737 49228119 49249283 -9787 49228146 49247747 -9814
Chr4 Normal NT_006051.15 AGGTCACCTCGAACT 2734206 S100P 2743150 2747250 -8944 2743993 2747248 -9787 2744014 2747123 -9808
Chr6 Normal NT_025741.12 AGGTTGCAGTGACCC 15462896 BXDC1 15472682 15518894 -9786 15472682 15518894 -9786 15472739 15516214 -9843
Chr15 Normal NT_010194.15 AGGTTACAGTGACCC 22823662 TMOD2 22833405 22891939 -9743 22833448 22891532 -9786 22848250 22890262 -24588
Chr13 Normal NT_024524.12 TGGGCAGCATGACCT 17176414 FLJ10956 17186195 17195774 -9781 17186195 17195774 -9781 17186375 17194427 -9961
Chr19 Complement NT_011109.15 CGGTCACGATGACGT 16247806 C4 16238026 16233157 -9780 16238026 16233157 -9780 16237941 16233721 -9865
Chr19 Complement NT_011255.13 AGGTCGAGGTGAGCT 1038421 LOC339363 1028642 1026602 -9779 1028642 1026602 -9779 1026975 1026619 -11446
Chr6 Complement NT_033951.3 GGGTCGTCTTGCCCT 3137487 LY6G6E 3127709 3126233 -9778 3127709 3126233 -9778 3127709 3126238 -9778
Chr1 Normal NT_004487.15 AAGTCAGGGTGACCT 10235976 CACNA1E 10245753 10561129 -9777 10245753 10561118 -9777 10245918 10561007 -9942
Chr13 Normal NT_009799.12 GTGTCAACTTGACCA 11570357 LOC350002 11580133 11670496 -9776 11580133 11670496 -9776 11580133 11670496 -9776
Chr11 Normal NT_033903.5 AGGTCAAAACAACCT 4883871 LOC255649 4893646 4899815 -9775 4893646 4899815 -9775 4893646 4899572 -9775
Chr9 Normal NT_008470.15 GGGTAGCATTGACCT 19420725 LOC347305 19430500 19484047 -9775 19430500 19484047 -9775 19430500 19484047 -9775
Chr11 Normal NT_033903.5 TGGTTATCTTGACCT 1214931 LOC349666 1224706 1226685 -9775 1224706 1226685 -9775 1224706 1226685 -9775
Chr9 Complement NT_008413.15 GGGGCAGTATGACCC 35096322 PIGO 35086580 35078691 -9742 35086547 35078691 -9775 35084214 35079090 -12108
Chr15 Complement NT_010274.15 AGGTCAACTTGACTG 5015101 RHCG 5005326 4980169 -9775 5005326 4980169 -9775 5005302 4981493 -9799
Chr1 Complement NT_004511.15 AGGTCAACAAGACCC 4071181 LOC284652 4061407 4019295 -9774 4061407 4019295 -9774 4058046 4019748 -13135
Chr6 Complement NT_034874.2 GGGTCGTCTTGCCCT 2994766 LY6G6E 2984992 2983516 -9774 2984992 2983516 -9774 2984992 2983521 -9774
Chr14 Complement NT_026437.10 GGGTCACTGTGATCT 25344323 LOC122524 25334553 25318065 -9770 25334553 25318065 -9770 25334383 25318269 -9940
Chr3 Complement NT_005999.15 GGGACAACATGACCT 1208877 TLR9 1199109 1194028 -9768 1199109 1194028 -9768 1198475 1194163 -10402
Chr2 Complement NT_005403.13 GGGTCACCGTGGCCA 70260755 FLJ22169 70253687 70243436 -7068 70250988 70243436 -9767 70249128 70246500 -11627
Chr6 Complement NT_007592.13 GGGTCGTCTTGCCCT 22545912 LY6G6E 22536145 22534669 -9767 22536145 22534669 -9767 22536145 22534674 -9767
Chr3 Complement NT_005927.15 AGGTCTCGCTGACCT 13400425 NUP210 13390658 13286586 -9767 13390658 13286586 -9767 13390575 13288030 -9850
Chr5 Normal NT_034772.4 AGGTTGCAGTGACCC 39920603 KIF20A 39929708 39938424 -9105 39930369 39938381 -9766 39930391 39938123 -9788
Chr13 Complement NT_024524.12 TGGTCAAGATGACAC 47636373 LOC341729 47626611 47621226 -9762 47626611 47621226 -9762 47626611 47621226 -9762
Chr12 Complement NT_078089.1 GGGTCACCTCGTCCT 494365 MSTP028 484664 455969 -9701 484603 457285 -9762 484576 458909 -9789
Chr2 Complement NT_005120.13 AGGTCAGGCTGACAA 1345922 ARL7 1336161 1332158 -9761 1336161 1334257 -9761 1335700 1335122 -10222
Chr3 Normal NT_005927.15 GGGTCACTCCCACCT 4224048 LOC344851 4233809 4253627 -9761 4233809 4253627 -9761 4233809 4253627 -9761
Chr2 Complement NT_022171.13 AGGTCATGGTGTCCT 8091465 FHL2 8120976 8035464 29511 8081705 8043309 -9760 8068997 8043764 -22468
ChrX Complement NT_025965.11 GGGTCACGGTGGCCG 559270 RENBP 549511 540002 -9759 549511 540002 -9759 549146 540018 -10124
Chr1 Complement NT_004668.15 GGGTCAGGATGATCC 12048417 ALDH9A1 12038659 12002012 -9758 12038659 12002012 -9758 12038282 12002846 -10135
Chr3 Complement NT_005612.13 GGGTCAAATTGACCT 52378164 PLSCR4 52368502 52309662 -9662 52368406 52309662 -9758 52339394 52311734 -38770
Chr7 Normal NT_033968.4 GGGACAAGATGACCC 5935537 LOC340232 5945234 5949040 -9697 5945292 5948488 -9755 5946287 5947507 -10750
Chr16 Complement NT_019609.11 AGGTCTCATTGACCA 1872436 MGC15419 1868777 1781744 -3659 1862684 1808265 -9752 1822665 1810215 -49771
Chr15 Complement NT_010274.15 GGGTCACTGTCACCC 5752436 CIB1 5775157 5738734 22721 5742687 5739005 -9749 5742644 5739243 -9792
Chr15 Complement NT_010194.15 TGGTCAGAGAGACCT 39523599 ITGA11 39513877 39383417 -9722 39513850 39383417 -9749 39513778 39384770 -9821
Chr15 Normal NT_010194.15 AGATCAGCCTGACCA 11477548 IVD 11487297 11517757 -9749 11487297 11500674 -9749 11487640 11500073 -10092
Chr8 Normal NT_023684.15 GGGTCAGACTGGCCC 23251 LY6E 32983 38367 -9732 33000 36899 -9749 35432 36281 -12181
Chr2 Normal NT_005403.13 AGTTCACTACGACCT 69275340 GPBAR1 69285088 69287916 -9748 69285088 69287916 -9748 69286784 69287774 -11444
Chr7 Normal NT_007933.12 AGGTCGCTCTGACTC 41760338 ST7 41770086 42046845 -9748 41770086 42046761 -9748 41770285 42046601 -9947
Chr12 Normal NT_009759.15 AGGGCAGGGTGACCT 2648105 LOC283439 2657852 2660030 -9747 2657852 2660030 -9747 2658672 2659055 -10567
Chr22 Complement NT_011520.9 AGGTCACTCTGTCCA 10063156 OSM 10053409 10049390 -9747 10053409 10049390 -9747 10053357 10050441 -9799
Chr3 Normal NT_005612.13 GGGTCACTCCCACCC 64752111 EFG1 64761857 64809901 -9746 64761857 64809901 -9746 64761964 64808796 -9853
Chr5 Complement NT_077451.2 GGGTCACTGTGACTC 719374 FLJ13057 709628 706712 -9746 709628 706712 -9746 709506 707926 -9868
Chr19 Complement NT_011295.10 GGGTAATCTTGACCC 11233089 LOC199744 11223344 11216031 -9745 11223344 11216031 -9745 11223344 11216031 -9745
Chr16 Complement NT_010498.13 TGGTCACACTGACAC 19146954 LOC283972 19137209 19134921 -9745 19137209 19134921 -9745 19136535 19136104 -10419
Chr1 Normal NT_004668.15 GGGTCAGAGTGACGG 7510821 MGC33338 7520557 7522535 -9736 7520564 7522535 -9743 7520727 7521518 -9906
Chr22 Normal NT_011525.5 GGGTCGTATTGACAT 944180 ZBED4 953890 988483 -9710 953922 988483 -9742 983704 987219 -39524
Chr14 Complement NT_026437.10 TGGTCAGGATGAACC 57291326 LOC350070 57281585 57260764 -9741 57281585 57260764 -9741 57281585 57260764 -9741
Chr17 Normal NT_010718.13 ATGTCACTGTGACCC 14497395 LOC147151 14507134 14507861 -9739 14507134 14507861 -9739 14507228 14507700 -9833
Chr1 Normal NT_077932.1 GGGTCAAACCTACCT 68472 LOC350857 78211 91726 -9739 78211 91726 -9739 78211 91726 -9739
ChrX Complement NT_011757.12 AGGTCAACATTACCA 14118706 LOC352820 14108967 14009380 -9739 14108967 14009380 -9739 14108967 14009380 -9739
Chr1 Normal NT_004487.15 TGGTCAAGGTAACCC 8339139 LOC126860 8348877 8351288 -9738 8348877 8351288 -9738 8348877 8351288 -9738
Chr18 Normal NT_010966.13 AGGTCACATTGAACC 9231331 LOC350537 9241067 9492055 -9736 9241067 9492055 -9736 9241067 9492055 -9736
Chr17 Complement NT_010718.13 AGCTCACTGTGACCT 2456208 P2RX5 2446473 2422173 -9735 2446473 2423414 -9735 2446189 2424052 -10019
Chr17 Normal NT_010755.13 GGGTCTCGCTGACCT 4698476 PSME3 4699166 4718246 -690 4708211 4718246 -9735 4708372 4716318 -9896
Chr7 Normal NT_033968.4 TGGTCAGGCTGACTT 5379387 LOC222019 5389106 5389844 -9719 5389119 5389689 -9732 5389206 5389493 -9819
Chr2 Complement NT_022184.12 GGGTCAGGGAGACCA 34912987 LOC351166 34903256 34847633 -9731 34903256 34847633 -9731 34903256 34847633 -9731
Chr20 Complement NT_011387.8 TGGTCAGGCTGGCCT 5050292 PCNA 5047257 5035485 -3035 5040562 5035603 -9730 5040444 5035929 -9848
Chr22 Normal NT_011522.4 AGGTCACCCTGAGCA 242532 LOC343903 252261 314120 -9729 252261 314120 -9729 252261 314120 -9729
Chr11 Normal NT_028310.10 TGGTCATCGAGACCC 24425 LOC91651 34151 35143 -9726 34151 35143 -9726 34186 35143 -9761
Chr15 Complement NT_010194.15 TGGTCAGCTTGAGCC 13186082 cPLA2delta 13176359 13148819 -9723 13176359 13148819 -9723 13169195 13150524 -16887
Chr3 Complement NT_005927.15 TGGTCACTCTGACTT 14104895 FLJ31709 14095200 14082428 -9695 14095172 14082433 -9723 14092327 14083237 -12568
Chr3 Normal NT_005612.13 GGGTCAACCTGCCCT 33301790 LOC285311 33311510 33316561 -9720 33311510 33316561 -9720 33315065 33315793 -13275
Chr6 Normal NT_007592.13 AGGTCAGATTGTCCA 30729867 LOC255726 30739586 30765070 -9719 30739586 30765070 -9719 30748265 30765070 -18398
Chr19 Normal NT_011109.15 TGATCAAGGTGACCC 22439015 HRMT1L2 22448614 22459894 -9599 22448733 22459894 -9718 22448758 22459692 -9743
Chr5 Complement NT_023089.13 GGATCAGCGTGACCT 7326362 LOC345702 7316645 7296822 -9717 7316645 7296822 -9717 7316645 7296822 -9717
Chr3 Normal NT_005825.15 GGGTGGCTGTGACCT 4631440 LOC339907 4641153 4643921 -9713 4641153 4643921 -9713 4641260 4641664 -9820
Chr6 Complement NT_007422.12 AGGTCATGGAGACCT 6466564 LOC346078 6456851 6448566 -9713 6456851 6448566 -9713 6456851 6448566 -9713
Chr3 Normal NT_005825.15 AGGGCAGCTTGACCA 4366034 LOC339905 4375746 4397291 -9712 4375746 4397291 -9712 4375746 4397291 -9712
Chr2 Complement NT_022135.13 TGGTCAGTAGGACCC 10036102 LOC343964 10026390 10011513 -9712 10026390 10011513 -9712 10026390 10011513 -9712
Chr17 Normal NT_010783.13 TGGTCAGGCTGAGCT 3995716 ABCC3 4005417 4062261 -9701 4005427 4062261 -9711 4005497 4061760 -9781
Chr12 Normal NT_029419.10 AGGCCAGCTTGACCA 11850222 LOC283330 11859933 11860289 -9711 11859933 11860289 -9711 11859933 11860289 -9711
Chr14 Normal NT_026437.10 CGGTCACGATGATCT 25276835 C14orf28 25286545 25295601 -9710 25286545 25295601 -9710 25289677 25294791 -12842
Chr3 Complement NT_005612.13 GGCTCAATATGACCC 19147377 DKFZP434F2021 19137707 19122922 -9670 19137667 19122922 -9710 19137648 19123537 -9729
Chr19 Normal NT_011109.15 AGATCAGCCTGACCA 29961399 ZNF264 29971059 29998715 -9660 29971109 29998715 -9710 29971472 29992539 -10073
Chr5 Complement NT_023089.13 CGGTCAGGGTCACCC 1792391 MRPL36 1784218 1781237 -8173 1782684 1781237 -9707 1781787 1781476 -10604
Chr12 Complement NT_009714.15 CTGTCACAGTGACCT 18172534 KRAS2 18162837 18116697 -9697 18162828 18121088 -9706 18157292 18121703 -15242



Chr8 Normal NT_008046.13 GTGTCAGCATGACCT 9354644 PLEKHF2 9364173 9387085 -9529 9364349 9387085 -9705 9384446 9385195 -29802
Chr20 Normal NT_011362.8 GGGTGATCCTGACCC 9034990 C20orf169 9044694 9092160 -9704 9044694 9050762 -9704 9045087 9048670 -10097
Chr10 Normal NT_024040.14 AGGTTGCAGTGACCC 73012 LOC282972 82715 85823 -9703 82715 85823 -9703 83300 83611 -10288
Chr1 Normal NT_004668.15 TGGTGACAGTGACCT 4937971 LOC343407 4947673 4948029 -9702 4947673 4948029 -9702 4947673 4948029 -9702
Chr8 Complement NT_028251.10 AGGCCATGGTGACCC 6798340 LOC349175 6788639 6785473 -9701 6788639 6785473 -9701 6788639 6785473 -9701
Chr22 Normal NT_011520.9 AGCTCACTGCGACCT 16977778 PSCD4 16987478 17020434 -9700 16987478 17020434 -9700 16987665 17018606 -9887
Chr19 Normal NT_011109.15 TGGTCATGCTGATCT 8462348 TZFP 8463653 8476158 -1305 8472048 8476158 -9700 8473747 8475872 -11399
Chr4 Normal NT_006081.15 AGGTTGCGGTGACCT 581246 FLJ33718 569711 600881 11535 590944 600881 -9698 596173 599752 -14927
Chr6 Complement NT_025741.12 AGGTCACCTTGTCCT 11256295 RTN4IP1 11247795 11188075 -8500 11246597 11189281 -9698 11246199 11189300 -10096
Chr11 Complement NT_033903.5 AAGTCAAAGTGACCC 4744981 TCN1 4735313 4721549 -9668 4735283 4721549 -9698 4735208 4721713 -9773
Chr13 Complement NT_009799.12 TGGTCACCCTGTCCT 1958581 LOC349995 1948884 1933772 -9697 1948884 1933772 -9697 1948884 1933772 -9697
Chr5 Complement NT_023133.11 TGGTCAGGCTGATCT 20635635 HSPC111 20625939 20620535 -9696 20625939 20620535 -9696 20625126 20620818 -10509
Chr15 Complement NT_010274.15 GGGTCATTGCAACCT 141691 LOC90393 132853 130775 -8838 131995 130780 -9696 131518 131186 -10173
Chr20 Complement NT_028392.4 GAGTCGACCTGACCC 663797 DUSP15 654524 644962 -9273 654103 645021 -9694 646591 645298 -17206
Chr20 Complement NT_028392.4 GAGTCGACCTGACCC 663797 DUSP15 654524 644962 -9273 654103 645021 -9694 654232 645322 -9565
ChrY Complement NT_011903.9 TTGTCACAGTGACCT 3325774 LOC140139 3316080 3270837 -9694 3316080 3270837 -9694 3291504 3270837 -34270
Chr1 Normal NT_004671.15 TGGTCAGGCTGATCT 13297082 RNPEP 13306764 13330253 -9682 13306775 13330246 -9693 13306820 13329828 -9738
Chr19 Normal NT_011295.10 GGCTCACTGCGACCT 5318459 LOC90379 5326106 5335062 -7647 5328150 5335062 -9691 5329756 5334609 -11297
Chr11 Normal NT_033903.5 AGGTCGGCCTGGCCC 6100245 PGA5 6109936 6120180 -9691 6109936 6120180 -9691 6109966 6120019 -9721
Chr8 Complement NT_007995.13 TGGTCAGGTTGATCT 3755107 FLJ12526 3745417 3726047 -9690 3745417 3726047 -9690 3745015 3727045 -10092
Chr4 Normal NT_006307.14 AGGTCAGAATTACCT 698301 CPZ 707855 734947 -9554 707990 734944 -9689 708029 734812 -9728
Chr17 Normal NT_010799.13 GGGTCACTGCAACCT 3763962 LOC284090 3773651 3834641 -9689 3773651 3834641 -9689 3773745 3833177 -9783
Chr4 Normal NT_016606.15 AGATCATTCTGACCA 16248779 LOC93333 16258468 16260552 -9689 16258468 16260552 -9689 16259876 16260352 -11097
ChrX Normal NT_011786.13 TGGTCAGTGTGACAC 16538384 MAGEC1 16548073 16553552 -9689 16548073 16553552 -9689 16549252 16553012 -10868
Chr13 Complement NT_009799.12 AGGTTGCAGTGACCT 745625 TUBA2 735936 727914 -9689 735936 727920 -9689 735887 728003 -9738
Chr18 Normal NT_010966.13 AGGTCACTGCAACCT 1993263 RBBP8 2002393 2095549 -9130 2002951 2095549 -9688 2005917 2095305 -12654
Chr18 Normal NT_025004.13 GGGTGGGAGTGACCC 2916624 LOC284271 2926310 2928322 -9686 2926310 2928322 -9686 2926310 2928322 -9686
Chr4 Complement NT_022778.13 GGGTGGGAGTGACCC 9042150 LOC339967 9032464 8980306 -9686 9032464 8980306 -9686 9032384 8980329 -9766
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCT 14147941 MGC4093 14138296 14128545 -9645 14138255 14128545 -9686 14137642 14128823 -10299
Chr11 Normal NT_033899.5 TGGTCACCTTCACCC 23741941 ARHGEF12 23751476 23904323 -9535 23751624 23904323 -9683 23751631 23899464 -9690
Chr10 Complement NT_030059.10 GGGTCACTCCCACCC 28312598 LOC338562 28302916 28300484 -9682 28302916 28300484 -9682 28302752 28302390 -9846
Chr10 Complement NT_008705.14 GGGTCAGTGTCACCT 10019750 MGC39616 10010072 9937129 -9678 10010072 9937131 -9678 10007669 9939483 -12081
Chr1 Complement NT_032962.4 AGGTCAGAGTCACCT 1125034 DKFZP434A1315 1115357 1092532 -9677 1115357 1092639 -9677 1113977 1093126 -11057
Chr16 Normal NT_024797.13 TGGTCAGGCTGATCT 1121294 LOC283923 1130970 1137732 -9676 1130970 1137732 -9676 1131192 1135858 -9898
Chr11 Complement NT_033903.5 TGGTCAGGATGATCT 7568141 LOC221091 7558467 7555143 -9674 7558467 7555143 -9674 7557247 7556531 -10894
Chr22 Complement NT_011525.5 GGGTCATCCTGCCCA 317623 LOC348643 307949 284326 -9674 307949 284326 -9674 307949 284326 -9674
Chr15 Normal NT_010194.15 GGCTCAGGCCGACCT 40876873 LOC93444 40886546 40888660 -9673 40886546 40888660 -9673 40886726 40887067 -9853
Chr9 Complement NT_008413.15 AGGTCGTTTTTACCC 13943819 LOC347191 13934147 13910867 -9672 13934147 13910867 -9672 13934147 13910867 -9672
Chr12 Normal NT_019546.15 AGATCAGTGTGACCA 32746385 DAO 32756056 32776886 -9671 32756056 32776886 -9671 32760972 32776500 -14587
Chr19 Complement NT_011295.10 TGATCAATTTGACCC 216098 LOC350626 206429 197265 -9669 206429 197265 -9669 204879 197265 -11219
Chr1 Normal NT_021937.15 AGGTCAGCATGCCCC 2193652 LOC350663 2203321 2219838 -9669 2203321 2219838 -9669 2203321 2219838 -9669
Chr6 Normal NT_007592.13 AGGCCACTGTGACCC 34525736 VEGF 34535076 34551348 -9340 34535403 34551303 -9667 34536111 34549426 -10375
Chr1 Normal NT_004559.10 AGGTAGATTTGACCT 2178415 LOC149603 2188080 2196316 -9665 2188080 2196316 -9665 2188243 2190022 -9828
Chr1 Normal NT_021937.15 TGGTCACGGTGGCCC 1835549 TERE1 1845197 1859919 -9648 1845213 1858274 -9664 1845523 1858122 -9974
Chr10 Normal NT_008705.14 GGGTGGGAGTGACCC 1358588 LOC340895 1368251 1762900 -9663 1368251 1762900 -9663 1544379 1588333 -185791
Chr6 Complement NT_007592.13 GGGTCGTTGGGACCT 24192518 LOC51596 24183140 24181448 -9378 24182855 24181483 -9663 24182609 24181591 -9909
Chr1 Normal NT_004487.15 GGGTGGGAGTGACCC 5136906 LOC350743 5146568 5283946 -9662 5146568 5283946 -9662 5146568 5283946 -9662
Chr14 Complement NT_026437.10 GGGGCAAGCTGACCT 4631361 NEDD8 4621700 4604276 -9661 4621700 4606200 -9661 4621601 4606461 -9760
Chr10 Normal NT_008583.15 GGGTCAGATTGGCCT 20780066 KIAA1274 20789725 20879353 -9659 20789725 20879353 -9659 20836856 20877637 -56790
Chr3 Normal NT_005999.15 AGGCCAGTGTGACCT 1209458 FLJ32332 1218844 1223541 -9386 1219116 1223541 -9658 1220061 1222329 -10603
Chr12 Complement NT_009755.15 AGGTCGTTTTGATCC 1198875 MOP3 1242862 1172659 43987 1189217 1172659 -9658 1187942 1174035 -10933
Chr10 Complement NT_008705.14 GGCTCACTGCGACCT 5409685 LOC340904 5400028 5393468 -9657 5400028 5393468 -9657 5400028 5393468 -9657
Chr17 Complement NT_010783.13 AGGTCAGCCTGATCT 12884424 LOC348236 12874768 12807118 -9656 12874768 12807118 -9656 12874768 12807118 -9656
Chr15 Complement NT_010194.15 GGGTCATGCTGAACG 30953808 LOC350157 30944152 30860757 -9656 30944152 30860757 -9656 30944152 30860757 -9656
Chr1 Complement NT_077383.2 GGGTCAAGGTGGCCA 125089 LOC348444 115435 64348 -9654 115435 64348 -9654 115435 64348 -9654
Chr4 Complement NT_016354.15 AGGTCATTCTAACCC 34845305 LOC351623 34835652 34827742 -9653 34835652 34827742 -9653 34835652 34827742 -9653
Chr11 Normal NT_028310.10 AGGTCTAAATGACCA 6285537 PPFIBP2 6295190 6435169 -9653 6295190 6435162 -9653 6330880 6434622 -45343
Chr17 Complement NT_010641.13 CGGTCACAGTGAGCT 7168755 AD023 7159112 7154117 -9643 7159107 7154117 -9648 7158080 7154625 -10675
Chr10 Normal NT_030059.10 GGGTCATGCTGACAC 21188143 KIAA1813 21195523 21206143 -7380 21197791 21206143 -9648 21200929 21205483 -12786
Chr20 Normal NT_011387.8 AAGTCAGACTGACCC 10296924 LOC284773 10306571 10308442 -9647 10306571 10308442 -9647 10307525 10307938 -10601
Chr19 Complement NT_011109.15 TGGTCAGGCTGATCT 23146768 NAP1 23137277 23107577 -9491 23137121 23129925 -9647 23137068 23130000 -9700
Chr21 Normal NT_030188.2 GGGTCATCTTGGCCC 673703 SLC37A1 669068 750856 4635 683350 750856 -9647 687891 749796 -14188
ChrX Normal NT_011669.13 TGGTCATGCTGACCT 7289889 IGBP1 7299043 7331915 -9154 7299535 7331869 -9646 7299542 7331575 -9653
Chr19 Complement NT_011109.15 AGGTCAGAGCGACCT 23815983 KLK12 23806676 23800538 -9307 23806338 23800538 -9645 23806067 23800601 -9916
Chr16 Normal NT_024797.13 CAGTCAATCTGACCT 12018764 MGC22001 12028409 12033528 -9645 12028409 12033528 -9645 12028576 12028935 -9812
Chr2 Complement NT_022135.13 TGGTCACTGTGTCCT 10760161 LBP-9 10750517 10686276 -9644 10750517 10686276 -9644 10750427 10689659 -9734
Chr15 Normal NT_010194.15 AGGTGAGTGTGACCC 46844728 LOC338952 46854371 46865721 -9643 46854371 46865721 -9643 46854371 46865721 -9643
Chr5 Normal NT_023133.11 AGGGCAGTGTGACCA 12345289 ODZ2 12354932 12500719 -9643 12354932 12500719 -9643 12354950 12499373 -9661
Chr3 Complement NT_005825.15 AGATCAGCCTGACCA 2252387 LOC285346 2242746 2231656 -9641 2242746 2231656 -9641 2232421 2231723 -19966
Chr2 Complement NT_005403.13 TGGTCACGCTGGCCT 8469533 PSCDBP 8459901 8430472 -9632 8459894 8430870 -9639 8459871 8431528 -9662
Chr19 Normal NT_011255.13 AGGTTGTGGTGACCT 3504884 HMG20B 3512775 3519081 -7891 3514522 3519081 -9638 3514540 3518895 -9656
ChrY Normal NT_011903.9 TGTTCAGCGTGACCT 3778565 LOC340630 3788202 3790439 -9637 3788202 3790439 -9637 3788635 3789132 -10070
Chr9 Normal NT_035014.3 GGGTCATTCTGTCCT 336480 RRP4 346102 357196 -9622 346117 357196 -9637 346119 356101 -9639
Chr19 Normal NT_011109.15 AGCTCACTGCGACCT 20018375 DKFZP586M1019 20027949 20043426 -9574 20028010 20043426 -9635 20029876 20043153 -11501
Chr1 Complement NT_004559.10 GGCTCACCGTGACCT 1658552 WNT9A 1648917 1622015 -9635 1648917 1622015 -9635 1648906 1622537 -9646
Chr9 Normal NT_008470.15 AGGTCACCTGGACCC 14083777 LOC352754 14093410 14111077 -9633 14093410 14111077 -9633 14093410 14111077 -9633
ChrX Complement NT_011669.13 TGGTCATTATGATCT 9889259 PHKA1 9879707 9746225 -9552 9879627 9746225 -9632 9879472 9746596 -9787
Chr6 Normal NT_007592.13 AGGTCACTTTCACCT 38542315 LOC221391 38551946 38591222 -9631 38551946 38576661 -9631 38560147 38576581 -17832
Chr7 Complement NT_007819.13 AGTTCATTTTGACCA 37258124 SFRP4 37248633 37237659 -9491 37248493 37237659 -9631 37248255 37239197 -9869
Chr19 Complement NT_011109.15 GGCTCACTGCGACCT 28173260 LOC348323 28163630 28158820 -9630 28163630 28158820 -9630 28163563 28158820 -9697
Chr5 Normal NT_023133.11 AGGTCAGAATGATCA 18951558 MSX2 18961188 18967488 -9630 18961188 18967488 -9630 18961249 18966172 -9691
Chr5 Complement NT_023148.11 TGGTCTCCATGACCC 2944864 LOC351849 2935235 2934792 -9629 2935235 2934792 -9629 2935235 2934792 -9629
Chr6 Complement NT_007592.13 GGGTCAGCCTGAACT 43550431 LOC285865 43540804 43534920 -9627 43540804 43534920 -9627 43540793 43534920 -9638
Chr2 Normal NT_022184.12 GGGTCAAGATGAACA 17164557 MGC34824 17174180 17224930 -9623 17174180 17224930 -9623 17223622 17224050 -59065
Chr17 Normal NT_024871.10 AGGACATGGTGACCT 586317 MGC46523 595914 628974 -9597 595940 628974 -9623 597088 628192 -10771
Chr2 Normal NT_005403.13 TGGTCACTCTCACCT 83470578 ALPI 83480198 83484788 -9620 83480198 83484073 -9620 83480243 83483189 -9665
Chr15 Normal NT_010194.15 TGGTCAGGTTCACCT 40386495 FLJ20190 40380667 40488417 5828 40396115 40486216 -9620 40441793 40485534 -55298
Chr5 Normal NT_023133.11 AGGTCAGGCTGACTT 16863781 LOC351836 16873401 16878629 -9620 16873401 16878629 -9620 16873401 16878629 -9620
Chr16 Complement NT_010393.13 GGCTCACCGCGACCT 511120 PRO0149 501500 499843 -9620 501500 499843 -9620 500496 500293 -10624
ChrX Complement NT_028405.9 AGGCCAGCTTGACCA 1395636 LOC158997 1386050 1384992 -9586 1386017 1384992 -9619 1385881 1385594 -9755
Chr1 Normal NT_004836.14 GGGTCATTGTTACCA 9772356 MGC12458 9781454 9934576 -9098 9781975 9899421 -9619 9782004 9898945 -9648
Chr18 Normal NT_025028.13 AGGTCACACTGACTA 3336938 LOC342777 3346556 3444759 -9618 3346556 3444759 -9618 3346556 3444759 -9618
Chr5 Normal NT_034772.4 AGGTCAAGGTGAGCA 14160683 FLJ11235 14170300 14171693 -9617 14170300 14171693 -9617 14170315 14171136 -9632



Chr15 Normal NT_010194.15 AGGTTGCAATGACCT 13644338 LOC146060 13653955 13654242 -9617 13653955 13654242 -9617 13653955 13654242 -9617
Chr3 Complement NT_005612.13 TGGTCACCATGGCCC 34251795 RUVBL1 34272293 34183164 20498 34242178 34199339 -9617 34242103 34199629 -9692
ChrX Complement NT_025302.11 GGGTCAGGGTGACAG 623369 ARSE 613806 584116 -9563 613753 584294 -9616 609883 584315 -13486
Chr20 Complement NT_011362.8 GGGTCAAATTGGCCT 24125094 LOC343631 24115478 24097756 -9616 24115478 24097756 -9616 24115478 24097756 -9616
Chr12 Normal NT_009482.13 GGGACAGTGTGACCG 242404 LOC160348 252019 294161 -9615 252019 294161 -9615 252019 294161 -9615
Chr1 Normal NT_026943.12 GGGTGGGAGTGACCT 1036980 LOC284504 1046594 1047162 -9614 1046594 1047162 -9614 1046901 1047095 -9921
Chr5 Normal NT_023133.11 TGGTCATCCTAACCT 13640188 LOC351834 13649801 13661507 -9613 13649801 13661507 -9613 13649801 13661507 -9613
Chr17 Complement NT_010718.13 AGGTCAGCAGGACCC 409846 RILP 400283 396341 -9563 400233 396341 -9613 399989 396627 -9857
Chr17 Complement NT_010799.13 TGGTCAGGCTGATCT 2278157 LOC284087 2268545 2265555 -9612 2268545 2265555 -9612 2268485 2267688 -9672
ChrY Normal NT_011875.9 GGGTGAGAGTGACCT 6265419 CDY2 6275030 6276989 -9611 6275030 6276989 -9611 6275358 6276983 -9939
Chr12 Complement NT_009755.15 TGGTCAGGCTGATCT 1435702 EIF2B1 1427380 1414672 -8322 1426091 1414676 -9611 1426091 1415400 -9611
Chr6 Complement NT_034874.2 AGATCAGCCTGACCA 2420131 C6orf17 2410521 2408714 -9610 2410521 2408714 -9610 2410206 2409131 -9925
Chr11 Complement NT_009237.15 ATGTCATTGTGACCT 9669047 SAA4 9659557 9654007 -9490 9659438 9654007 -9609 9658577 9654153 -10470
Chr16 Complement NT_037887.3 AGGTCAGGTCGAGCT 1781093 SSB3 1772596 1766715 -8497 1771485 1767099 -9608 1771485 1767099 -9608
Chr3 Normal NT_029928.10 GGGTCACTATGCCCC 905936 LOC200933 915216 933890 -9280 915543 933890 -9607 915590 930923 -9654
Chr2 Normal NT_005416.10 GAGTCACGATGACCC 497206 LOC348764 506813 515445 -9607 506813 515445 -9607 506813 515445 -9607
Chr15 Normal NT_010194.15 AGGTCATTGTAACCT 16028907 MGC33951 16038514 16061032 -9607 16038514 16061032 -9607 16038528 16060437 -9621
Chr1 Complement NT_032977.5 AGGTCAACGTAACCA 6163550 MAGOH 6154015 6142303 -9535 6153944 6142303 -9606 6153857 6142454 -9693
Chr14 Complement NT_026437.10 GGGCCAGCCTGACCC 3456416 FLJ25193 3446857 3440846 -9559 3446811 3440846 -9605 3445070 3441691 -11346
Chr1 Normal NT_021937.15 GGTTCACCACGACCT 595983 UBE4B 604975 753228 -8992 605588 753228 -9605 605663 751948 -9680
Chr3 Normal NT_037565.3 AGGTTGTCATGACCC 1497756 LOC285281 1507358 1509921 -9602 1507358 1509921 -9602 1509376 1509648 -11620
Chr9 Complement NT_008470.15 AGATCAGCCTGACCA 18384636 LOC138068 18375037 18341564 -9599 18375037 18341564 -9599 18375037 18341564 -9599
ChrY Complement NT_011875.9 AGGTCACTCTCACCC 6139059 LOC203611 6129461 6126653 -9598 6129461 6127247 -9598 6129135 6127510 -9924
Chr1 Normal NT_004668.15 GGGTCATGGGGACCG 2467410 HSPC003 2476953 2480700 -9543 2477006 2480700 -9596 2477082 2480563 -9672
Chr11 Normal NT_035113.4 GGGTCACAGCGACAC 813531 LOC338708 823127 824060 -9596 823127 824060 -9596 823426 823743 -9895
Chr1 Normal NT_077915.1 GGGTCACTGCAACCT 193257 LOC343268 202853 221579 -9596 202853 221579 -9596 202853 221579 -9596
Chr6 Normal NT_025741.12 GGGTGGGAGTGACCC 35666338 AKAP7 35570890 35709102 95448 35675933 35709102 -9595 35676137 35707295 -9799
Chr2 Complement NT_005403.13 AGGTCATCCTGGCCC 54096085 LOC351348 54086490 54085170 -9595 54086490 54085170 -9595 54086490 54085170 -9595
Chr9 Normal NT_078081.1 GGGTCACCTTGCCCA 5302 MGC14327 14894 16482 -9592 14894 16482 -9592 15153 15563 -9851
Chr17 Complement NT_010755.13 AGGTCAGGCTGACGA 3416864 KRT19 3407274 3402592 -9590 3407274 3402592 -9590 3407221 3402717 -9643
ChrX Complement NT_028413.6 TGGTCAGGCTGATCT 162318 LOC352858 152728 81379 -9590 152728 81379 -9590 152728 81379 -9590
Chr5 Normal NT_006431.13 AGATCAACCTGACCT 1234423 ISL1 1243701 1255296 -9278 1244012 1255296 -9589 1244258 1254187 -9835
Chr6 Complement NT_007592.13 GGGACGCCGTGACCT 18650356 H2AFE 18640769 18640331 -9587 18640769 18640331 -9587 18640769 18640383 -9587
Chr16 Complement NT_024797.13 TGGCCAGGATGACCT 1871965 LDHD 1862378 1857476 -9587 1862378 1857507 -9587 1862331 1857967 -9634
Chr14 Normal NT_026437.10 GGGGCATCATGACCC 75018109 LOC122500 75027696 75077196 -9587 75027696 75077196 -9587 75027696 75077196 -9587
Chr10 Normal NT_008705.14 TGGTCAGGCTGGCCT 10787439 WAC 10797025 10884792 -9586 10797025 10884792 -9586 10799873 10883860 -12434
Chr7 Complement NT_007819.13 GGATCAAGCTGACCT 22356941 DRCTNNB1A 22347378 22274495 -9563 22347356 22276868 -9585 22324338 22278816 -32603
Chr9 Normal NT_019501.12 GGGTCACTCTGAGCT 782400 LOC347094 791985 863608 -9585 791985 863608 -9585 791985 863608 -9585
Chr8 Normal NT_008046.13 GGGTCAGTCTGATCT 41465989 LOC346736 41475573 41484239 -9584 41475573 41484239 -9584 41475573 41484239 -9584
Chr11 Normal NT_028310.10 AGGACACGGTGACCC 1149582 CD81 1157855 1179049 -8273 1159163 1179049 -9581 1159203 1178519 -9621
Chr2 Normal NT_005403.13 GGGTCACTTTCACCT 70510829 LOC344498 70520410 70522244 -9581 70520410 70522244 -9581 70520410 70522244 -9581
Chr11 Complement NT_033927.5 AGGTTGCCATGACCT 8094238 LOC283219 8084658 8081330 -9580 8084658 8081330 -9580 8084629 8083847 -9609
Chr12 Complement NT_029419.10 AGGGCAAAGTGACCA 20299049 CDK4 20293060 20284816 -5989 20289470 20285311 -9579 20288806 20285614 -10243
Chr3 Normal NT_005962.15 GGGTCCCAGTGACCT 5948863 LOC344661 5958440 5981775 -9577 5958440 5981775 -9577 5958499 5981775 -9636
Chr7 Normal NT_007741.12 GGGTGACCATGACCT 3821964 LOC352216 3831541 3840012 -9577 3831541 3840012 -9577 3831541 3840012 -9577
Chr3 Normal NT_005927.15 GGGTCAGAGAGACCT 11233269 LOC344864 11242844 11253701 -9575 11242844 11253701 -9575 11242844 11253701 -9575
Chr9 Normal NT_023935.15 GGGTCATCCCGAACT 8810289 LOC352600 8819864 8850741 -9575 8819864 8850741 -9575 8819864 8850741 -9575
Chr8 Complement NT_015280.15 AGGCCAGCCTGACCA 811372 DLC1 945071 751886 133699 801798 754116 -9574 801503 754334 -9869
Chr12 Normal NT_009755.15 TGGCCAGGCTGACCT 2849510 FLJ12389 2859022 2936970 -9512 2859084 2936958 -9574 2859228 2935872 -9718
Chr22 Complement NT_011520.9 GGCTCACTGTGACCA 22889605 KIAA0153 22880095 22859584 -9510 22880031 22859584 -9574 22880031 22860970 -9574
Chr12 Complement NT_009759.15 AGGTTGCAGTGACCC 6671059 DKFZp547D2210 6664227 6657219 -6832 6661488 6658463 -9571 6661488 6658463 -9571
Chr1 Complement NT_004671.15 ATGTCAATCTGACCT 1413028 LOC284482 1403457 1314715 -9571 1403457 1314715 -9571 1403457 1314715 -9571
Chr6 Normal NT_007592.13 GGCTCACTGCGACCT 26223754 RPL10A 26233308 26235685 -9554 26233324 26235685 -9570 26233339 26235654 -9585
Chr11 Complement NT_033899.5 GGGTCACTCCCACCC 13623683 LOC254314 13614115 13609998 -9568 13614115 13609998 -9568 13610545 13610228 -13138
Chr6 Normal NT_007592.13 AGGTTGCAGTGACCC 19750551 LOC346165 19760119 19770288 -9568 19760119 19770288 -9568 19760119 19770288 -9568
Chr6 Normal NT_034874.2 AGGTTGCAGTGACCC 195688 LOC347630 205256 215425 -9568 205256 215425 -9568 205256 215425 -9568
Chr15 Complement NT_010194.15 AGGTTGGTTTGACCT 43774455 LOC123346 43764888 43754522 -9567 43764888 43754522 -9567 43755113 43754793 -19342
Chr14 Complement NT_026437.10 GGGTCAATGCTACCT 5448965 STXBP6 5439488 5198994 -9477 5439398 5201436 -9567 5364152 5202043 -84813
Chr20 Complement NT_011362.8 AGCTCACTGTGACCT 9862350 LOC149721 9852784 9849951 -9566 9852784 9849951 -9566 9850975 9850604 -11375
Chr9 Normal NT_008470.15 GGGTCACCCTGAGCA 32735705 C9orf16 32745212 32748837 -9507 32745270 32748837 -9565 32745322 32748529 -9617
Chr4 Normal NT_037622.3 GCGTCGCGGTGACCC 986518 FGFRL1 994770 1010515 -8252 996082 1010515 -9564 996104 1008965 -9586
Chr5 Complement NT_029289.9 AGTTCACTGTGACCT 11848310 LOC285641 11838746 11826021 -9564 11838746 11826021 -9564 11829962 11826301 -18348
Chr4 Complement NT_016354.15 GGGCCAGTCTGACCT 47503901 LOC339950 47494337 47491700 -9564 47494337 47491700 -9564 47492048 47491854 -11853
Chr4 Normal NT_037622.3 AGGTCATGAAGACCT 104823 FLJ90036 114386 147777 -9563 114386 146177 -9563 145137 145790 -40314
Chr16 Complement NT_024797.13 AGGCCAGCCTGACCA 3945713 LOC342415 3936150 3935806 -9563 3936150 3935806 -9563 3936150 3935806 -9563
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCT 29017410 MGC4161 29007868 29000871 -9542 29007849 29000871 -9561 29004605 29001134 -12805
Chr1 Complement NT_004350.15 TGGTCAGGCTGATCT 300796 MMEL2 291236 269672 -9560 291236 269676 -9560 291236 270020 -9560
Chr15 Complement NT_010194.15 GGGTCACAGTGAGCA 48959888 LOC350180 48950329 48942745 -9559 48950329 48942745 -9559 48950329 48942745 -9559
Chr5 Complement NT_023133.11 GGGTCGTGTTGACAC 17481405 NKX2-5 17471946 17468699 -9459 17471848 17468724 -9557 17471672 17469158 -9733
Chr5 Normal NT_006576.13 AGGTTACAGTGACCT 19488460 LOC351949 19498015 19512699 -9555 19498015 19512699 -9555 19498015 19512699 -9555
Chr9 Complement NT_008413.15 AGGTCACACTGACAC 20309204 LOC347213 20299650 20287220 -9554 20299650 20287220 -9554 20299650 20287220 -9554
Chr10 Complement NT_008583.15 AGGTCAGGATGAACA 25556448 FLJ23841 25546942 25544902 -9506 25546895 25544902 -9553 25546858 25545003 -9590
Chr1 Normal NT_077957.1 GGGTCACCTTGGCCG 28067 CLCNKA 33884 48983 -5817 37619 48642 -9552 37629 48592 -9562
Chr9 Complement NT_008470.15 GGGTCACTGCAACCT 12248290 LOC347287 12238738 12131890 -9552 12238738 12131890 -9552 12238738 12131890 -9552
Chr5 Normal NT_006431.13 AGGTCAGCTTGTCCA 4191171 LOC348964 4200722 4310715 -9551 4200722 4310715 -9551 4200758 4310715 -9587
Chr1 Complement NT_004668.15 AGGTCAGGCCGCCCT 1624617 MUC1 1615091 1608138 -9526 1615066 1608431 -9551 1615041 1608443 -9576
Chr17 Complement NT_030843.6 AGGTCATAAAGACCC 750965 AKAP10 741436 667904 -9529 741415 669038 -9550 741278 669826 -9687
ChrX Complement NT_011786.13 TGGTCACCATCACCT 15444531 CDR1 15434981 15433823 -9550 15434981 15433823 -9550 15434929 15434258 -9602
Chr17 Complement NT_010783.13 GGCTCAGTGCGACCT 198831 WNT3 189281 135059 -9550 189281 135059 -9550 189162 139055 -9669
Chr15 Normal NT_010194.15 AGGTCACTTTCACCG 51848563 KIAA1199 51858112 52030399 -9549 51858112 52027909 -9549 51952621 52027588 -104058
Chr19 Complement NT_011295.10 AGGTCACCCCCACCC 2722672 RAB3D 2719742 2697896 -2930 2713123 2697896 -9549 2710877 2698876 -11795
Chr6 Complement NT_025741.12 GGCTCACTACGACCT 15562134 LOC221270 15552586 15537500 -9548 15552586 15537500 -9548 15552586 15537500 -9548
Chr12 Complement NT_009775.13 AGGTGGAACTGACCT 6749523 LOC338835 6739975 6694342 -9548 6739975 6694342 -9548 6739975 6694342 -9548
Chr5 Normal NT_077451.2 AGGACAGTCTGACCT 521813 LOC348991 531361 570075 -9548 531361 570075 -9548 0 0 521813
Chr17 Normal NT_010783.13 AGATCAGCTTGACCA 4240063 LOC342590 4249610 4289087 -9547 4249610 4289087 -9547 4249610 4289087 -9547
Chr12 Complement NT_009759.15 AGGTCACAGCGAGCC 6097465 VWF 6088097 5912308 -9368 6087918 5912308 -9547 6086623 5912442 -10842
Chr15 Complement NT_010194.15 GGGTCAGCTTTACCC 43355314 LOC56965 43349791 43319922 -5523 43345768 43319937 -9546 43346217 43321374 -9097
Chr15 Complement NT_010194.15 GGGTCAGCTTTACCC 43355314 LOC56965 43349791 43319922 -5523 43345768 43319937 -9546 43340437 43332479 -14877
Chr4 Normal NT_022853.14 TGGTCAGGCTGGCCT 2417628 LOC348889 2427173 2427541 -9545 2427173 2427541 -9545 2427173 2427541 -9545
Chr1 Normal NT_004511.15 TGGTTACGCTGACCT 178947 LOC350760 188492 220259 -9545 188492 220259 -9545 188492 220259 -9545
Chr17 Normal NT_024871.10 AGATCAGCCTGACCA 75071 LOC201109 84614 86325 -9543 84614 86325 -9543 84632 84991 -9561
Chr19 Normal NT_011109.15 AGGTCAGCCTGGCCA 8495169 PEN2 8504712 8506629 -9543 8504712 8506121 -9543 8505050 8505966 -9881
Chr17 Complement NT_010783.13 TCGTCATGCTGACCC 11708219 BZRAP1 11698677 11671795 -9542 11698677 11671795 -9542 11698480 11674930 -9739



Chr16 Complement NT_024797.13 AGGTCACTCCCACCC 2465001 LOC124496 2455459 2454746 -9542 2455459 2454746 -9542 2455459 2454746 -9542
Chr17 Normal NT_010718.13 GGGCCACGGTGACCC 7975180 LOC255792 7984721 7985402 -9541 7984721 7985402 -9541 7984872 7985369 -9692
Chr1 Complement NT_004754.14 GGGTCACTCCCACCC 3478408 LOC343494 3468867 3447550 -9541 3468867 3447550 -9541 3468867 3447550 -9541
Chr2 Complement NT_022184.12 AGGGCATGGTGACCT 15721348 LOC351146 15711808 15699776 -9540 15711808 15699776 -9540 15711808 15699776 -9540
Chr19 Complement NT_011109.15 AGCTCACTGCGACCT 21030652 TUCAN 21021273 20974595 -9379 21021112 20979703 -9540 21005925 20983157 -24727
Chr2 Normal NT_005334.13 AGGTCATTGTGACAA 6423370 LOC351282 6432909 6466277 -9539 6432909 6466277 -9539 6432968 6466277 -9598
Chr3 Normal NT_005927.15 AGCTCACTGCGACCT 9610520 FLJ22405 9619992 9672922 -9472 9620058 9672915 -9538 9632852 9672503 -22332
Chr10 Normal NT_008583.15 GGGGCAAGTTGACCT 10985873 LOC340874 10995411 10996115 -9538 10995411 10996115 -9538 10995411 10996115 -9538
Chr15 Complement NT_010194.15 TGGTCAGACTGGCCT 35916730 FLJ22692 35907193 35903161 -9537 35907193 35903161 -9537 35905906 35903939 -10824
Chr16 Normal NT_010498.13 TGGTCACAGTCACCT 3599728 LOC342317 3609265 3681088 -9537 3609265 3681088 -9537 3609265 3681088 -9537
Chr17 Complement NT_010748.12 GGGTGATAGTGACCG 940369 DKFZp761G2113 930836 922979 -9533 930836 922979 -9533 929243 925436 -11126
Chr5 Normal NT_034772.4 AGGTTGATATGACCC 18464194 LOC345591 18473727 18562040 -9533 18473727 18562040 -9533 18473727 18562040 -9533
Chr12 Complement NT_019546.15 TGGTCAAGTTGACAT 3576467 PAWR 3566995 3467938 -9472 3566934 3468125 -9533 3566215 3468578 -10252
Chr2 Normal NT_005403.13 AGGTCAGAGTGACCC 78828372 CCL20 78837891 78841605 -9519 78837903 78841583 -9531 78837961 78841132 -9589
Chr9 Normal NT_008470.15 AGGTCTTTGTGACCT 8673498 SMC2L1 8682960 8730119 -9462 8683026 8728356 -9528 8684085 8728015 -10587
Chr15 Complement NT_010194.15 GGGTCACTGCAACCT 21446488 GABPB1 21437010 21359066 -9478 21436961 21359071 -9527 21391606 21360440 -54882
Chr20 Complement NT_011387.8 GGGTCATGGTGACCA 5223120 LOC284767 5213593 5211751 -9527 5213593 5211751 -9527 5213477 5213034 -9643
Chr19 Normal NT_011109.15 GGGTCATGACCACCT 21518158 FGF21 21527006 21529775 -8848 21527684 21529667 -9526 21527684 21529667 -9526
Chr7 Normal NT_007819.13 AGGCCAGCCCGACCC 1843645 LFNG 1847837 1864483 -4192 1853171 1863735 -9526 1853862 1862520 -10217
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 13564874 EGLN2 13573363 13582555 -8489 13574399 13582555 -9525 13580630 13581106 -15756
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 13564874 EGLN2 13573363 13582555 -8489 13574399 13582555 -9525 13580681 13581987 -15807
Chr17 Normal NT_010783.13 AGGTCGCAGTGAGCT 21181377 FALZ 21190301 21274657 -8924 21190901 21258945 -9524 21190920 21258872 -9543
Chr7 Complement NT_007933.12 TGGTCAGGCTGATCT 25529330 PERQ1 25519806 25510714 -9524 25519806 25512550 -9524 25519231 25512926 -10099
Chr14 Normal NT_026437.10 GGGTCCGGGTGACCT 80061273 CYP46A1 80070698 80113678 -9425 80070796 80113678 -9523 80070796 80113105 -9523
Chr10 Normal NT_008583.15 GGGTCAAAGTCACCC 26084169 CDA017 26093691 26868296 -9522 26093691 26868296 -9522 26093906 26868218 -9737
Chr11 Complement NT_033927.5 AGGTCATCCTGACGA 5588782 MAP6 5579260 5512939 -9522 5579260 5512939 -9522 5578443 5515878 -10339
Chr6 Complement NT_025741.12 AGGTCCTGGTGACCC 42653579 UC28 42644057 42641552 -9522 42644057 42641552 -9522 42643961 42643554 -9618
Chr7 Complement NT_007819.13 AGGTCATGTTCACCA 45110189 LOC285961 45100669 45055503 -9520 45100669 45055503 -9520 45060012 45057307 -50177
Chr19 Normal NT_011295.10 AGGTCGCAGTGAGCT 3527235 ZNF136 3536721 3562419 -9486 3536755 3562419 -9520 3536821 3561618 -9586
Chr4 Normal NT_037623.3 AGATCAGCCTGACCA 560679 LOC339984 570197 573717 -9518 570197 573717 -9518 573258 573671 -12579
Chr2 Normal NT_005334.13 AGGTCATCATGACCT 6491419 GREB1 6500936 6609606 -9517 6500936 6609606 -9517 6523435 6607274 -32016
Chr11 Normal NT_033927.5 AGGTTGCAGTGACCC 4493141 POLD3 4502658 4579413 -9517 4502658 4552794 -9517 4502733 4550840 -9592
Chr2 Complement NT_022184.12 TGGTCAGGATGATCT 16136937 KIAA1414 16127421 16024086 -9516 16127421 16024086 -9516 16126490 16024566 -10447
Chr7 Complement NT_007933.12 AGGTCGCAGTGAGCC 27342906 LOC254946 27333392 27331962 -9514 27333392 27331962 -9514 27333298 27332496 -9608
Chr11 Complement NT_028310.10 GGGCCAAGCTGACCA 402708 LOC341023 393195 392048 -9513 393195 392048 -9513 393195 392048 -9513
Chr8 Normal NT_008251.13 AGGTCAGAGTGAGCC 4986461 FLJ23356 4995973 5025635 -9512 4995973 5025635 -9512 5006004 5025332 -19543
Chr6 Complement NT_007592.13 TGGCCATGCTGACCT 24563551 LOC221496 24554039 24536118 -9512 24554039 24536118 -9512 24554020 24537532 -9531
Chr1 Normal NT_032962.4 AGGTCAATCTGACCC 940427 TSRC1 948812 955404 -8385 949939 955404 -9512 951711 954668 -11284
Chr7 Normal NT_007758.10 TGGTCAGGCTGATCT 3564076 ASL 3573587 3590709 -9511 3573587 3590706 -9511 3573838 3590667 -9762
Chr1 Complement NT_077386.2 CGGTCACGGTGACTC 3406625 LOC343550 3397114 3369312 -9511 3397114 3369312 -9511 3397114 3369312 -9511
Chr1 Complement NT_004668.15 GGGTCAGCGTGAGCA 1624577 MUC1 1615091 1608138 -9486 1615066 1608431 -9511 1615041 1608443 -9536
Chr11 Normal NT_033903.5 GGGCCAGCTTGACCA 2600580 SELH 2610090 2611775 -9510 2610090 2611775 -9510 2610333 2610954 -9753
Chr13 Complement NT_027140.5 GTGTCAGTATGACCG 1650521 C13orf17 1641012 1606140 -9509 1641012 1606242 -9509 1640990 1613172 -9531
Chr19 Complement NT_011295.10 GGCTCACTGCGACCT 9780719 MAPA 9771229 9764761 -9490 9771210 9764761 -9509 9770274 9769972 -10445
Chr7 Normal NT_007819.13 GGGTCGTTGTGCCCC 1568062 NUDT1 1577535 1586454 -9473 1577570 1586454 -9508 1578301 1586310 -10239
Chr11 Normal NT_033903.5 GGGTCATAGTGTCCA 11486283 MGC15912 11495790 11497774 -9507 11495790 11497774 -9507 11496123 11496350 -9840
Chr10 Normal NT_008583.15 GGGTCATGGTGAGCA 22265786 CHST3 22275292 22324484 -9506 22275292 22324484 -9506 22316773 22319401 -50987
Chr4 Complement NT_037622.3 GCGTCGCGGTGACCC 986518 SLC26A1 977013 962695 -9505 977013 962695 -9505 975321 963024 -11197
Chr12 Complement NT_029419.10 AGGTGACTGTGACCT 14361487 LOC341403 14351983 14351187 -9504 14351983 14351187 -9504 14351983 14351187 -9504
Chr10 Complement NT_008583.15 GGCTCAGGCCGACCT 30004526 LOC347803 29995022 29991611 -9504 29995022 29991611 -9504 29995016 29994741 -9510
ChrX Normal NT_011651.13 GGGTCATTCCAACCC 23894346 HNRPH2 23903776 23909684 -9430 23903849 23909684 -9503 23907543 23908892 -13197
Chr20 Normal NT_028392.4 GGCTCATTATGACCA 2738997 RALY 2748211 2834833 -9214 2748500 2834833 -9503 2826649 2833123 -87652
Chr2 Complement NT_005120.13 GTGTCACAGTGACCT 5403667 LOC151171 5394165 5349801 -9502 5394165 5349801 -9502 5350181 5349807 -53486
Chr19 Normal NT_011109.15 AGGTCAGCCTGTCCT 7114786 GPI 7124123 7160150 -9337 7124287 7159454 -9501 7124390 7159159 -9604
Chr6 Normal NT_034880.2 AGGGCAATGTGACCA 1320568 FOXF2 1330068 1335831 -9500 1330068 1335831 -9500 1330182 1335093 -9614
Chr19 Complement NT_011109.15 GGGTCAGAGTCACCC 14847674 GRIK5 14838175 14770693 -9499 14838175 14770693 -9499 14838140 14771241 -9534
Chr15 Complement NT_010194.15 AGATCAACATGACCT 40389973 LOC145693 40380475 40378057 -9498 40380475 40378057 -9498 40378874 40378581 -11099
Chr8 Normal NT_077531.2 TGGTCAGGCTCACCT 1259942 LOC346696 1269440 1288748 -9498 1269440 1288748 -9498 1269440 1288748 -9498
Chr1 Complement NT_019273.15 AGCTCAGATTGACCT 416349 PSMA5 406922 382286 -9427 406851 382286 -9498 406766 382449 -9583
Chr4 Complement NT_022792.15 AGGTTGCAGTGACCC 21447426 FLJ25801 21437929 21423948 -9497 21437929 21423948 -9497 21437893 21424048 -9533
Chr10 Normal NT_033985.5 AGGTCACCACGACCT 1214692 LOC220992 1224188 1235665 -9496 1224188 1235665 -9496 1226469 1235131 -11777
Chr12 Complement NT_029419.10 TGGCCAATATGACCT 14838099 KRTHB1 14853203 14823005 15104 14828605 14823005 -9494 14828555 14823345 -9544
Chr7 Normal NT_007819.13 TGGTCACAATGACTC 8199870 LOC346368 8209363 8334341 -9493 8209363 8334341 -9493 8209363 8334341 -9493
ChrX Complement NT_011726.10 AGGCCAGCCTGACCA 2153395 GABRA3 2144058 1860765 -9337 2143903 1860857 -9492 2057275 1860933 -96120
Chr16 Normal NT_010393.13 AGGTCGTGGTGAGCC 6029524 BFAR 6038911 6075304 -9387 6039015 6074911 -9491 6050423 6073903 -20899
Chr2 Normal NT_005058.13 AGATCATTTTGACCA 3508881 LOC344149 3518372 3540246 -9491 3518372 3540246 -9491 3518372 3540246 -9491
Chr5 Complement NT_034772.4 GGGTCATCATGCCCA 15154731 LOC351886 15145241 15090633 -9490 15145241 15090633 -9490 15145241 15090633 -9490
Chr1 Normal NT_004434.15 AGGTCATAAAGACCC 279557 SEC22L1 289046 301763 -9489 289046 301763 -9489 289046 301030 -9489
Chr3 Complement NT_022517.15 AGGTCACTGCAACCT 14218753 LOC254705 14209266 14208594 -9487 14209266 14208594 -9487 14209266 14208594 -9487
Chr1 Complement NT_037485.3 GGGTCAAACAGACCT 1407592 FLJ34633 1398106 1387270 -9486 1398106 1387270 -9486 1390080 1387769 -17512
Chr1 Complement NT_032977.5 AGGTTACAGTGACCC 4444217 EPS15 4434732 4270636 -9485 4434732 4270636 -9485 4434640 4272109 -9577
Chr6 Complement NT_033951.3 TGGTCAAGATGTCCC 3514702 FKBPL 3505219 3503652 -9483 3505219 3503652 -9483 3504724 3503675 -9978
Chr12 Normal NT_029419.10 GGCTCAATATGACCC 20869936 LOC338806 20879418 20932142 -9482 20879418 20932142 -9482 20879749 20932142 -9813
Chr5 Normal NT_077451.2 AGGTCAATTTGAGCT 1408496 LOC345459 1417978 1426541 -9482 1417978 1426541 -9482 1417978 1426541 -9482
Chr12 Complement NT_019546.15 AGGTCAGAGAGACCT 14996967 LUM 14987629 14979519 -9338 14987485 14979519 -9482 14984947 14980133 -12020
Chr1 Complement NT_004668.15 AGGTCAGCCTGGCCA 1994033 ASH1 1984724 1759145 -9309 1984554 1759145 -9479 1943711 1759852 -50322
Chr6 Complement NT_034874.2 TGGTCAAGATGTCCC 3410933 FKBPL 3401454 3399887 -9479 3401454 3399887 -9479 3400959 3399910 -9974
Chr6 Normal NT_007592.13 AGATCAGCCTGACCA 1377924 GCNT2 1379911 1487858 -1987 1387403 1485098 -9479 1414915 1485098 -36991
Chr3 Normal NT_022517.15 AGGCCAGTTTGACCA 10769315 LOC351426 10778793 10811817 -9478 10778793 10811817 -9478 10778793 10811817 -9478
Chr1 Normal NT_004668.15 GGGTCTTGATGACCA 2473905 RAB25 2483352 2492694 -9447 2483383 2492649 -9478 2483593 2492608 -9688
Chr19 Normal NT_011109.15 GGCTCACAGCGACCT 16765853 ZNF230 16775331 16784014 -9478 16775331 16784014 -9478 16779449 16783834 -13596
Chr15 Normal NT_010194.15 GGGTCTTTGTGACCT 51848635 KIAA1199 51858112 52030399 -9477 51858112 52027909 -9477 51952621 52027588 -103986
Chr6 Complement NT_007592.13 TGGTCAAGATGTCCC 22929268 FKBPL 22919792 22918225 -9476 22919792 22918225 -9476 22919297 22918248 -9971
Chr6 Normal NT_007592.13 GGGTCAGCCTGAACT 43534514 FLJ32293 43543990 43546079 -9476 43543990 43546079 -9476 43544111 43544494 -9597
Chr19 Complement NT_011109.15 TGCTCATGGTGACCC 11156158 FLJ35713 11146892 11143213 -9266 11146682 11143213 -9476 11146119 11143270 -10039
Chr10 Normal NT_008705.14 AGGTGAGGATGACCT 2758198 LOC220998 2767674 2849643 -9476 2767674 2849643 -9476 2767674 2849643 -9476
Chr20 Normal NT_011362.8 TGGTGATCTTGACCT 24372214 LOC343634 24381690 24404165 -9476 24381690 24404165 -9476 24381690 24404165 -9476
Chr16 Complement NT_024812.10 GGGTCACAGTGATCA 2990159 LOC220558 2980684 2978914 -9475 2980684 2978914 -9475 2979945 2979372 -10214
Chr7 Normal NT_007819.13 CTGTCAGATTGACCT 42905368 STK17A 42914780 42957838 -9412 42914842 42957838 -9474 42914959 42956557 -9591
Chr17 Complement NT_010783.13 AGCTCAGCTTGACCC 1962292 LOC146990 1952820 1950899 -9472 1952820 1950899 -9472 1951607 1951170 -10685
Chr2 Complement NT_005403.13 GGGTGAGGATGACCA 81958745 GPR55 81949274 81931367 -9471 81949274 81931367 -9471 81935010 81934051 -23735
Chr11 Complement NT_025004.13 GGGTCATCTAGACCA 1629797 LOC283190 1620328 1619118 -9469 1620328 1619118 -9469 1620328 1619118 -9469
ChrX Complement NT_011786.13 TGCTCACTTTGACCT 18260011 LOC158527 18250543 18248089 -9468 18250543 18248089 -9468 18249023 18248640 -10988



ChrX Normal NT_011757.12 AGGTCAGCTTGAGCA 14600169 LOC347442 14609637 14681375 -9468 14609637 14681375 -9468 14609637 14681375 -9468
Chr15 Normal NT_010194.15 AGGCCAGAGTGACCA 48653040 LOC342109 48662506 48686784 -9466 48662506 48686784 -9466 48662506 48686784 -9466
Chr17 Complement NT_010799.13 GGGACGTCCTGACCC 8190134 RAD51L3 8180668 8160594 -9466 8180668 8161182 -9466 8180412 8161752 -9722
Chr7 Normal NT_007819.13 GGGTCAGCCCTACCT 47046579 LOC346475 47056044 47087824 -9465 47056044 47087824 -9465 47056044 47087824 -9465
Chr19 Complement NT_011109.15 AGGTCATAAAGACCT 21036878 LOC342915 21027414 21023202 -9464 21027414 21023202 -9464 21027414 21023202 -9464
Chr17 Complement NT_010641.13 AGGTTGCAGTGACCC 8137610 KIAA1917 8128147 8031614 -9463 8128147 8031614 -9463 8128079 8033074 -9531
Chr19 Complement NT_011109.15 AGGTGAGCCTGACCC 19497347 PRKD2 19488557 19445509 -8790 19487884 19445795 -9463 19487845 19445998 -9502
Chr6 Complement NT_007592.13 TGGTCAGGCTGTCCT 17057017 HIST1H4D 17047555 17047189 -9462 17047555 17047189 -9462 17047555 17047244 -9462
Chr11 Complement NT_009237.15 AGGTCAGCATTACCT 10458136 LOC283288 10448674 10378699 -9462 10448674 10378699 -9462 10448674 10378699 -9462
Chr7 Normal NT_007933.12 AGATCAGCCTGACCA 733080 NPD007 742542 752515 -9462 742542 752515 -9462 742542 752018 -9462
Chr7 Complement NT_007933.12 TGGTCTCTCTGACCT 49134574 LOC346641 49125113 49041040 -9461 49125113 49041040 -9461 49125113 49041040 -9461
Chr12 Complement NT_029419.10 CTGTCAAAGTGACCT 3721481 LOC341548 3712024 3711749 -9457 3712024 3711749 -9457 3712024 3711749 -9457
Chr8 Complement NT_023684.15 AGGTCAGGGTTACCT 739013 LOC346764 729556 721578 -9457 729556 721578 -9457 729516 721578 -9497
Chr19 Normal NT_011109.15 AGGTAAGGCTGACCA 30773010 LOC348328 30782466 30789356 -9456 30782466 30789356 -9456 0 0 30773010
ChrX Complement NT_025965.11 AGGTCGCAGCGACCC 84780 TREX2 100251 49457 15471 75324 49457 -9456 50167 49457 -34613
ChrY Normal NT_011903.9 GGGCCAAACTGACCT 3778747 LOC340630 3788202 3790439 -9455 3788202 3790439 -9455 3788635 3789132 -9888
Chr17 Complement NT_010718.13 AGGTCGCAGTGAGCC 3463750 PELP1 3454296 3421578 -9454 3454296 3421624 -9454 3454296 3421624 -9454
Chr11 Complement NT_033903.5 AGGTTGCAGTGACCC 12527972 ACY-3 12518589 12510416 -9383 12518519 12510416 -9453 12514903 12510584 -13069
Chr1 Normal NT_032962.4 GGTTCGTCCTGACCC 1541674 FLJ23467 1551101 1554221 -9427 1551127 1554221 -9453 1553170 1553724 -11496
Chr7 Normal NT_007933.12 AGGCCAAACTGACCC 47110949 LOC154860 47120402 47126821 -9453 47120402 47126821 -9453 47122425 47122838 -11476
Chr19 Normal NT_011109.15 GGGTCACTGCAACCT 26217707 LOC284378 26227160 26229696 -9453 26227160 26229696 -9453 26227258 26227641 -9551
Chr19 Complement NT_011109.15 AGGTCAGGCTGGCCC 6290353 PEPD 6280900 6146074 -9453 6280900 6146077 -9453 6280884 6146468 -9469
Chr14 Complement NT_026437.10 AGGTCAATTTGAACT 1200616 RNASE1 1191188 1189516 -9428 1191164 1189648 -9452 1190355 1189885 -10261
Chr2 Normal NT_022184.12 AGATCAGCCTGACCA 6452739 LOC285127 6462186 6463823 -9447 6462186 6463823 -9447 6462686 6462961 -9947
ChrX Normal NT_025965.11 AGCTCATCCTGACCA 1374858 LOC158956 1384283 1385505 -9425 1384304 1385505 -9446 1384403 1384705 -9545
Chr2 Complement NT_005403.13 GGGTCGGACTGTCCC 70577216 FLJ22678 70567820 70562825 -9396 70567771 70563011 -9445 70567593 70563438 -9623
Chr6 Complement NT_007422.12 TGGTCACCAGGACCC 6466296 LOC346078 6456851 6448566 -9445 6456851 6448566 -9445 6456851 6448566 -9445
Chr15 Normal NT_010194.15 AGGTTGCAGTGACCC 13621221 FLJ10460 13630647 13650739 -9426 13630664 13649653 -9443 13630682 13648625 -9461
Chr16 Normal NT_024773.11 CGGTCATGGAGACCC 142279 LOC146485 151722 166055 -9443 151722 166055 -9443 158002 162896 -15723
Chr2 Complement NT_005416.10 TGGTCCCTGTGACCT 1104910 LOC151512 1095469 1090912 -9441 1095469 1090912 -9441 1095371 1092769 -9539
Chr16 Complement NT_010498.13 GGGACAGGATGACCA 6763916 ZNF319 6754475 6749286 -9441 6754475 6749286 -9441 6752882 6751134 -11034
Chr3 Complement NT_005825.15 TGGTCAGGCTGATCT 5929966 CDC25A 5920526 5890685 -9440 5920526 5890685 -9440 5920074 5891075 -9892
Chr18 Normal NT_010966.13 TGGTCAGGCTGGCCT 15357463 LOC350540 15366901 15392899 -9438 15366901 15392899 -9438 15366901 15392899 -9438
Chr5 Complement NT_034772.4 TGTTCACACTGACCC 33754404 FACL6 33762800 33557857 8396 33744967 33704628 -9437 33744939 33704948 -9465
Chr17 Complement NT_010718.13 AGGTCAGAGTGACCC 12749194 LOC342560 12739757 12646161 -9437 12739757 12646161 -9437 12739757 12646161 -9437
Chr7 Normal NT_007819.13 AGGCCAACCTGACCA 43928907 OGDH 43938303 44040781 -9396 43938343 44040709 -9436 43956059 44039651 -27152
Chr10 Complement NT_030059.10 AGGTCAGGGTGACTA 1196471 LOC340739 1187036 975097 -9435 1187036 975097 -9435 1116604 975097 -79867
Chr22 Normal NT_011520.9 GGGTCAGCCTGTCCT 3414182 Rgr 3423617 3431932 -9435 3423617 3431932 -9435 3424787 3431639 -10605
Chr5 Complement NT_006713.13 AGGTTGTTTTGACCT 19226964 LOC116068 19217530 19203579 -9434 19217530 19203579 -9434 19213238 19206768 -13726
Chr3 Complement NT_022642.6 GGGTCAAATTGATCC 1077415 LOC351434 1067983 1023682 -9432 1067983 1023682 -9432 1067930 1023682 -9485
Chr19 Complement NT_011255.13 AGGTCACGAAGACCC 2894362 LOC58492 2884930 2873217 -9432 2884930 2873217 -9432 2884838 2873487 -9524
Chr17 Complement NT_010718.13 AGGACACACTGACCA 9577530 LOC342551 9568099 9555028 -9431 9568099 9555028 -9431 9568099 9555028 -9431
Chr5 Complement NT_029289.9 ACGTCGACATGACCC 9926272 LOC153689 9916842 9913824 -9430 9916842 9913824 -9430 9916797 9913894 -9475
Chr22 Normal NT_011519.10 TGGCCAGTCTGACCC 837108 LOC343827 846536 893638 -9428 846536 893638 -9428 846670 893638 -9562
Chr2 Complement NT_005120.13 GAGTCAGTGTGACCA 3160151 LOC351262 3150723 3115896 -9428 3150723 3115896 -9428 3150636 3115896 -9515
Chr3 Complement NT_005962.15 TGGTCAGGCTGATCT 20193706 EHHADH 20184300 20120877 -9406 20184279 20120877 -9427 20184273 20122477 -9433
Chr11 Normal NT_009237.15 AGGTCACTTTGTCCT 26206048 LOC349743 26215475 26283118 -9427 26215475 26283118 -9427 26215475 26283118 -9427
Chr11 Normal NT_008984.15 GGGTGAGAGTGACCC 2267929 LOC143712 2277346 2278951 -9417 2277355 2278951 -9426 2277441 2278565 -9512
Chr6 Complement NT_007592.13 AGGTCACTATGCCCC 21378928 LOC285831 21369503 21365586 -9425 21369503 21365586 -9425 21366906 21366583 -12022
Chr6 Complement NT_033951.3 AGGTCACTATGCCCC 1971055 LOC285831 1961630 1957712 -9425 1961630 1957712 -9425 1959032 1958709 -12023
Chr19 Normal NT_011255.13 AGGTCATGCTGATCC 5804460 LOC348336 5813885 5819217 -9425 5813885 5819217 -9425 5813885 5819217 -9425
Chr6 Complement NT_034874.2 AGGTCACTATGCCCC 1825902 LOC285831 1816478 1812560 -9424 1816478 1812560 -9424 1813880 1813557 -12022
Chr17 Normal NT_010783.13 AGGTCATGGTGAGCC 21299584 LOC348241 21301387 21349105 -1803 21309008 21349105 -9424 21309039 21347017 -9455
Chr17 Complement NT_010663.13 GGGTCGGGTAGACCT 128640 LOC255275 119218 111884 -9422 119218 111884 -9422 113726 112803 -14914
Chr10 Normal NT_030059.10 TGGTCAGGCTGATCT 22415280 ELOVL3 22424661 22427900 -9381 22424701 22427900 -9421 22424864 22427567 -9584
Chr11 Complement NT_028310.10 GTGTCATGGTGACCC 4115121 OR51B2 4105700 4104762 -9421 4105700 4104762 -9421 4105700 4104762 -9421
Chr20 Complement NT_028392.4 GGGACAATCTGACCT 183798 DEFB120 174416 172863 -9382 174378 172863 -9420 174378 172920 -9420
Chr2 Normal NT_005334.13 AGGTGAAGCTGACCA 6423489 LOC351282 6432909 6466277 -9420 6432909 6466277 -9420 6432968 6466277 -9479
Chr10 Normal NT_030059.10 AGATCAACTTGACCC 17021852 MLR2 17030597 17157221 -8745 17031272 17157221 -9420 17147373 17154237 -125521
Chr8 Normal NT_007995.13 AGGGCACACTGACCC 5713265 UNC5D 5722684 5972954 -9419 5722684 5972954 -9419 5722740 5968855 -9475
Chr7 Complement NT_007933.12 AGGTTGCAGTGACCT 52857088 NAG14 52847670 52843792 -9418 52847670 52843792 -9418 52847361 52845400 -9727
Chr9 Complement NT_008470.15 AGATCAGCCTGACCA 23963744 DBCCR1 23954365 23751534 -9379 23954327 23751534 -9417 23898259 23751988 -65485
Chr4 Normal NT_022792.15 AGGTTAATTTGACCC 22931459 LOC351714 22940874 22951468 -9415 22940874 22951468 -9415 22940874 22951468 -9415
Chr2 Normal NT_005416.10 AGCTCACTGTGACCT 535681 GPC1 545074 577473 -9393 545095 577473 -9414 545316 575687 -9635
Chr10 Complement NT_008705.14 AGGTCAGCTTGGCCA 12903394 LOC119180 12894016 12876043 -9378 12893982 12876043 -9412 12893959 12876209 -9435
Chr4 Normal NT_016606.15 TGGTCAGGCTGGCCT 27810349 CPE 27819759 27939141 -9410 27819759 27939141 -9410 27820039 27938427 -9690
Chr15 Normal NT_010194.15 AGGTCATGGAGACCT 46271237 LOC56905 46280647 46290259 -9410 46280647 46290259 -9410 0 0 46271237
Chr8 Normal NT_008251.13 GGGTGGGAGTGACCC 2048890 C8orf4 2058299 2059754 -9409 2058299 2059754 -9409 2058364 2058684 -9474
Chr1 Complement NT_032962.4 AGGTCACAGTGAGCC 1212215 CTSK 1202808 1190683 -9407 1202808 1190683 -9407 1201277 1191271 -10938
Chr11 Normal NT_033903.5 AGCTCACTGCGACCT 12643725 LOC283137 12653131 12661027 -9406 12653131 12661027 -9406 12654025 12660199 -10300
Chr19 Normal NT_011109.15 GGCTCACTGTGACCT 11014051 SPINT2 11023363 11051472 -9312 11023457 11051326 -9406 11023751 11050864 -9700
Chr2 Complement NT_022171.13 GGGACACCATGACCA 4159977 LOC343995 4150572 4090275 -9405 4150572 4090275 -9405 4150572 4090275 -9405
Chr10 Complement NT_030059.10 AGGTGGCAGTGACCC 17393626 SLIT1 17384241 17196354 -9385 17384221 17199169 -9405 17383989 17199427 -9637
Chr20 Normal NT_011387.8 CGGTCAGACTTACCT 16162115 LOC128743 16171519 16181091 -9404 16171519 16181091 -9404 16171519 16181091 -9404
Chr8 Complement NT_077531.2 AGGTCAGCCTGACCA 3315552 C8orf6 3306150 3304445 -9402 3306150 3304445 -9402 3305324 3305040 -10228
Chr2 Normal NT_005403.13 AGGTTGCAGTGACCT 52130825 CFLAR 52140227 52188338 -9402 52140227 52188338 -9402 52153926 52188033 -23101
Chr3 Normal NT_005612.13 GGGTAATCATGACCA 47050824 FLJ10618 47060224 47098313 -9400 47060224 47095689 -9400 47060433 47094831 -9609
Chr11 Normal NT_033903.5 AGGCCAAGGTGACCA 12281728 KIAA1394 12291128 12293464 -9400 12291128 12293464 -9400 12291304 12292461 -9576
Chr11 Complement NT_033899.5 AGGTCGCAGTGAACT 28223377 FLJ23342 28213978 28180073 -9399 28213978 28180073 -9399 28213955 28180751 -9422
Chr17 Normal NT_010718.13 AGGTCAGGAAGACCT 3574206 LOC350404 3583605 3602638 -9399 3583605 3602638 -9399 3583605 3602638 -9399
Chr1 Normal NT_004559.10 AGGTCACAAAGACCT 2149729 HIST3H2BB 2159126 2159577 -9397 2159126 2159577 -9397 2159149 2159529 -9420
Chr2 Normal NT_022184.12 GTGTCAAACTGACCT 53867794 HK2 53877190 53935044 -9396 53877190 53935044 -9396 53877639 53933999 -9845
Chr17 Normal NT_024871.10 AGTTCGTGGTGACCT 720558 KIAA1554 729954 771755 -9396 729954 771755 -9396 733817 768975 -13259
Chr9 Normal NT_008413.15 AGGCCAGCCTGACCA 37457726 LOC158237 37467122 37469142 -9396 37467122 37468423 -9396 37467147 37467932 -9421
Chr8 Complement NT_015280.15 AGGTTGCAGTGACCT 3192513 LOC352396 3183118 3008370 -9395 3183118 3008370 -9395 3183118 3008370 -9395
Chr11 Normal NT_033903.5 GGCTCACTGTGACCT 7567007 GNG3 7576400 7577937 -9393 7576400 7577937 -9393 7577035 7577545 -10028
Chr1 Complement NT_004487.15 TGGCCATGTTGACCC 2865490 LOC343306 2856097 2845490 -9393 2856097 2845490 -9393 2856097 2845490 -9393
Chr5 Normal NT_029289.9 GGGTCACTCCCACCC 12750069 LOC345616 12759462 12923522 -9393 12759462 12923522 -9393 12759462 12923522 -9393
Chr17 Complement NT_010641.13 GGGGCGGTGTGACCT 7752565 WBP2 7743172 7733539 -9393 7743172 7733539 -9393 7743136 7734573 -9429
Chr6 Complement NT_007592.13 AGGTCTTCATGACCT 23205740 BTNL2 23196348 23183975 -9392 23196348 23183975 -9392 23196348 23183975 -9392
Chr6 Complement NT_033951.3 AGGTCTTCATGACCT 3791206 BTNL2 3781814 3769441 -9392 3781814 3769441 -9392 3781814 3769441 -9392
Chr19 Complement NT_011295.10 GGGTCACTTTGACCT 14287846 LOC350637 14278454 14277332 -9392 14278454 14277332 -9392 14278454 14277332 -9392
Chr1 Complement NT_077386.2 AGATCAGCCTGACCA 1721729 HEYL 1712361 1696849 -9368 1712339 1696849 -9390 1712318 1699200 -9411



Chr16 Normal NT_024812.10 AGGTCTCACTGACCC 558721 LOC350342 568111 568563 -9390 568111 568563 -9390 568111 568563 -9390
Chr11 Complement NT_028310.10 GGGTGGGAGTGACCC 2280404 LOC283243 2290035 2268719 9631 2271015 2268719 -9389 2270003 2269557 -10401
Chr7 Complement NT_007933.12 TGGTCAGGCTGATCT 24245551 PDAP1 24239840 24227194 -5711 24236162 24227616 -9389 24236162 24227889 -9389
Chr6 Complement NT_034874.2 AGGTCTTCATGACCT 3687690 BTNL2 3678302 3665915 -9388 3678302 3665915 -9388 3678302 3665915 -9388
Chr6 Normal NT_025741.12 GGGTCACTCCCACCC 31099398 LOC352019 31108785 31161005 -9387 31108785 31161005 -9387 31108785 31161005 -9387
Chr22 Complement NT_011520.9 AGGTCTGTGTGACCT 1305075 LOC150221 1295689 1290215 -9386 1295689 1290215 -9386 1295552 1290915 -9523
Chr14 Normal NT_026437.10 GCGTCAGTTTGACCA 29493619 LOC350033 29503004 29646080 -9385 29503004 29646080 -9385 29503004 29646080 -9385
Chr1 Normal NT_004852.15 AGGTCATTTCCACCT 2976094 TSPAN-1 2980042 2990896 -3948 2985478 2990896 -9384 2986046 2990471 -9952
Chr3 Normal NT_005962.15 GGGTCAAAATGGCCT 19106966 FLJ11198 19116349 19124263 -9383 19116349 19124256 -9383 19116459 19123949 -9493
Chr1 Normal NT_077929.1 GGGTCACCTTGACAT 411449 LGN 412204 465849 -755 420832 465522 -9383 420997 465393 -9548
Chr15 Normal NT_010194.15 AGGTTGCAGTGACCC 11396485 LOC342014 11405868 11406329 -9383 11405868 11406329 -9383 11405868 11406329 -9383
Chr20 Normal NT_011362.8 CGGTCAGGGTCACCT 4320282 LOC343583 4329665 4362704 -9383 4329665 4362704 -9383 4329665 4362704 -9383
Chr1 Normal NT_021877.15 AGGTCAGAGTGATCT 3378939 DJ434O14 3460127 3484360 -81188 3388321 3414462 -9382 3460206 3483589 -81267
Chr1 Normal NT_021877.15 AGGTCAGAGTGATCT 3378939 DJ434O14 3388183 3414462 -9244 3388321 3414462 -9382 3392182 3414290 -13243
Chr1 Normal NT_021877.15 AGGTCAGAGTGATCT 3378939 DJ434O14 3388183 3414462 -9244 3388321 3414462 -9382 3460206 3483589 -81267
Chr1 Normal NT_028054.12 AGGTCCTGCTGACCA 3412542 H6PD 3421922 3452192 -9380 3421922 3452192 -9380 3432053 3451987 -19511
Chr16 Normal NT_019609.11 GGGTCACAGGGACCC 992046 LOC339094 1001426 1007829 -9380 1001426 1007829 -9380 1001426 1007829 -9380
Chr17 Complement NT_024871.10 GGGTGGGGATGACCC 325194 FLJ20748 315816 310900 -9378 315816 310900 -9378 314531 314090 -10663
Chr15 Complement NT_010274.15 GGGTCACAGTGGCCA 10353600 LOC350204 10344222 10218235 -9378 10344222 10218235 -9378 10344222 10218235 -9378
Chr15 Normal NT_010194.15 GGGTCACTCCCACCC 14257774 CCNDBP1 14267105 14277004 -9331 14267151 14277004 -9377 14267308 14276650 -9534
Chr15 Normal NT_010194.15 GGGTCACTCCCACCC 14257774 CCNDBP1 14267105 14277004 -9331 14267151 14277004 -9377 14271917 14276650 -14143
Chr17 Complement NT_010783.13 GGGTCATACTGATCT 8348630 COX11 8339345 8290518 -9285 8339253 8322466 -9377 8339206 8333293 -9424
Chr16 Normal NT_037887.3 GGGTGAGAGTGACCC 648759 MIRO-2 658124 664171 -9365 658134 664171 -9375 658201 663607 -9442
Chr2 Complement NT_022184.12 TGGTCAGGATGTCCT 67890817 LOC344168 67881445 67854575 -9372 67881445 67854575 -9372 67881445 67854575 -9372
Chr10 Normal NT_077567.2 GGCTCACTGCGACCT 1460839 LOC340805 1470209 1493982 -9370 1470209 1493982 -9370 1470209 1493982 -9370
Chr17 Normal NT_010748.12 AGGTCACAGCGAACT 1386922 FLJ35848 1396291 1402395 -9369 1396291 1402395 -9369 1397583 1400711 -10661
Chr11 Complement NT_033927.5 AGCTCACAGTGACCA 1343767 LOC341140 1334398 1301487 -9369 1334398 1301487 -9369 1334398 1301487 -9369
Chr3 Complement NT_006014.14 TGGTCATCTTGTCCT 1949961 LOC348839 1940592 1939162 -9369 1940592 1939162 -9369 1940592 1939162 -9369
Chr18 Complement NT_010859.12 AGGTCGCAGTGAGCC 12883706 PTPN2 12874337 12775480 -9369 12874337 12775483 -9369 12874143 12775825 -9563
Chr3 Complement NT_005999.15 GGGTTGCCATGACCT 1427340 LOC56920 1417973 1406198 -9367 1417973 1406198 -9367 1417973 1408549 -9367
ChrX Normal NT_011568.12 AGGTCTTTATGACCC 3268965 ATP6IP2 3278275 3304009 -9310 3278331 3304009 -9366 3278433 3303130 -9468
Chr13 Complement NT_024524.12 AAGTCATATTGACCT 30573139 PCDH20 30576474 30558310 3335 30563773 30558310 -9366 30563702 30559868 -9437
Chr14 Normal NT_026437.10 AGGTCAAAGGGACCC 76633235 BDKRB1 76642202 76651139 -8967 76642600 76651139 -9365 76650061 76651122 -16826
Chr11 Normal NT_028310.10 AGGTCAATCTGACAA 695322 TNNT3 701538 720527 -6216 704686 720527 -9364 704698 720315 -9376
Chr2 Normal NT_022135.13 TGGTCAGGATGATCT 5496393 LOC351096 5505756 5806451 -9363 5505756 5806451 -9363 5505806 5806451 -9413
Chr19 Normal NT_011295.10 AGATCAGCCTGACCA 3269636 LOC284389 3278998 3280743 -9362 3278998 3280743 -9362 3279071 3279715 -9435
Chr12 Complement NT_029419.10 AGGTCACAGTGAGCT 28835969 LOC283409 28826610 28813120 -9359 28826610 28813120 -9359 28826610 28813120 -9359
Chr9 Complement NT_023935.15 GGGTCATTCTGACAA 2749723 LOC347105 2740366 2696408 -9357 2740366 2696408 -9357 2740366 2696408 -9357
Chr1 Complement NT_004671.15 AGGCCAGCCTGACCA 4281728 LOC348425 4272373 4259860 -9355 4272373 4259860 -9355 4272300 4259949 -9428
Chr19 Normal NT_011109.15 AGGTGACCCTGACCT 23195030 MYBPC2 23204384 23237767 -9354 23204384 23237767 -9354 23204401 23237652 -9371
Chr10 Normal NT_008705.14 AGGTCCTCATGACCA 10551030 LOC349590 10560383 10585349 -9353 10560383 10585349 -9353 10560383 10585349 -9353
Chr16 Complement NT_024797.13 GGGTGACCGTGACCC 10899962 LOC83693 10890638 10867733 -9324 10890609 10867733 -9353 10876771 10870080 -23191
Chr8 Complement NT_007995.13 GGGCCGGGTTGACCC 4127455 LOC352474 4118105 4047941 -9350 4118105 4047941 -9350 4118105 4047941 -9350
Chr1 Normal NT_019273.15 GGGTCAGCCTGAGCC 1422252 PROK1 1431601 1437793 -9349 1431601 1437793 -9349 1431653 1436787 -9401
ChrX Normal NT_011568.12 AGGTCGCAGTGAGCC 11420730 LOC347347 11430078 11451713 -9348 11430078 11451713 -9348 11430078 11451713 -9348
Chr16 Normal NT_037887.3 GGGTCACCCCGGCCC 263861 PDIP 273165 277215 -9304 273209 277210 -9348 273213 277114 -9352
Chr3 Complement NT_005612.13 GGCTCATGCTGACCC 45667374 RBP1 45658198 45635812 -9176 45658026 45635816 -9348 45657910 45636005 -9464
Chr17 Normal NT_010718.13 GGGTCAGCTTGTCCA 15594253 LOC284192 15603597 15606673 -9344 15603597 15606673 -9344 15606011 15606295 -11758
Chr4 Complement NT_006316.15 AGGTCCTGATGACCC 5458087 LOC348912 5448743 5424417 -9344 5448743 5424417 -9344 5448743 5424417 -9344
Chr3 Complement NT_005825.15 TGGTCACTCTGTCCT 3895308 LOC132187 3885965 3874526 -9343 3885965 3874526 -9343 3885965 3874526 -9343
Chr8 Complement NT_008127.14 GGTTCATTTTGACCC 41439 LOC286166 32385 25422 -9054 32096 26368 -9343 27533 27135 -13906
Chr17 Complement NT_010755.13 TGGTCCTGGTGACCC 2897429 KRTAP3-1 2888088 2887498 -9341 2888088 2887498 -9341 2888048 2887752 -9381
Chr2 Complement NT_022184.12 TGGTCAGTCTGATCT 26363299 LOC285052 26353958 26352104 -9341 26353958 26352104 -9341 26353930 26353583 -9369
Chr13 Normal NT_009799.12 AGGTCAGACTGACTG 9498323 LOC219397 9507663 9509499 -9340 9507663 9509499 -9340 9507670 9508278 -9347
Chr1 Complement NT_004671.15 AGGTCACCCTGAACT 12755169 TNNI1 12745842 12727880 -9327 12745830 12733969 -9339 12741905 12734440 -13264
ChrX Complement NT_019686.7 TGGTCAAGTTGTCCC 1371076 LOC347511 1361738 1357424 -9338 1361738 1357424 -9338 1361738 1357424 -9338
Chr5 Normal NT_023133.11 GGGTAGACATGACCT 13640464 LOC351834 13649801 13661507 -9337 13649801 13661507 -9337 13649801 13661507 -9337
Chr12 Normal NT_009714.15 AGATCAGCCTGACCA 5259766 LOH12CR1 5268990 5378812 -9224 5269103 5378046 -9337 5269360 5377684 -9594
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3027311 MCM3AP 3018836 2967786 -8475 3017974 2967786 -9337 3017938 2967920 -9373
Chr1 Normal NT_004487.15 AGGACAAGACGACCC 4265079 LOC343310 4274414 4402857 -9335 4274414 4402857 -9335 4274414 4402857 -9335
Chr3 Complement NT_022517.15 TGGTCACTTTGCCCT 18253652 LOC205655 18244318 18170044 -9334 18244318 18170044 -9334 18244318 18170044 -9334
ChrX Complement NT_011568.12 GGGTGATTTTGACCC 10308458 SYN1 10299170 10251169 -9288 10299125 10252131 -9333 10298995 10252131 -9463
Chr20 Normal NT_028392.4 AGGTCATAAAGACCT 4837843 EPB41L1 4845947 4987241 -8104 4847175 4984777 -9332 4928221 4983783 -90378
Chr16 Complement NT_010505.13 AGGTCGCAGTGAGCC 2031302 LOC350298 2021970 1977230 -9332 2021970 1977230 -9332 2021970 1977230 -9332
ChrX Complement NT_011651.13 GGGTCTTCCTGACCC 30200633 LOC347401 30191302 30154734 -9331 30191302 30154734 -9331 30191302 30154734 -9331
Chr20 Complement NT_028392.4 GAGTCGACCTGACCC 663797 DUSP15 654524 644962 -9273 654467 644962 -9330 654232 645322 -9565
Chr20 Complement NT_028392.4 GAGTCGACCTGACCC 663797 DUSP15 654524 644962 -9273 654467 644962 -9330 646591 645298 -17206
Chr8 Normal NT_023736.15 GGGTCATGGTGTCCC 1153147 LOC346814 1162477 1188699 -9330 1162477 1188699 -9330 1162477 1188699 -9330
Chr11 Complement NT_033899.5 GGGTCAGGATGAACA 29201719 LOC338666 29192390 29190625 -9329 29192390 29190625 -9329 29192348 29190957 -9371
Chr9 Complement NT_008470.15 AGGTCAATGTGACTA 6449658 LOC340510 6440330 6382227 -9328 6440330 6382227 -9328 6440330 6382227 -9328
Chr8 Complement NT_077531.2 AGGTCACAAAGACCT 1112727 LOC349187 1103399 1101341 -9328 1103399 1101341 -9328 1103399 1101341 -9328
Chr1 Complement NT_021937.15 AGCTCACGGTGACCT 524599 LZIC 515376 494106 -9223 515271 501981 -9328 508611 502391 -15988
Chr11 Normal NT_035113.4 GGGACAGAGTGACCT 813802 LOC338708 823127 824060 -9325 823127 824060 -9325 823426 823743 -9624
Chr1 Normal NT_077957.1 AGGTGAGCCTGACCC 28295 CLCNKA 33884 48983 -5589 37619 48642 -9324 37629 48592 -9334
Chr2 Normal NT_005403.13 GGGTCACAGTGACTG 82071619 PSMD1 82080942 82196874 -9323 82080942 82196806 -9323 82081073 82194759 -9454
Chr22 Normal NT_011520.9 AGGCCAGCCTGACCA 20901060 L3MBTL2 20910340 20936330 -9280 20910378 20936330 -9318 20910421 20935309 -9361
Chr10 Normal NT_008705.14 GTGTCACTGTGACCT 19132601 LOC347810 19141919 19188639 -9318 19141919 19188639 -9318 19141919 19188639 -9318
Chr12 Complement NT_029419.10 AGGTCATATCAACCT 29812969 LOC349806 29803651 29745591 -9318 29803651 29745591 -9318 29803562 29745591 -9407
Chr12 Normal NT_009759.15 AGGTTGCAGTGACCT 2831342 MGC13204 2840650 2852885 -9308 2840660 2852441 -9318 2848794 2851886 -17452
Chr7 Complement NT_007933.12 GGGTCACTCTGGCCA 25182750 LOC285992 25173433 25172121 -9317 25173433 25172121 -9317 25172479 25172198 -10271
Chr1 Normal NT_004610.15 AGGTTGCAGTGACCT 1646467 LOC348410 1655784 1656487 -9317 1655784 1656487 -9317 1655784 1656487 -9317
Chr19 Complement NT_011109.15 AGGTCAGATCCACCC 28250518 FLJ23469 28241312 28232542 -9206 28241202 28232546 -9316 28236043 28232865 -14475
Chr14 Complement NT_026437.10 GGGTCAGACTGACAG 55259578 FLJ36749 55250262 55239777 -9316 55250262 55239777 -9316 55250233 55241876 -9345
Chr6 Normal NT_007592.13 AGGTCAACTTGACAT 1572280 HSPC194 1581561 1589620 -9281 1581596 1589620 -9316 1583105 1589157 -10825
Chr3 Complement NT_005612.13 CGTTCACCCTGACCT 35487603 LOC351497 35478287 35465987 -9316 35478287 35465987 -9316 35478287 35465987 -9316
Chr20 Normal NT_028392.4 AAGTCAATGTGACCA 1507644 DNMT3B 1516959 1563929 -9315 1516959 1563929 -9315 1534898 1562477 -27254
Chr4 Normal NT_016606.15 GGGTGGGAGTGACCC 9912480 EDNRA 9921795 9985770 -9315 9921795 9985770 -9315 9926499 9983435 -14019
Chr12 Normal NT_009482.13 AGGTCAAGGTGACCC 967549 LOC283352 976863 980480 -9314 976863 980480 -9314 977946 978314 -10397
Chr6 Normal NT_025741.12 AGGGCAAATTGACCT 17883905 LOC345887 17893219 17939196 -9314 17893219 17939196 -9314 17893219 17939196 -9314
Chr10 Complement NT_017795.15 AGGTCACAGTGAGCC 351799 ECHS1 342774 331569 -9025 342487 331569 -9312 342416 331951 -9383
Chr7 Complement NT_007933.12 CGGTAATTGTGACCC 27907045 MGC21636 27898004 27636026 -9041 27897733 27636398 -9312 27852583 27636507 -54462
Chr1 Complement NT_077386.2 TGGTCAGGCTGATCT 1001343 RHBDL2 1014492 958989 13149 992031 958989 -9312 991872 959197 -9471
Chr1 Complement NT_032977.5 CGGTCATCATCACCT 114650 DD96 106452 99002 -8198 105340 99379 -9310 105340 99379 -9310



Chr13 Complement NT_009799.12 GGGTGGGAGTGACCT 735862 LOC338868 726552 716206 -9310 726552 716206 -9310 726552 716206 -9310
Chr12 Complement NT_009714.15 GGGTCATCTTGACAG 16020709 LOC341365 16011399 16009107 -9310 16011399 16009107 -9310 16011399 16009107 -9310
Chr1 Normal NT_004754.14 GGGTCACTCCCACCC 3955426 HSD3B1 3964697 3972556 -9271 3964733 3972556 -9307 3965004 3972172 -9578
Chr7 Normal NT_007819.13 AGGTCAAGATGAGCA 28887707 LOC222171 28897013 28900515 -9306 28897013 28900515 -9306 28899554 28899943 -11847
Chr5 Complement NT_006576.13 AGGTCTCATTGACCT 23858570 LOC345557 23849264 23740465 -9306 23849264 23740465 -9306 23849264 23740465 -9306
Chr4 Normal NT_016606.15 AGGTCATTTCAACCT 28141043 LOC345243 28150347 28230328 -9304 28150347 28230328 -9304 28150347 28230328 -9304
Chr1 Normal NT_034389.4 GGGTCAAACCTACCC 1566446 PTBP2 1575593 1668718 -9147 1575750 1668718 -9304 1575793 1667333 -9347
Chr16 Normal NT_010498.13 AAGTCAAACTGACCA 3285062 LOC350281 3294364 3340950 -9302 3294364 3340950 -9302 3294364 3340950 -9302
Chr10 Complement NT_030059.10 GGGTCACGCCGTCCC 21974318 LOC340683 21965017 21909271 -9301 21965017 21909271 -9301 21964978 21909271 -9340
Chr20 Complement NT_028392.4 GGGACAATCTGACCT 183798 DEFB119 174498 161060 -9300 174498 161060 -9300 174378 161141 -9420
Chr19 Normal NT_011295.10 AGGTTATGCTGACCT 15194229 LOC284458 15203528 15204559 -9299 15203528 15204559 -9299 15203606 15204493 -9377
Chr2 Normal NT_005403.13 TGGCCAATTTGACCC 51732156 LOC344454 51741455 51835714 -9299 51741455 51835714 -9299 51741455 51835714 -9299
Chr8 Complement NT_028251.10 GAGTCAGGCTGACCG 6544948 PTK2 6535698 6192807 -9250 6535649 6192818 -9299 6425153 6193882 -119795
Chr2 Complement NT_022184.12 AGGTCTTTATGACCT 21546467 KCNG3 21537170 21485090 -9297 21537170 21485090 -9297 21536574 21487007 -9893
Chr12 Complement NT_019546.15 GGATCACTGCGACCT 19353140 LOC283412 19343843 19339052 -9297 19343843 19343241 -9297 19343702 19343544 -9438
Chr2 Normal NT_005403.13 AGGTCAATATGATCT 25009797 LOC344183 25019094 25037588 -9297 25019094 25037588 -9297 25019094 25037588 -9297
Chr5 Normal NT_034772.4 AGGTTACTCTGACCA 25849189 LOC345398 25858483 25914050 -9294 25858483 25914050 -9294 25858483 25914050 -9294
Chr2 Complement NT_022184.12 TTGTCACGGTGACCC 5689408 LOC130106 5680115 5620017 -9293 5680115 5620017 -9293 5680115 5620164 -9293
Chr4 Normal NT_022792.15 AGGTCGCAGTGAGCC 19357242 LOC285437 19366535 19367506 -9293 19366535 19367506 -9293 19366535 19367506 -9293
Chr2 Complement NT_005058.13 AGGTCATAATGACAC 9345785 LOC344159 9336493 9034263 -9292 9336493 9034263 -9292 9336493 9034263 -9292
Chr7 Normal NT_007914.12 AGGTCATAGTGATCC 4208441 LOC346524 4217733 4221699 -9292 4217733 4221699 -9292 4217789 4221699 -9348
Chr16 Complement NT_010498.13 GGGTCACTGCAACCT 20648207 LOC55565 20640037 20615086 -8170 20638915 20615092 -9292 20635352 20615424 -12855
Chr3 Normal NT_005999.15 AGGCCAAGTTGACCG 7247234 FLJ20335 7256428 7348846 -9194 7256525 7336499 -9291 7256525 7336499 -9291
Chr13 Complement NT_024524.12 AGGTCAGAGTCACCT 44010431 LOC349976 44001140 43988229 -9291 44001140 43988229 -9291 44001140 43988229 -9291
Chr10 Complement NT_008583.15 TGGTCAGTGTAACCC 28107897 LOC340780 28098607 28091264 -9290 28098607 28091264 -9290 28098607 28091264 -9290
Chr10 Complement NT_030059.10 TGGTCAGGCTGGCCT 8070081 LOC340651 8060792 8060256 -9289 8060792 8060256 -9289 8060792 8060256 -9289
Chr7 Complement NT_033968.4 AGGTCACAGAGACCT 702309 COBL 973865 673279 271556 693021 674348 -9288 688007 674617 -14302
Chr3 Complement NT_005927.15 GGGTCAGCCTGGCCC 14353666 LOC344873 14344378 14260003 -9288 14344378 14260003 -9288 14344378 14260003 -9288
Chr19 Normal NT_011109.15 AGGTCAGCATTACCT 16807444 ZNF223 16816732 16840360 -9288 16816732 16839990 -9288 16832830 16839667 -25386
Chr12 Normal NT_019546.15 AGCTCACTGTGACCT 26135569 LOC341484 26144856 26249181 -9287 26144856 26249181 -9287 26144856 26249181 -9287
Chr3 Complement NT_005612.13 AGGTCACTGTGACTG 63302563 LOC351525 63293278 63280738 -9285 63293278 63280738 -9285 63293278 63280738 -9285
Chr1 Complement NT_077960.1 GGGTCTCACTGACCG 79704 LOC284603 70421 69439 -9283 70421 69439 -9283 69872 69561 -9832
Chr14 Normal NT_026437.10 AGGTCAGACTGAACT 29702602 LOC338906 29711882 29862232 -9280 29711882 29862232 -9280 29711882 29862232 -9280
Chr17 Normal NT_010748.12 TGGTCAACTTGGCCT 198092 LOC284064 207371 207838 -9279 207371 207838 -9279 207371 207838 -9279
Chr22 Complement NT_011523.9 ACGTCAGTATGACCT 2195236 LOC348639 2185958 2173927 -9278 2185958 2173927 -9278 2185958 2173927 -9278
Chr11 Normal NT_033903.5 GCGTCAGGGTGACCA 5255967 NYD-SP21 5247270 5286423 8697 5265245 5286423 -9278 5265317 5285746 -9350
Chr17 Complement NT_024871.10 GGCTCACTGTGACCT 1928144 FLJ22175 1918891 1906410 -9253 1918867 1906410 -9277 1913638 1907342 -14506
Chr1 Normal NT_004754.14 GGATCAAATTGACCA 1203418 CD2 1212677 1227432 -9259 1212694 1227432 -9276 1212700 1226990 -9282
Chr19 Complement NT_011109.15 GGGACACGCTGACCA 10037559 LOC284412 10028283 10025061 -9276 10028283 10025061 -9276 10027275 10026871 -10284
Chr13 Complement NT_009799.12 GGCTCATGTTGACCT 11462315 LOC341785 11453040 11426626 -9275 11453040 11426626 -9275 11453040 11426626 -9275
Chr1 Normal NT_077386.2 TGGTCAAGTTGGCCC 3425349 LOC343552 3434624 3474650 -9275 3434624 3474650 -9275 3434624 3474650 -9275
Chr15 Normal NT_010194.15 CTGTCAAGGTGACCC 44769105 B7-H3 44763062 44793248 6043 44778379 44791695 -9274 44778379 44791695 -9274
Chr7 Complement NT_030008.6 GGGTAACCATGACCT 659560 LOC256401 650286 647178 -9274 650286 647178 -9274 650044 648613 -9516
Chr8 Normal NT_023736.15 GGGTCAATGTGCCCA 5407066 LOC346780 5416339 5461614 -9273 5416339 5461614 -9273 5416339 5461614 -9273
Chr1 Normal NT_032977.5 AGGTCAGCCTGCCCT 5274597 LOC284547 5283869 5284754 -9272 5283869 5284754 -9272 5284085 5284654 -9488
Chr1 Normal NT_019273.15 TGGTCATGTTGACAT 3480410 WNT2B 3447854 3501719 32556 3489680 3501719 -9270 3489699 3500945 -9289
Chr19 Complement NT_011109.15 TGGTCATCCTGTCCC 5728344 FLJ14640 5731087 5638127 2743 5719076 5638127 -9268 5692719 5638286 -35625
Chr8 Complement NT_030032.8 CTGTCAATGTGACCT 331516 LOC352438 322249 309121 -9267 322249 309121 -9267 322249 309121 -9267
Chr22 Complement NT_011520.9 AGCTCAAGACGACCT 19033948 RPL3 19025445 19017944 -8503 19024682 19017946 -9266 19024656 19017999 -9292
Chr7 Normal NT_007819.13 TGGTGATCCTGACCC 202762 CGI-20 211865 231745 -9103 212026 231072 -9264 212026 230733 -9264
Chr19 Normal NT_011295.10 AGGTCACTGCAACCT 2082313 DNM2 2091576 2206962 -9263 2091576 2205381 -9263 2091721 2204525 -9408
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3027237 MCM3AP 3018836 2967786 -8401 3017974 2967786 -9263 3017938 2967920 -9299
Chr9 Normal NT_023932.15 AGGTCTTTATGACCT 632222 SBP2 641483 682602 -9261 641483 682602 -9261 641539 681787 -9317
Chr8 Normal NT_008046.13 AGGTCAAAGTGCCCT 41431717 LOC346735 41440977 41453883 -9260 41440977 41453883 -9260 41440977 41453883 -9260
Chr16 Normal NT_010498.13 GGGTCACTGCAACCT 5354021 MT2A 5362654 5364121 -8633 5363281 5363979 -9260 5363281 5363979 -9260
Chr7 Complement NT_007758.10 TGGTCAGGCTGGCCT 793035 LOC340237 783780 718754 -9255 783780 718754 -9255 783780 718754 -9255
Chr11 Complement NT_033927.5 TGGTCAGGCTGGCCT 4991416 LOC341151 4982165 4981201 -9251 4982165 4981201 -9251 4982165 4981201 -9251
Chr3 Normal NT_005927.15 GGGTCACCCTGTCCC 11821204 LOC285373 11830454 11878928 -9250 11830454 11878928 -9250 11841725 11878928 -20521
Chr22 Normal NT_011520.9 GGGTCACTCTCACCC 5236747 CRYBB2P1 5234632 5248213 2115 5245995 5248213 -9248 0 0 5236747
Chr6 Complement NT_007592.13 AGGTCACGGCGTCCC 16885515 HIST1H1A 16876267 16875511 -9248 16876267 16875511 -9248 16876211 16875564 -9304
Chr3 Complement NT_005962.15 AGGTTGCAGTGACCT 16787384 LOC344582 16778136 16659861 -9248 16778136 16659861 -9248 16778136 16659861 -9248
Chr7 Normal NT_030008.6 AGGTCATGGTTACCC 717519 MGC26484 726766 729646 -9247 726766 729646 -9247 726866 728209 -9347
Chr7 Normal NT_007758.10 GGGTCAGGCCGACAC 8621812 WBSCR17 8631059 9211854 -9247 8631059 9211854 -9247 8631059 9210401 -9247
ChrY Complement NT_011896.7 AGGTCATTGCGACAT 5385139 LOC349452 5375893 5324706 -9246 5375893 5324706 -9246 5375893 5324706 -9246
Chr2 Complement NT_005403.13 AGGTCGCAGTGAGCC 15652792 LOC351311 15643548 15638296 -9244 15643548 15638296 -9244 15643548 15638296 -9244
Chr2 Normal NT_022171.13 CTGTCACACTGACCC 11081863 LOC151233 11091106 11106409 -9243 11091106 11106409 -9243 11091130 11106409 -9267
ChrX Normal NT_011651.13 GGGTGGGATTGACCC 14320982 PCDH11X 14274870 15118795 46112 14330225 15118792 -9243 14331070 15114505 -10088
ChrX Normal NT_011568.12 AGGTGAACTTGACCT 1491928 STRAIT11499 1498809 1503798 -6881 1501171 1503798 -9243 1502302 1502853 -10374
Chr9 Complement NT_008413.15 AGGTCAGGGTGGCCC 35814249 HINT2 35805350 35802960 -8899 35805007 35802960 -9242 35804977 35803052 -9272
Chr16 Complement NT_019609.11 GGGCCAGGCTGACCC 2424825 CA5A 2415585 2367098 -9240 2415585 2367098 -9240 2415529 2367208 -9296
Chr16 Normal NT_010552.13 GGGTCACCCTGCCCC 2075908 SDOS 2085148 2087279 -9240 2085148 2087279 -9240 2085162 2086614 -9254
Chr3 Normal NT_005612.13 AGGTCACGGCGAACC 32078325 LOC152015 32087564 32101830 -9239 32087564 32101830 -9239 32090434 32101699 -12109
Chr6 Normal NT_025741.12 TGGTCACAGTGTCCT 49975322 LOC285743 49984561 50015395 -9239 49984561 50015395 -9239 49984561 50015395 -9239
Chr6 Complement NT_034880.2 AGGTCATAATGACTG 4085023 PECI 4075823 4055939 -9200 4075786 4055941 -9237 4073889 4056107 -11134
Chr1 Normal NT_034410.4 GGCTCAGGGTGACCC 1633420 HUCEP11 1625751 1669385 7669 1642656 1668167 -9236 1642656 1668167 -9236
ChrY Normal NT_011896.7 AGGTGGGATTGACCC 2380472 LOC349451 2333844 3075842 46628 2389708 3075842 -9236 2390442 3071560 -9970
ChrY Normal NT_011896.7 AGGTGGGATTGACCC 2380472 PCDH11Y 2333844 2439075 46628 2389708 2439062 -9236 2390442 2437979 -9970
Chr1 Normal NT_004671.15 GGGTCAGAGTCACCA 12598329 PKP1 12607564 12657099 -9235 12607564 12654400 -9235 12607815 12652948 -9486
Chr11 Complement NT_033899.5 AGGTCGCAGTGAGCC 26485756 HSPA8 26476523 26471880 -9233 26476523 26471880 -9233 26475711 26472121 -10045
Chr16 Normal NT_010542.13 AGGCCAGAGCGACCC 357764 LOC339059 366996 369977 -9232 366996 369977 -9232 367190 367848 -9426
Chr8 Complement NT_008046.13 AGGTCATCCTGACAA 1772823 LOC202979 1763594 1678242 -9229 1763594 1678242 -9229 1763594 1678242 -9229
Chr16 Complement NT_010542.13 AGGCCACCTTGACCC 490389 GALNS 481161 437964 -9228 481161 437964 -9228 481106 438668 -9283
ChrX Normal NT_011651.13 AGGACACAGTGACCC 24109585 ALEX3 24118684 24122033 -9099 24118812 24122033 -9227 24120536 24121675 -10951
Chr11 Complement NT_033903.5 GAGTCAGACTGACCA 11445663 CTSF 11436436 11431329 -9227 11436436 11431329 -9227 11436346 11431793 -9317
Chr1 Normal NT_077386.2 CGGTCAGCCTGACTC 76204 CGI-94 85422 96510 -9218 85430 96510 -9226 85491 96316 -9287
Chr1 Complement NT_004321.15 AGGTCATGGTTACCA 295096 DKFZp761G0122 285870 282955 -9226 285870 282955 -9226 285734 285298 -9362
Chr2 Normal NT_022173.11 AGGTCAGTGCTACCT 618613 LOC344010 627839 636854 -9226 627839 636854 -9226 627839 636854 -9226
Chr16 Complement NT_010552.13 AGGTCAGCAAGACCA 635792 ZNF200 627429 613774 -8363 626567 614693 -9225 625178 615318 -10614
Chr5 Complement NT_006431.13 GTGTCACCATGACCG 5489917 LOC348966 5480697 5412567 -9220 5480697 5412567 -9220 5480659 5412567 -9258
Chr14 Complement NT_026437.10 TGGTCAGTTTGATCC 37664815 SEC10L1 37655652 37593564 -9163 37655595 37595347 -9220 37655407 37595368 -9408
Chr5 Complement NT_023133.11 TGGTCAGGCTGATCT 16433900 STK10 16424847 16279700 -9053 16424681 16280207 -9219 16424631 16281471 -9269
Chr8 Normal NT_007995.13 TGGTCATGGAGACCC 325370 DCTN6 334587 361929 -9217 334587 361833 -9217 334674 361463 -9304
Chr10 Normal NT_008583.15 GGGTCAGCCTGGCCC 19931946 LOC219738 19941162 19944495 -9216 19941162 19944495 -9216 19942648 19943963 -10702



Chr2 Normal NT_022184.12 AGGTCAATGTGACTT 32042051 LOC339794 32051267 32251929 -9216 32051267 32251929 -9216 32051267 32251929 -9216
Chr7 Complement NT_007933.12 TGGTCAGGCTGGCCT 48858801 LOC340344 48849585 48848605 -9216 48849585 48848605 -9216 48849585 48848605 -9216
Chr14 Normal NT_026437.10 TGGTCATGGTGAACT 40986553 LOC341885 40995769 41024912 -9216 40995769 41024912 -9216 40995769 41024912 -9216
Chr19 Complement NT_011295.10 GGCTCACCGTGACCT 3823849 ZNF443 3814634 3803325 -9215 3814634 3803325 -9215 3814530 3803772 -9319
Chr12 Normal NT_009759.15 AGGCCAGCCTGACCA 6406321 TAPBP-R 6415108 6429862 -8787 6415534 6425721 -9213 6415676 6425576 -9355
Chr16 Normal NT_019609.11 AGATCAACCTGACCA 2421301 BANP 2430511 2556394 -9210 2430511 2556394 -9210 2454195 2555740 -32894
Chr19 Complement NT_011255.13 GGGTCTTTGTGACCG 6669870 C3 6660660 6617715 -9210 6660660 6617878 -9210 6660600 6617893 -9270
Chr17 Complement NT_010783.13 GGGTTGGCCTGACCC 3848732 CHAD 3839522 3835058 -9210 3839522 3835060 -9210 3839373 3835858 -9359
Chr7 Complement NT_007758.10 AGGTCTTTATGACCT 4752584 LOC285912 4743374 4741189 -9210 4743374 4741189 -9210 4743258 4742965 -9326
Chr20 Normal NT_028392.4 TGGTCAGGCTGATCT 4513302 LOC343706 4522512 4531587 -9210 4522512 4531587 -9210 4522512 4531587 -9210
Chr4 Complement NT_022792.15 AGGTCAGAGAGACCT 19298252 ARGBP2 19289043 18919980 -9209 19289043 18920001 -9209 18994872 18920302 -303380
Chr9 Complement NT_008470.15 GGGTCACTCCCACCC 1794123 LOC347263 1784914 1741717 -9209 1784914 1741717 -9209 1784878 1741717 -9245
Chr3 Normal NT_005612.13 TGGTCACATGGACCC 39682904 H41 39692110 39708640 -9206 39692110 39708640 -9206 39692425 39706426 -9521
Chr17 Normal NT_010641.13 GGATCATGATGACCC 7395164 LOC283989 7403546 7412572 -8382 7404370 7412572 -9206 7404400 7412251 -9236
Chr20 Normal NT_011387.8 AGGTCAGAACAACCT 2957498 MRPS26 2966704 2968895 -9206 2966704 2968895 -9206 2966715 2968515 -9217
Chr7 Normal NT_007914.12 GGGTCACTGCAACCT 9470339 ZNF212 9479513 9533310 -9174 9479545 9495457 -9206 9479641 9494277 -9302
Chr15 Normal NT_010194.15 GAGTCACTGTGACCA 12405562 ANKT 12414649 12462854 -9087 12414767 12461995 -9205 12440053 12461995 -34491
Chr15 Normal NT_010194.15 GAGTCACTGTGACCA 12405562 ANKT 12414649 12462854 -9087 12414767 12461995 -9205 12414767 12461995 -9205
Chr2 Normal NT_022184.12 GGTTCACTCTGACCA 50089416 LOC151523 50098621 50099111 -9205 50098621 50099111 -9205 50098658 50099080 -9242
Chr16 Complement NT_019609.11 CTGTCACCTTGACCC 2294760 LOC283906 2285555 2259150 -9205 2285555 2259150 -9205 2259834 2259343 -34926
Chr2 Complement NT_005403.13 AGGTTGGCTTGACCC 69325753 PP1201 69316612 69298251 -9141 69316548 69298251 -9205 69306198 69299532 -19555
Chr3 Normal NT_005612.13 AGGCCACTCTGACCA 34725964 LOC285226 34735168 34738341 -9204 34735168 34738341 -9204 34735397 34735765 -9433
Chr3 Normal NT_005999.15 GGGTCAGCATGACAG 1419358 NISCH 1428064 1466015 -8706 1428562 1466015 -9204 1428588 1465428 -9230
Chr7 Normal NT_007914.12 GGGTCACAGTGCCCC 78055 TBXAS1 36354 278398 41701 87259 278309 -9204 87494 278206 -9439
Chr19 Complement NT_011255.13 AGGTGGGCTTGACCC 285378 KIAA1193 276175 242443 -9203 276175 242443 -9203 274534 246690 -10844
Chr11 Normal NT_033899.5 AGGTCTTTGTGACCT 13752339 LOC341184 13761541 13833943 -9202 13761541 13833943 -9202 13761541 13833943 -9202
Chr2 Complement NT_005058.13 CTGTCAGCATGACCT 5212849 LCT 5203649 5154314 -9200 5203649 5154314 -9200 5203638 5154793 -9211
Chr3 Complement NT_022517.15 TGGTCATGATGACAT 12461528 LOC339896 12452328 12388250 -9200 12452328 12388250 -9200 12452308 12391445 -9220
Chr18 Complement NT_010966.13 AGGTTGGTCTGACCC 24928893 LOC284267 24919694 24916677 -9199 24919694 24916677 -9199 24917860 24917513 -11033
Chr6 Normal NT_033951.3 AGGCCAACCTGACCA 1872464 LOC347664 1881663 1885454 -9199 1881663 1885454 -9199 1881663 1885454 -9199
Chr2 Normal NT_005403.13 GGGTCACCGTGGCCA 70260755 STK16 70269556 70272960 -8801 70269951 70272960 -9196 70270055 70272629 -9300
Chr19 Normal NT_011109.15 AGGGCACCTCGACCT 23929580 LOC284367 23938775 23944970 -9195 23938775 23944970 -9195 23938785 23943986 -9205
Chr11 Complement NT_033899.5 AGGTCACCTTGTCCA 37360437 KIAA1030 37351243 37328434 -9194 37351243 37328434 -9194 37345336 37332182 -15101
Chr1 Normal NT_004610.15 GGTTCAGAATGACCA 4035981 LOC343386 4045175 4063036 -9194 4045175 4063036 -9194 4045206 4063036 -9225
Chr6 Complement NT_007592.13 GGGTGGGAGTGACCC 42758724 PKHD1 42749531 42277253 -9193 42749531 42277253 -9193 42746839 42280987 -11885
Chr19 Normal NT_011295.10 AGGTCACTGCAACCT 11191508 LOC342989 11200700 11210952 -9192 11200700 11210952 -9192 11200700 11210952 -9192
Chr17 Complement NT_010755.13 GGGGCATAGTGACCC 3355550 KRTHA2 3346360 3338784 -9190 3346360 3338784 -9190 3346299 3339084 -9251
Chr16 Normal NT_024812.10 AGGTTGCAGTGACCT 3719800 LOC339111 3728989 3730469 -9189 3728989 3730469 -9189 3728997 3729308 -9197
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3027163 MCM3AP 3018836 2967786 -8327 3017974 2967786 -9189 3017938 2967920 -9225
Chr5 Complement NT_023089.13 GGGTCATGTTGTCCA 14863745 ANKH 14854625 14687648 -9120 14854558 14687648 -9187 14854294 14694044 -9451
Chr6 Normal NT_034874.2 AGGCCAACCTGACCA 1727243 LOC347638 1736430 1740283 -9187 1736430 1740283 -9187 1736430 1740283 -9187
Chr9 Complement NT_019501.12 AGGTCAATGGGACCT 534460 FCN1 525274 516901 -9186 525274 516901 -9186 525182 517109 -9278
Chr17 Normal NT_010755.13 AGGACACCATGACCT 2233310 LOC284133 2242495 2244426 -9185 2242495 2244426 -9185 2243255 2243713 -9945
Chr3 Normal NT_005612.13 AGGTTGTTATGACCC 2693249 LOC285218 2702434 2737829 -9185 2702434 2737829 -9185 2702434 2737829 -9185
Chr19 Normal NT_011109.15 AGGCCAGGGTGACCA 8362681 KIAA0841 8371865 8384469 -9184 8371865 8384469 -9184 8371915 8382113 -9234
Chr11 Normal NT_033899.5 GGGTCAGCCTGTCCA 28281234 RBIG1 28290041 28295040 -8807 28290417 28295040 -9183 28291917 28294819 -10683
Chr17 Normal NT_010799.13 AGGTCACTGCAACCT 8542729 LOC146856 8551910 8554510 -9181 8551910 8554510 -9181 8553037 8553429 -10308
Chr22 Complement NT_011520.9 TGGTTAGGATGACCC 381355 LOC343838 372175 333663 -9180 372175 333663 -9180 361215 352361 -20140
Chr18 Complement NT_010966.13 TGGTGAGTGTGACCC 1246183 LOC201484 1237005 1236042 -9178 1237005 1236042 -9178 1236689 1236116 -9494
Chr1 Complement NT_034410.4 AGTTCAATTTGACCT 1827248 LOC93273 1818073 1777405 -9175 1818073 1777405 -9175 1816556 1777755 -10692
Chr15 Normal NT_010274.15 GGGTCATTCTGACAC 3967036 MRPS11 3976211 3987022 -9175 3976211 3987022 -9175 3976476 3986737 -9440
Chr10 Normal NT_008583.15 TGGTCAGGCTGATCT 19389870 PRG1 19398976 19415706 -9106 19399045 19415706 -9175 19399062 19415024 -9192
ChrX Normal NT_011726.10 AGGTCATTACTACCC 883041 GPR50 892213 897025 -9172 892213 897025 -9172 892282 896985 -9241
Chr12 Normal NT_009714.15 AGATCATCCTGACCA 613893 LOC338759 623065 629129 -9172 623065 629129 -9172 623141 628647 -9248
Chr2 Complement NT_005058.13 AGGTCACTGCAACCT 17022241 LOC344212 17013072 16965423 -9169 17013072 16965423 -9169 17013072 16965423 -9169
Chr1 Complement NT_077960.1 AGGTCATTCTGCCCC 79589 LOC284603 70421 69439 -9168 70421 69439 -9168 69872 69561 -9717
Chr13 Complement NT_009952.13 GAGTCAGAGTGACCT 10282820 LOC341591 10273652 10193560 -9168 10273652 10193560 -9168 10273652 10193560 -9168
Chr7 Normal NT_007758.10 GGGCCATGATGACCG 2278447 ZNF138 2287614 2327519 -9167 2287614 2326548 -9167 2308838 2325423 -30391
Chr13 Normal NT_027140.5 AGGTCATAACGTCCT 1299809 PROZ 1308974 1322700 -9165 1308974 1322700 -9165 1308981 1322425 -9172
Chr2 Complement NT_005120.13 GGGGCAGGCTGACCC 5004682 LOC285111 4995518 4992003 -9164 4995518 4992003 -9164 4994993 4994745 -9689
Chr2 Normal NT_005120.13 TGGCCACCCTGACCC 3706100 LOC351265 3715264 3835353 -9164 3715264 3835353 -9164 3715264 3835353 -9164
Chr15 Normal NT_010194.15 AGGTCGCAGTGAGCC 3555273 LOC283706 3564433 3569898 -9160 3564433 3569898 -9160 3567665 3568102 -12392
Chr7 Normal NT_007819.13 CCGTCAGCCTGACCC 43323445 WBSCR19 43332604 43341838 -9159 43332604 43341838 -9159 43332741 43339483 -9296
Chr1 Complement NT_034410.4 TGGTCAGGCTGACGT 2180174 RAB7L1 2171487 2164571 -8687 2171017 2164571 -9157 2170977 2166363 -9197
Chr14 Complement NT_026437.10 CGGTCAGCCTGTCCT 4641085 TINF2 4632258 4628981 -8827 4631928 4628981 -9157 4631666 4629749 -9419
Chr5 Normal NT_023148.11 TGGTCATACTGAGCT 3497327 FIS 3501810 3509705 -4483 3506483 3508595 -9156 3506483 3508595 -9156
ChrX Normal NT_011651.13 AGGACACAGTGACCC 24109585 ALEX3 24118684 24122033 -9099 24118739 24122033 -9154 24120536 24121675 -10951
Chr2 Normal NT_022184.12 GGGTCACGAAGACCA 43641273 LOC339807 43650427 43659546 -9154 43650427 43659546 -9154 43655832 43656104 -14559
Chr9 Normal NT_008413.15 AGCTCACTGTGACCT 4773783 RNAC 4782927 4851065 -9144 4782937 4851061 -9154 4783092 4850271 -9309
Chr13 Complement NT_009952.13 ATGTCAAGGTGACCA 8347312 TGDS 8338186 8315951 -9126 8338158 8315951 -9154 8338065 8316711 -9247
Chr12 Normal NT_019546.15 AGCTCATGCTGACCG 32216335 LOC349789 32225488 32308289 -9153 32225488 32308289 -9153 32225488 32308289 -9153
Chr2 Normal NT_005403.13 TGGTCATCAAGACCC 51281590 LOC344452 51290742 51313564 -9152 51290742 51313564 -9152 51290742 51313564 -9152
Chr12 Normal NT_078089.1 TGGTCAAAATGACTT 50747 MGC10702 30403 95330 20344 59899 93691 -9152 60020 93245 -9273
Chr4 Normal NT_016297.14 TGGTCATCATGGCCC 5185506 TBC1D1 5164889 5289436 20617 5194656 5287897 -9150 5194695 5287599 -9189
Chr16 Normal NT_024797.13 AGGTCACAGTGACCC 2170299 LOC146603 2179447 2182003 -9148 2179447 2182003 -9148 2180913 2181710 -10614
Chr14 Complement NT_026437.10 GGGTCACTGTGATCT 25344323 BTBD5 25335176 25332973 -9147 25335176 25332973 -9147 25335169 25334267 -9154
Chr3 Normal NT_022517.15 AGATCAGCCTGACCA 17925492 STAC 17934529 18102038 -9037 17934639 18102038 -9147 17934678 18100323 -9186
Chr20 Normal NT_011333.5 AGGTCGTGGAGACCT 720332 LOC343570 729478 743797 -9146 729478 743797 -9146 729478 743797 -9146
Chr2 Normal NT_005120.13 AGGTGAACTTGACCA 2071182 LOC344241 2080328 2302061 -9146 2080328 2302061 -9146 2080328 2302061 -9146
Chr19 Complement NT_011295.10 GGGACAAGGCGACCT 8409417 VIP 8400271 8266560 -9146 8400271 8266560 -9146 8400254 8266721 -9163
Chr5 Normal NT_023133.11 GGGTCTGGGTGACCA 4712868 LOC285628 4722013 4723989 -9145 4722013 4723989 -9145 4722369 4722761 -9501
Chr13 Normal NT_024524.12 GGGTCATACTGGCCT 10631604 LOC341645 10640749 10712076 -9145 10640749 10712076 -9145 10640869 10712076 -9265
Chr8 Normal NT_008046.13 TGGTCAGGCTGATCT 16705431 LOC352496 16714576 16740826 -9145 16714576 16740826 -9145 16714576 16740826 -9145
Chr16 Normal NT_024797.13 GGGTCAGAACGACCT 10927486 LOC161931 10936589 10942616 -9103 10936630 10942616 -9144 10936682 10942425 -9196
Chr14 Complement NT_026437.10 GGGTGGGAGTGACCC 26490503 LOC350027 26481360 26329516 -9143 26481360 26329516 -9143 26481360 26329516 -9143
Chr1 Complement NT_037485.3 AGGTCTTTGTGACCC 318094 LOC164091 308953 298912 -9141 308953 298912 -9141 301540 300500 -16554
Chr6 Normal NT_007592.13 GGGGCACATTGACCC 21974661 TCF19 21982886 21991473 -8225 21983801 21987056 -9140 21983801 21987056 -9140
ChrX Normal NT_025319.13 AGGTCAGGTCCACCT 1348570 FLJ22679 1188923 1364074 159647 1357708 1364074 -9138 1362225 1362686 -13655
Chr15 Normal NT_010194.15 GAGTCACTGTGACCA 12405562 ANKT 12414649 12462854 -9087 12414699 12462854 -9137 12414767 12461995 -9205
Chr15 Normal NT_010194.15 GAGTCACTGTGACCA 12405562 ANKT 12414649 12462854 -9087 12414699 12462854 -9137 12440053 12461995 -34491
Chr20 Normal NT_011387.8 ATGTCACTATGACCA 17676643 LOC343672 17685780 17851174 -9137 17685780 17851174 -9137 17685780 17851174 -9137
Chr22 Complement NT_011520.9 AGGTCACCACAACCT 20789434 LOC348633 20780297 20779222 -9137 20780297 20779222 -9137 20780297 20779222 -9137
Chr16 Normal NT_010498.13 CGGCCATCCTGACCT 16286194 FLJ13725 16284312 16302245 1882 16295330 16302239 -9136 16297330 16301923 -11136



Chr12 Normal NT_019546.15 AGGTCAGCTTGACAT 2263039 LOC341286 2272175 2341044 -9136 2272175 2341044 -9136 2272175 2341044 -9136
Chr22 Complement NT_011520.9 AAGTCAAACTGACCC 20393311 LOC284918 20384177 20378542 -9134 20384177 20378542 -9134 20384177 20378542 -9134
Chr3 Normal NT_005612.13 GGGTCAACCTGACTA 21359892 LOC254937 21369022 21394127 -9130 21369022 21394127 -9130 21369040 21394127 -9148
Chr9 Normal NT_023935.15 GGTTCAGAGTGACCA 16425004 NTRK2 16434132 16786848 -9128 16434132 16786848 -9128 16435103 16785791 -10099
Chr6 Complement NT_007592.13 GGGTCAGTCTGACTC 32991857 MRPS10 32982760 32971666 -9097 32982730 32971666 -9127 32982714 32973154 -9143
Chr12 Normal NT_035243.4 CTGTCATCCTGACCC 535857 LOC347918 538616 580671 -2759 544982 569870 -9125 558352 568825 -22495
Chr6 Complement NT_025741.12 AGGTCGTGATCACCT 38487305 SLC2A12 38478202 38412700 -9103 38478180 38416060 -9125 38478047 38416722 -9258
Chr17 Complement NT_010718.13 AGGTCAGGATGACAT 6838761 ALOX12B 6829637 6814570 -9124 6829637 6814601 -9124 6829376 6814705 -9385
Chr9 Normal NT_035014.3 AGGTCGCAGTGAGCC 2991245 SURF2 3000368 3004974 -9123 3000368 3004974 -9123 3000409 3004955 -9164
Chr17 Normal NT_010799.13 AGGTCCTTGTGACCC 6585787 LOC147004 6594909 6633144 -9122 6594909 6633144 -9122 6595298 6602246 -9511
Chr6 Normal NT_033951.3 GGGGCACATTGACCC 2569389 TCF19 2577588 2586211 -8199 2578511 2581797 -9122 2578511 2581797 -9122
Chr3 Complement NT_005927.15 AGGTCACTGCAACCT 9858707 CIDE-3 9850781 9837245 -7926 9849586 9837245 -9121 9849016 9837664 -9691
Chr4 Complement NT_006216.14 AGGTTGTAGTGACCC 1402071 LOC351737 1392951 1191786 -9120 1392951 1191786 -9120 1392951 1191786 -9120
Chr1 Normal NT_004668.15 GGGTCAAAATGACTA 13752586 LOC284687 13761705 13766230 -9119 13761705 13766230 -9119 13764469 13764774 -11883
Chr19 Normal NT_011295.10 AGGTCGGTTTCACCT 7508185 HSH2 7517303 7532188 -9118 7517303 7532153 -9118 7522363 7531406 -14178
Chr6 Normal NT_007592.13 GGCTCAGGGTGACCA 31798246 LOC222642 31807363 31809201 -9117 31807363 31809201 -9117 31807852 31809003 -9606
Chr17 Normal NT_010718.13 GGGTCAGCTTTACCT 20005 LOST1 29122 50446 -9117 29122 50446 -9117 29461 47723 -9456
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3027089 MCM3AP 3018836 2967786 -8253 3017974 2967786 -9115 3017938 2967920 -9151
Chr4 Normal NT_022792.15 TGGCCAGGCTGACCC 17595503 LOC345125 17604615 17622020 -9112 17604615 17622020 -9112 17604615 17622020 -9112
Chr6 Normal NT_034874.2 GGGGCACATTGACCC 2421539 TCF19 2429735 2438339 -8196 2430650 2433941 -9111 2430650 2433941 -9111
Chr10 Normal NT_030059.10 GGGTCACTGCCACCC 29851020 LOC255311 29860130 29863330 -9110 29860130 29863330 -9110 29860130 29863330 -9110
Chr15 Complement NT_026446.12 GGGTCAGCATGTCCC 1781433 X102 1772323 1771907 -9110 1772323 1771907 -9110 1772323 1771907 -9110
Chr8 Complement NT_028251.10 GGCTCATGCTGACCC 6069684 LOC286108 6060576 6057413 -9108 6060576 6057413 -9108 6059911 6059624 -9773
Chr4 Complement NT_016297.14 AGGTCAACATCACCG 6525736 RFC1 6516628 6437712 -9108 6516628 6437712 -9108 6516504 6439024 -9232
Chr2 Normal NT_005403.13 GGGTAGGACTGACCC 13350881 GCA 13359964 13376968 -9083 13359988 13376967 -9107 13360097 13376091 -9216
Chr21 Complement NT_011515.10 GGGTCATTCAGACCC 168817 SNF1LK 159746 147139 -9071 159710 147143 -9107 158796 149360 -10021
Chr3 Complement NT_005612.13 GGGTCATCATGACTG 27876858 GOLGB1 27867756 27781204 -9102 27867756 27782104 -9102 27848972 27782481 -27886
Chr13 Normal NT_009952.13 TGGTCAGACTGATCT 21603305 LOC283484 21612407 21615393 -9102 21612407 21615393 -9102 21614022 21614306 -10717
Chr20 Complement NT_028392.4 TGGTCAGGCTGATCT 2450062 E2F1 2440961 2430061 -9101 2440961 2430257 -9101 2440838 2431306 -9224
Chr20 Complement NT_011362.8 CAGTCACACTGACCT 1218279 BLCAP 1209218 1198735 -9061 1209179 1198735 -9100 1200491 1200228 -17788
Chr15 Complement NT_010194.15 GGCTCACTGCGACCT 1616906 LOC348071 1607806 1602340 -9100 1607806 1602340 -9100 1604573 1604136 -12333
ChrX Normal NT_011651.13 AGGACACAGTGACCC 24109585 ALEX3 24118684 24122033 -9099 24118684 24122033 -9099 24120536 24121675 -10951
ChrX Normal NT_011568.12 TTGTCACTCTGACCT 7130831 LOC139339 7139930 7152465 -9099 7139930 7152465 -9099 7139930 7152465 -9099
Chr14 Complement NT_026437.10 AGGTCCTTCTGACCA 54345974 C14orf44 54336876 54319021 -9098 54336876 54320746 -9098 54336770 54321000 -9204
Chr10 Normal NT_008583.15 GGGTCACTGCAACCT 24087679 LOC196752 24096777 24100906 -9098 24096777 24100906 -9098 24096809 24100787 -9130
Chr14 Complement NT_026437.10 GGGTCACCCTGACCG 34350405 BMP4 34343650 34336495 -6755 34341308 34336495 -9097 34338978 34336788 -11427
Chr7 Complement NT_007933.12 AGGGCAAACTGACCA 61896373 LOC349160 61887276 61621749 -9097 61887276 61621749 -9097 61887240 61755740 -9133
Chr17 Normal NT_010718.13 AGGTCACCGTGTCCT 2409903 MGC2963 2418999 2419848 -9096 2418999 2419848 -9096 2419331 2419663 -9428
Chr19 Normal NT_011109.15 TGGTCAAGCTGGCCT 13983946 AXL 13993041 14035889 -9095 13993041 14035889 -9095 13993516 14034027 -9570
Chr14 Normal NT_026437.10 GGGTCAGACTGACAG 55259578 DLST 55268660 55290484 -9082 55268673 55290484 -9095 55268698 55289074 -9120
Chr9 Complement NT_023935.15 TGGTCAGGTTGACAC 11046435 LOC352608 11037340 10973054 -9095 11037340 10973054 -9095 11037340 10973054 -9095
ChrX Complement NT_011630.13 ATGTCAAATTGACCA 1459605 LOC139793 1450511 1444080 -9094 1450511 1444080 -9094 1449568 1444171 -10037
Chr3 Complement NT_029928.10 AGGTCAGTGTCACCA 1298228 NCBP2 1289171 1282013 -9057 1289134 1282013 -9094 1289108 1283616 -9120
Chr1 Normal NT_032962.4 GGGGCAAGATGACCT 284104 CGI-143 293171 294341 -9067 293197 294341 -9093 293609 294022 -9505
Chr1 Complement NT_019273.15 GGGTCACCTTTACCC 2129569 LOC128338 2120476 2097769 -9093 2120476 2098114 -9093 2111990 2098596 -17579
Chr14 Normal NT_026437.10 AGGTCGTATTGAGCC 25464277 FLJ20666 25473362 25504840 -9085 25473369 25504840 -9092 25499347 25503909 -35070
Chr17 Complement NT_010641.13 GGGTCGCCTTGGCCC 6443176 CMRF35 6434086 6429051 -9090 6434086 6429051 -9090 6433725 6429532 -9451
Chr17 Complement NT_010718.13 TGCTCAGCATGACCC 16588521 SREBF1 16579431 16553801 -9090 16579431 16554529 -9090 16579268 16555073 -9253
Chr1 Complement NT_004538.14 TGGCCAGCCTGACCT 759489 CGI-63 750400 712341 -9089 750400 713286 -9089 750374 713490 -9115
Chr7 Complement NT_007819.13 GGGTCATAATGACTC 6180337 LOC253933 6171248 6170167 -9089 6171248 6170167 -9089 6171171 6170694 -9166
Chr8 Complement NT_028251.10 GGGTCAGACTCACCC 6898805 LOC286112 6889717 6887759 -9088 6889717 6887759 -9088 6889595 6889263 -9210
ChrX Normal NT_011568.12 GGGTCACTCCCACCC 12516297 CLCN5 12378451 12548747 137846 12525382 12548747 -9085 12525807 12548102 -9510
Chr2 Complement NT_005079.12 AGGTCGTGGTGACCC 3921614 LOC344227 3912530 3893266 -9084 3912530 3893266 -9084 3912493 3893266 -9121
Chr9 Complement NT_008413.15 GGATCATCCTGACCT 35971632 LOC158373 35962551 35961079 -9081 35962551 35961079 -9081 35961725 35961342 -9907
Chr11 Complement NT_033903.5 GTGTCAACTTGACCA 10539284 RELA 10531075 10521598 -8209 10530203 10521598 -9081 10530203 10522375 -9081
Chr19 Normal NT_011109.15 AGGTCACAGTGAGCC 14646460 ARHGEF1 14655510 14702511 -9050 14655540 14679821 -9080 14660372 14679156 -13912
Chr2 Normal NT_022184.12 AGGTTACGCTGACCC 44952433 LOC344442 44961512 44977429 -9079 44961512 44977429 -9079 44961512 44977429 -9079
Chr13 Complement NT_009799.12 GGGTCAGTCTGCCCT 6735503 FLJ25477 6726425 6723229 -9078 6726425 6723229 -9078 6725520 6723742 -9983
Chr6 Normal NT_007422.12 TGGTCAGTGTGATCT 2668394 IGF2R 2677472 2821880 -9078 2677472 2814924 -9078 2677620 2813457 -9226
Chr11 Complement NT_009237.15 GGGTCGCCATGAGCC 8976131 USH1C 8967053 8916547 -9078 8967053 8916547 -9078 8966958 8916717 -9173
Chr21 Complement NT_011512.8 TGGTCAATGTCACCT 26698458 LOC343797 26689383 26589351 -9075 26689383 26589351 -9075 26689383 26589351 -9075
Chr4 Normal NT_022853.14 AGGTCACTTTGTCCT 617843 LOC345171 626918 794516 -9075 626918 794516 -9075 626918 794516 -9075
Chr6 Complement NT_034874.2 AGCTCAGCCTGACCC 2022930 FLOT1 2013890 1998891 -9040 2013856 1998916 -9074 2013369 1999296 -9561
Chr11 Complement NT_028310.10 GGGTCACTCCCACCC 4960803 LOC255725 4951729 4950758 -9074 4951729 4950758 -9074 4951729 4950758 -9074
Chr11 Normal NT_035113.4 AGGTCTTGCTGACCC 580346 MGC35138 589420 595356 -9074 589420 595356 -9074 589483 595234 -9137
Chr7 Normal NT_007933.12 AGGCCAGCCTGACCA 26179610 COL26A1 26188469 26383178 -8859 26188682 26383178 -9072 26188682 26383178 -9072
Chr22 Complement NT_019197.3 GGCTCGCCCTGACCT 284310 MAPK12 275238 266325 -9072 275238 266777 -9072 274929 266821 -9381
Chr11 Normal NT_033899.5 TGGTCATGGTGACTC 24713998 LOC219894 24723069 24725658 -9071 24723069 24725658 -9071 24723527 24723832 -9529
Chr5 Complement NT_023089.13 AGGTCATGGTGACCT 3145269 LOC351790 3136198 3091883 -9071 3136198 3091883 -9071 3136198 3091883 -9071
Chr4 Complement NT_006316.15 CGGTCATCCTGACTT 18473041 LOC351775 18463971 18394056 -9070 18463971 18394056 -9070 18463971 18394056 -9070
Chr20 Normal NT_011362.8 GGGTCACCCTGACTC 13953096 LOC284751 13962165 13984364 -9069 13962165 13984364 -9069 13962194 13967836 -9098
Chr22 Complement NT_011520.9 AGGTCGGTCTGAGCT 22059858 LOC351061 22050790 22038133 -9068 22050790 22038133 -9068 22050790 22038133 -9068
Chr11 Complement NT_028310.10 GGGTCAGGGTGACTC 1092780 C11orf21 1083713 1077293 -9067 1083713 1077293 -9067 1083461 1081109 -9319
Chr3 Complement NT_005927.15 TGGTCAGGCTGGCCT 2001391 LOC344841 1992324 1964876 -9067 1992324 1964876 -9067 1992324 1964876 -9067
Chr4 Normal NT_016354.15 AGGTCTTTATGACCT 13830666 FLJ20637 13794720 13858952 35946 13839732 13858952 -9066 13840553 13858316 -9887
Chr6 Complement NT_007592.13 AGCTCAGCCTGACCC 21575953 FLOT1 21566921 21551914 -9032 21566887 21551939 -9066 21566400 21552319 -9553
Chr9 Complement NT_008554.15 AGATCAGCCTGACCA 488653 BRD3 480154 444459 -8499 479588 444459 -9065 465095 445208 -23558
Chr2 Normal NT_077995.1 GGGTCAGGCTGGCCA 113867 LOC285092 122932 125185 -9065 122932 125185 -9065 123055 125185 -9188
Chr18 Complement NT_010859.12 AGGTCAAAACAACCT 5056998 LOC201412 5047935 4992795 -9063 5047935 4992795 -9063 5047935 4992795 -9063
Chr20 Complement NT_028392.4 AAGTCAATGTGACCA 1507644 C20orf92 1498582 1482465 -9062 1498582 1482465 -9062 1498290 1498012 -9354
Chr20 Complement NT_011387.8 TGGTCAGGCTGGCCT 5540734 KIAA1434 5531672 5465087 -9062 5531672 5467289 -9062 5525058 5468307 -15676
Chr9 Normal NT_008413.15 GGGTCAGTGTGACAC 39007653 LOC340503 39016714 39029423 -9061 39016714 39029423 -9061 39016714 39029423 -9061
Chr10 Complement NT_008705.14 GGGTGGGAGTGACCC 15780846 LOC349596 15771785 15750667 -9061 15771785 15750667 -9061 15771785 15750667 -9061
Chr5 Normal NT_006713.13 AGGTCACACTAACCC 9922931 CKMT2 9931991 9954348 -9060 9931991 9954348 -9060 9939084 9954209 -16153
Chr1 Normal NT_037485.3 GGGGCGCCCTGACCT 1770662 JFC1 1779483 1791630 -8821 1779722 1791630 -9060 1783035 1791552 -12373
Chr5 Normal NT_023133.11 GGGTCACTGCAACCT 21362612 NSD1 21370382 21532365 -7770 21371671 21532365 -9059 21371758 21532064 -9146
Chr2 Complement NT_005403.13 AGGTCGCAGTGAGCC 70287030 TUBA1 70302276 70273766 15246 70277971 70274334 -9059 70277913 70274407 -9117
Chr7 Normal NT_007819.13 TGGTCAGGCTGATCT 5157464 LOC285924 5158466 5189740 -1002 5166522 5189740 -9058 5176125 5182426 -18661
Chr11 Complement NT_033903.5 AGTTCGTCATGACCC 11784869 PC 11826243 11716093 41374 11775811 11716386 -9058 11740019 11716759 -44850
Chr3 Normal NT_005927.15 AGGTAGCCTTGACCT 2062035 CNTN4 2071092 3028490 -9057 2071092 3028490 -9057 2871258 3026749 -809223
Chr7 Complement NT_007741.12 TGGTCAGGCTGGCCT 1085487 LOC285889 1076431 1068632 -9056 1076431 1068632 -9056 1076429 1076079 -9058
Chr13 Normal NT_024524.12 AGGTCAGCCTGGCCA 41746906 LOC338863 41755962 41852774 -9056 41755962 41852774 -9056 41755962 41852774 -9056
Chr6 Normal NT_007592.13 AGGTCATCCTGCCCC 1483181 LOC340183 1492236 1514582 -9055 1492236 1514582 -9055 1492251 1514582 -9070



Chr21 Normal NT_011515.10 AGGCCAGGCTGACCC 2266666 LOC343809 2275720 2310145 -9054 2275720 2310145 -9054 2284591 2310145 -17925
Chr15 Normal NT_010194.15 TGGCCAGGTTGACCT 36149473 LOC348095 36158526 36159902 -9053 36158526 36159902 -9053 36158526 36159902 -9053
Chr1 Normal NT_004852.15 AGGTCATTATTACCC 3312868 LOC343525 3321919 3349347 -9051 3321919 3349347 -9051 3322425 3349347 -9557
Chr3 Complement NT_005927.15 GGGTGGGAGTGACCC 6740412 LOC344856 6731363 6692164 -9049 6731363 6692164 -9049 6731363 6692164 -9049
Chr20 Normal NT_011362.8 GGGACACTTTGACCA 21928649 RAB22A 21937697 21989346 -9048 21937697 21988566 -9048 21937940 21987666 -9291
Chr15 Normal NT_035325.4 AGGTCAGTATTACCC 1224436 MGC24976 1233328 1372669 -8892 1233483 1368237 -9047 1237900 1368044 -13464
Chr20 Complement NT_028392.4 AGGTCACAGTGGCCT 3719375 GSS 3710372 3683005 -9003 3710329 3683009 -9046 3706423 3683399 -12952
Chr1 Normal NT_004873.14 GGGTCAGAGTGACAG 84237 LOC343527 93283 168505 -9046 93283 168505 -9046 93283 168505 -9046
Chr2 Complement NT_026970.9 CAGTCATCCTGACCC 211895 LOC344063 202850 196856 -9045 202850 196856 -9045 202850 196856 -9045
Chr11 Complement NT_033903.5 AGATCAGCCTGACCA 2392626 POV1 2384524 2353275 -8102 2383581 2353275 -9045 2382849 2353834 -9777
ChrX Complement NT_011786.13 AGGTCATAGTGATCT 15923590 LOC139084 15914546 15904813 -9044 15914546 15904813 -9044 15914546 15904813 -9044
Chr16 Complement NT_010393.13 TGGGCACTTTGACCT 11011792 LOC339053 11002750 10990894 -9042 11002750 10990894 -9042 10999575 10991450 -12217
Chr19 Complement NT_011109.15 TGGTCAGGCTGGCCT 28143310 FLJ32865 28134372 28129261 -8938 28134269 28129266 -9041 28134072 28133167 -9238
Chr3 Normal NT_005927.15 AGGTCACCCTGGCCA 10210024 KIAA0218 10219065 10251746 -9041 10219065 10251746 -9041 10219731 10249555 -9707
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3027015 MCM3AP 3018836 2967786 -8179 3017974 2967786 -9041 3017938 2967920 -9077
Chr3 Complement NT_005612.13 AGGTCACGATGGCCT 15245163 MORC 15236143 15076245 -9020 15236122 15076245 -9041 15236060 15076966 -9103
Chr6 Complement NT_033951.3 AGCTCAGCCTGACCC 2168069 FLOT1 2159063 2144061 -9006 2159029 2144086 -9040 2158542 2144466 -9527
Chr12 Complement NT_019546.15 AGGCCAGCCTGACCA 26516417 LOC341485 26507377 26433148 -9040 26507377 26433148 -9040 26507377 26433148 -9040
Chr2 Complement NT_005403.13 CTGTCAAACTGACCT 68570885 LOC344492 68561845 68544785 -9040 68561845 68544785 -9040 68561845 68544785 -9040
Chr7 Complement NT_007819.13 GGGTCACGGTGACAG 30716433 LOC349113 30707393 30679465 -9040 30707393 30679465 -9040 30707393 30679465 -9040
Chr7 Normal NT_007914.12 AGGTCGCAGTGAGCT 945755 NDUFB2 954795 964749 -9040 954795 964749 -9040 954852 963041 -9097
Chr19 Normal NT_011295.10 GGGTCATAATGACTC 12129065 LOC342991 12138104 12183975 -9039 12138104 12183975 -9039 12138104 12183975 -9039
Chr19 Complement NT_011109.15 GGGCCGAAGTGACCC 15979621 LOC284342 15970584 15951198 -9037 15970584 15951198 -9037 0 0 -15979621
Chr3 Normal NT_005962.15 AGGTCGCGGTGAGCC 18603180 LOC339924 18612216 18614765 -9036 18612216 18614765 -9036 18612943 18613272 -9763
Chr9 Complement NT_008470.15 GGGTCACTGCAACCT 14165157 LOC347295 14156121 14121572 -9036 14156121 14121572 -9036 14156121 14121572 -9036
Chr17 Normal NT_024871.10 AGGTCAAGCAGACCC 235413 LOC350476 244449 270487 -9036 244449 270487 -9036 244449 270487 -9036
Chr19 Complement NT_011255.13 TGGTCAGGCTGATCT 4406826 UBXD1 4397812 4385004 -9014 4397790 4385261 -9036 4397694 4385495 -9132
Chr1 Complement NT_034410.4 CGCTCATCTTGACCT 626344 LOC149267 617309 614663 -9035 617309 614663 -9035 616035 615943 -10309
Chr6 Complement NT_007592.13 AGGTTGCAGTGACCC 26510884 LOC285847 26501851 26484434 -9033 26501851 26491667 -9033 26497320 26493113 -13564
Chr9 Normal NT_078052.1 GGGTCAGTGTGACAC 103967 LOC352642 113000 146511 -9033 113000 146511 -9033 113000 146511 -9033
Chr1 Normal NT_032962.4 AGATCACGGTGACCA 1445648 AF1Q 1453746 1462967 -8098 1454680 1462967 -9032 1461697 1461969 -16049
Chr11 Complement NT_033903.5 TGGTCATCCTTACCT 3453631 LPXN 3446869 3395609 -6762 3444599 3395609 -9032 3444510 3396192 -9121
Chr1 Complement NT_077382.2 CTGTCACTCTGACCC 70909 LOC343545 61879 30290 -9030 61879 30290 -9030 61879 30290 -9030
Chr5 Complement NT_023133.11 TGGTCAAGCTGCCCT 21646223 LOC345456 21637193 21636780 -9030 21637193 21636780 -9030 21637193 21636780 -9030
Chr13 Complement NT_009799.12 GGGTCAGTATGTCCC 3192193 LOC65793 3183198 3181114 -8995 3183164 3181114 -9029 3183154 3182552 -9039
Chr6 Normal NT_025741.12 AGTTCATCATGACCA 569828 LOC134581 578856 609682 -9028 578856 609682 -9028 578856 609682 -9028
Chr17 Complement NT_010783.13 GGGTCACAGCGAACT 1973343 HOXB5 1964522 1961819 -8821 1964317 1961819 -9026 1964243 1962770 -9100
Chr19 Complement NT_011295.10 TGGTCAGGCTGGCCT 10574759 MEF2B 10565763 10519179 -8996 10565735 10519181 -9024 10524346 10519305 -50413
Chr14 Complement NT_026437.10 GGGTCTTATTGACCC 58374247 LOC341917 58365224 58331480 -9023 58365224 58331480 -9023 58365224 58331480 -9023
Chr9 Normal NT_008470.15 GGCTCACCATGACCT 29430168 LOC158125 29439190 29442789 -9022 29439190 29442789 -9022 29441163 29442544 -10995
Chr19 Complement NT_011255.13 GGGTGAGAGTGACCG 5740212 LOC56931 5731217 5725155 -8995 5731190 5725155 -9022 5731152 5725214 -9060
Chr19 Normal NT_011295.10 AGGTCAGGGCCACCC 2293204 LOC90580 2302226 2303716 -9022 2302226 2303716 -9022 2302301 2303180 -9097
Chr17 Complement NT_010755.13 TGGTCACCTTGTCCT 3901174 DNAJC7 3892153 3851180 -9021 3892153 3851213 -9021 3892127 3851474 -9047
Chr11 Normal NT_009237.15 AGCTCACTGTGACCT 38232294 LOC349756 38241315 38261617 -9021 38241315 38261617 -9021 38260807 38261363 -28513
Chr15 Normal NT_010194.15 TGGTCACATTGTCCT 45896329 FLJ13993 45891589 45910534 4740 45905349 45910534 -9020 45905443 45909093 -9114
Chr16 Complement NT_010542.13 AGCTCATGCCGACCT 1319330 LOC348181 1310312 1306275 -9018 1310312 1306275 -9018 1309358 1306497 -9972
Chr16 Complement NT_010498.13 GGGTCAGAGTGACCA 9183793 LOC350287 9174775 9100348 -9018 9174775 9100348 -9018 9174775 9100348 -9018
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 23146768 POLD1 23155786 23189460 -9018 23155786 23189460 -9018 23170299 23189394 -23531
Chr9 Complement NT_078042.1 GTGTCACACTGACCC 189683 LOC349255 180666 169954 -9017 180666 169954 -9017 180666 169954 -9017
Chr10 Complement NT_008583.15 AGGTTGCAGTGACCC 6681177 ZWINT 6672168 6668347 -9009 6672161 6668355 -9016 6672145 6669327 -9032
Chr20 Complement NT_028392.4 TGGTCACCCTGGCCC 1276295 C20orf112 1320292 1230761 43997 1267280 1230761 -9015 1258604 1231491 -17691
Chr7 Normal NT_007933.12 GGGTCACCTTTACCT 55152502 CPA5 55159827 55183761 -7325 55161517 55183761 -9015 55161517 55183628 -9015
Chr1 Complement NT_032962.4 AGGTCGCAGTGAGCT 1750095 RFX5 1741736 1735113 -8359 1741080 1735113 -9015 1740792 1736658 -9303
Chr16 Normal NT_010393.13 AGGTCAGGATGACTC 12796185 LOC342291 12805199 12812084 -9014 12805199 12812084 -9014 12805199 12812084 -9014
Chr14 Complement NT_026437.10 GGGGCACATTGACCA 48202447 LOC255746 48193435 48190902 -9012 48193435 48190902 -9012 48193401 48190902 -9046
Chr11 Complement NT_035113.4 AGGACACTGTGACCG 328285 MGC45840 322407 316585 -5878 319273 316585 -9012 319220 317701 -9065
Chr20 Complement NT_011387.8 GGGTCAGTCTGACAG 13714542 C20orf6 13705573 13633863 -8969 13705532 13634969 -9010 13703786 13635521 -10756
Chr10 Normal NT_078086.1 ATGTCACAATGACCC 91970 LOC347791 100980 102199 -9010 100980 102199 -9010 100980 102199 -9010
Chr4 Normal NT_037623.3 GGGTCACCTTGACCT 8644 LOC345374 17653 25711 -9009 17653 25711 -9009 17653 25711 -9009
Chr13 Normal NT_009799.12 AGTTCAGTGTGACCC 5852296 LOC338872 5861304 5876668 -9008 5861304 5876668 -9008 5870142 5875906 -17846
Chr7 Complement NT_007819.13 GGGTCATTTTGAACT 22004026 LOC340276 21995019 21904835 -9007 21995019 21904835 -9007 21905344 21904985 -98682
Chr17 Normal NT_010783.13 CGGTCTCCCTGACCC 3894295 EPN3 3903298 3913360 -9003 3903298 3913360 -9003 3907117 3912717 -12822
Chr7 Normal NT_007758.10 AGGTTATAATGACCT 1712692 MGC42415 1721695 1760151 -9003 1721695 1760151 -9003 1742339 1760090 -29647
Chr5 Complement NT_034772.4 AGGTGATGATGACCA 12710745 LOC285639 12701743 12696992 -9002 12701743 12696992 -9002 12699628 12699110 -11117
Chr1 Normal NT_004321.15 AGGACAGTGTGACCA 174315 LOC127270 183316 186621 -9001 183316 186621 -9001 183316 186621 -9001
Chr1 Normal NT_019273.15 TGGTCGCTCCGACCC 2251495 LOC149620 2260495 2266548 -9000 2260495 2266548 -9000 2262790 2266478 -11295
Chr15 Normal NT_037852.3 GGGTCCTGGTGACCC 966138 LOC255223 975138 976513 -9000 975138 976513 -9000 975208 976224 -9070
Chr3 Complement NT_005612.13 AGGTCAGTATGTCCA 32699917 LOC344691 32690922 32687868 -8995 32690922 32687868 -8995 32690922 32687868 -8995
Chr2 Normal NT_005403.13 ATGTCACTTTGACCA 54205778 LOC150868 54214718 54215379 -8940 54214772 54215379 -8994 54214840 54215337 -9062
Chr16 Normal NT_010498.13 GGGTGGGAGTGACCC 12594 LOC283853 21587 64327 -8993 21587 64327 -8993 21587 64327 -8993
Chr13 Normal NT_024524.12 AGGTCACAATGATCT 9407127 LOC349939 9416120 9464406 -8993 9416120 9464406 -8993 9416120 9464406 -8993
Chr11 Normal NT_033903.5 TGGTCAGGCTGACCT 13543426 GAL 13551630 13559026 -8204 13552418 13559026 -8992 13552775 13558838 -9349
Chr10 Normal NT_030059.10 AGGTCAGGATCACCA 15128010 CYP2C9 15136973 15187705 -8963 15136998 15187705 -8988 15136998 15187343 -8988
Chr11 Normal NT_009237.15 GGGTGACATTGACCA 6521462 LOC349726 6530449 6574305 -8987 6530449 6574305 -8987 6530449 6574305 -8987
Chr3 Normal NT_005612.13 AGGTCTTTATGACCT 44543978 CHR3SYT 44552964 44595438 -8986 44552964 44594938 -8986 44553177 44587881 -9199
Chr6 Complement NT_007592.13 AGGTCAGCTTGCCCG 32916827 LOC285853 32907842 32891242 -8985 32907842 32891242 -8985 32907309 32891661 -9518
Chr2 Complement NT_005403.13 TGGTCATTGTGTCCT 22919056 SLC25A12 22910071 22800219 -8985 22910071 22800219 -8985 22910062 22801122 -8994
Chr17 Complement NT_035414.4 GGGGCAGTCTGACCC 695489 ABR 686505 510134 -8984 686505 510134 -8984 686395 512694 -9094
Chr22 Normal NT_011520.9 AGGTCAGACTGACAG 9497929 LOC164633 9506913 9516480 -8984 9506913 9516480 -8984 9506983 9516127 -9054
Chr7 Normal NT_007758.10 AGGTCATTTTGACTA 4378214 LOC352227 4387197 4401702 -8983 4387197 4401702 -8983 4387197 4401702 -8983
Chr10 Normal NT_008583.15 GGGTCATCCCCACCT 289072 LOC283020 298053 301191 -8981 298053 301191 -8981 299631 299924 -10559
Chr10 Normal NT_008583.15 AGGTGAGAGTGACCT 18555899 LOC347796 18564880 18572383 -8981 18564880 18572383 -8981 18564880 18572383 -8981
Chr1 Normal NT_004487.15 TGGGCAATGTGACCT 8708181 CAP350 8716945 8875552 -8764 8717161 8875552 -8980 8748354 8873333 -40173
Chr2 Normal NT_026970.9 AGGTCTAGATGACCT 1477449 LOC150764 1486426 1493208 -8977 1486426 1493208 -8977 1486454 1493208 -9005
Chr7 Complement NT_033968.4 TGCTCAGTCTGACCC 5344526 LOC285883 5335549 5317053 -8977 5335549 5317053 -8977 5335549 5317053 -8977
Chr17 Normal NT_024871.10 GGGTCACCCCGAGCC 586964 MGC46523 595914 628974 -8950 595940 628974 -8976 597088 628192 -10124
Chr9 Complement NT_008470.15 GGGTCAAGATGACTC 27513926 bioref 27506076 27500468 -7850 27504952 27503412 -8974 27504833 27503508 -9093
Chr1 Complement NT_077920.1 CGGTCACCCTGTCCT 391910 KIAA1922 382936 357671 -8974 382936 357671 -8974 373718 366065 -18192
Chr13 Complement NT_024524.12 GTGTCGGGATGACCC 2109558 LOC341626 2100585 1992869 -8973 2100585 1992869 -8973 2100585 1992869 -8973
Chr11 Complement NT_009237.15 AGGTCAGGTTGACCC 35741792 ALX4 35732845 35683098 -8947 35732820 35687262 -8972 35732716 35687511 -9076
Chr17 Complement NT_010783.13 TGGTCAGGGTGACAT 17274891 CSH1 17265919 17264205 -8972 17265919 17264205 -8972 17265803 17264314 -9088
Chr11 Normal NT_033927.5 AGGTCAGCCTGCCCA 15529705 HT007 15538660 15546590 -8955 15538677 15546579 -8972 15541826 15546416 -12121
Chr22 Normal NT_011519.10 GGGTCATGCAGACCC 2845203 PNUTL1 2854175 2864444 -8972 2854175 2862992 -8972 2854262 2862157 -9059



Chr4 Normal NT_037623.3 CGGTCAGAAAGACCC 38669 LOC345375 47640 60755 -8971 47640 60755 -8971 47640 60755 -8971
ChrX Complement NT_011568.12 AGGTTGAGCTGACCC 11898923 CACNA1F 11889953 11861644 -8970 11889953 11861644 -8970 11889891 11861717 -9032
Chr22 Complement NT_011520.9 GGGTGACCCTGACCC 381144 LOC343838 372175 333663 -8969 372175 333663 -8969 361215 352361 -19929
Chr1 Normal NT_028050.12 AGGTTGTAGTGACCC 1390246 HIAT1 1377324 1422598 12922 1399213 1422542 -8967 1399216 1421436 -8970
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026941 MCM3AP 3018836 2967786 -8105 3017974 2967786 -8967 3017938 2967920 -9003
Chr14 Normal NT_026437.10 CGCTCAGCCTGACCT 82713165 C14orf131 82703755 82729080 9410 82722127 82728991 -8962 82722136 82728557 -8971
Chr1 Normal NT_026943.12 TGGTCACCTTGCCCT 3221455 CLCA2 3230361 3262828 -8906 3230417 3262532 -8962 3230523 3261802 -9068
Chr2 Normal NT_005403.13 AGGTAAAATTGACCT 21823448 GAD1 21832410 21876995 -8962 21832410 21876987 -8962 21834440 21875730 -10992
Chr12 Complement NT_029419.10 TGGTCAGAGTGATCT 20313151 CYP27B1 20304251 20299425 -8900 20304190 20299425 -8961 20304130 20300231 -9021
Chr20 Normal NT_011387.8 AGGTTAAAGCGACCC 10830964 LOC149859 10839925 10917767 -8961 10839925 10917767 -8961 10839925 10917767 -8961
Chr6 Complement NT_007592.13 CTGTCAATGTGACCC 10910383 LOC221644 10901422 10894939 -8961 10901422 10894939 -8961 10901422 10894939 -8961
Chr2 Complement NT_005334.13 GGGTCACTTCAACCT 7294088 LOC344363 7285127 7161465 -8961 7285127 7161465 -8961 7285041 7161465 -9047
Chr5 Normal NT_023133.11 AGGTCCTTATGACCC 1496952 CYFIP2 1502649 1629907 -5697 1505910 1629773 -8958 1521930 1629566 -24978
Chr17 Complement NT_010718.13 GGGCCACGGTGACCA 15604185 LOC339186 15595227 15590086 -8958 15595227 15590086 -8958 15592916 15592470 -11269
Chr8 Complement NT_008251.13 GGGTGGGAGTGACCC 2048890 LOC352588 2039932 1962968 -8958 2039932 1962968 -8958 2039803 1962968 -9087
Chr7 Complement NT_007819.13 TGGTCAGGCTGATCT 5901842 LOC340265 5892886 5826022 -8956 5892886 5826022 -8956 5886740 5826022 -15102
Chr1 Complement NT_032977.5 GGGTCACTTGGACCT 3881028 LOC51336 3872074 3869970 -8954 3872074 3869970 -8954 3871204 3871034 -9824
Chr21 Normal NT_011512.8 CGGTCACTGTGGCCT 19416885 MGC14136 19425838 19426658 -8953 19425838 19426658 -8953 19425928 19426113 -9043
Chr17 Complement NT_010799.13 AGGTCTGTATGACCT 5946980 MYO1D 5938028 5553375 -8952 5938028 5553375 -8952 5937723 5555610 -9257
Chr6 Normal NT_025741.12 GGGACAAAGCGACCT 15440406 C6orf51 15449192 15458504 -8786 15449356 15458503 -8950 15449402 15458422 -8996
Chr11 Normal NT_035113.4 GGGTCAGCAAGACCT 580472 MGC35138 589420 595356 -8948 589420 595356 -8948 589483 595234 -9011
Chr19 Normal NT_011109.15 AGGTCACAGAGACCC 31157897 RPS5 31166821 31174361 -8924 31166845 31174361 -8948 31167695 31174307 -9798
ChrX Complement NT_025302.11 GGGGCAGCGTGACCA 1183893 LOC352848 1174946 1128958 -8947 1174946 1128958 -8947 1174946 1128958 -8947
Chr11 Normal NT_033903.5 GGGTCGCGCTGTCCT 11137061 LOC254263 11146005 11152016 -8944 11146005 11152016 -8944 11146261 11151401 -9200
Chr11 Complement NT_033899.5 ATGTCAACCTGACCC 23415418 LOC341046 23406475 23395258 -8943 23406475 23395258 -8943 23406475 23395258 -8943
Chr3 Complement NT_005612.13 CAGTCATAGTGACCT 29827769 MYLK 29949665 29732045 121896 29818827 29732046 -8942 29818702 29732106 -9067
Chr3 Complement NT_005612.13 CAGTCATAGTGACCT 29827769 MYLK 29949665 29732045 121896 29818827 29732046 -8942 29911842 29732106 84073
Chr3 Complement NT_005612.13 CAGTCATAGTGACCT 29827769 MYLK 29949665 29732045 121896 29818827 29732046 -8942 29738295 29732106 -89474
Chr1 Normal NT_032962.4 AGATCAGCCTGACCA 935469 FLJ13544 943893 948595 -8424 944410 946363 -8941 944762 945532 -9293
Chr14 Normal NT_026437.10 GGGTCACTCCCACCC 1299141 LOC341803 1308082 1308408 -8941 1308082 1308408 -8941 1308082 1308408 -8941
Chr7 Normal NT_029998.6 GGGTCAGTGTGCCCG 227897 LOC346257 236838 251483 -8941 236838 251483 -8941 236838 251483 -8941
Chr16 Normal NT_024797.13 TGGGCAGAGTGACCC 8211013 PRO0806 8219954 8220661 -8941 8219954 8220661 -8941 8220010 8220213 -8997
Chr10 Normal NT_030059.10 AGGTTGCAGTGACCC 34233433 ADRB1 34242373 34244086 -8940 34242373 34244086 -8940 34242450 34243883 -9017
Chr13 Complement NT_024524.12 AGGTCGCAGTGACCC 385688 LOC341622 376748 372440 -8940 376748 372440 -8940 376748 372440 -8940
Chr2 Complement NT_005416.10 AGGTCATGATGAACC 1253104 PASK 1258865 1215495 5761 1244164 1223032 -8940 1242360 1224412 -10744
Chr17 Complement NT_010755.13 TGGTCAGGTTGATCC 2887799 KRTAP3-2 2878860 2878169 -8939 2878860 2878169 -8939 2878827 2878531 -8972
Chr1 Complement NT_034410.4 AGATCAGCCTGACCA 1489068 LOC343248 1480129 1479362 -8939 1480129 1479362 -8939 1480129 1479362 -8939
Chr22 Normal NT_011520.9 AGGTCGCAGTGAACC 19095903 MAP3K7IP1 19104801 19141879 -8898 19104842 19136835 -8939 19104862 19135281 -8959
Chr15 Complement NT_010194.15 AGGACGTGGTGACCC 1907429 LOC145921 1898491 1895020 -8938 1898491 1895020 -8938 1896101 1895820 -11328
Chr16 Complement NT_010498.13 TGGTCAGGCTGGCCT 16247799 AGRP 16239274 16238032 -8525 16238862 16238032 -8937 16238859 16238097 -8940
Chr3 Normal NT_005962.15 GGGCCACCCTGACCC 19107413 FLJ11198 19116349 19124263 -8936 19116349 19124256 -8936 19116459 19123949 -9046
Chr17 Complement NT_010783.13 AGGTTGCAGTGACCT 11595741 FLJ20345 11589857 11576002 -5884 11586806 11576002 -8935 11585386 11576639 -10355
Chr9 Normal NT_023932.15 AGGTCGCAGTGAGCC 632548 SBP2 641483 682602 -8935 641483 682602 -8935 641539 681787 -8991
Chr1 Complement NT_077920.1 GGGTCAGCCTGACAA 55212 EPHA2 46278 14573 -8934 46278 14573 -8934 46167 15450 -9045
Chr5 Complement NT_034772.4 AGGTCACATTGACAA 26284815 LOC345399 26275882 26146146 -8933 26275882 26146146 -8933 26275882 26146146 -8933
Chr5 Complement NT_006713.13 AGGTCAAAATGTCCA 3750737 LOC345689 3741804 3734169 -8933 3741804 3734169 -8933 3741804 3734169 -8933
Chr8 Complement NT_023684.15 TGGTGAAGGTGACCT 640891 TSTA3 632779 627852 -8112 631960 627854 -8931 631946 628145 -8945
Chr6 Complement NT_025741.12 GGGTAGGATTGACCC 13940188 MGC41939 13931258 13883360 -8930 13931258 13883360 -8930 13931222 13883458 -8966
Chr1 Complement NT_004668.15 AGATCAGCCTGACCA 7476056 USF1 7468168 7461443 -7888 7467128 7461443 -8928 7465466 7462111 -10590
Chr17 Complement NT_010718.13 GGGACAGAGTGACCA 6002462 HSA011916 5994152 5985804 -8310 5993535 5985804 -8927 5993506 5986395 -8956
Chr19 Complement NT_011255.13 GGGCCAGCCTGACCC 5740117 LOC56931 5731217 5725155 -8900 5731190 5725155 -8927 5731152 5725214 -8965
Chr6 Normal NT_025741.12 ATGTCACAGTGACCA 38305779 TCF21 38314706 38321104 -8927 38314706 38317820 -8927 38314965 38317369 -9186
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 124497 LOC352671 115572 86298 -8925 115572 86298 -8925 115572 86298 -8925
Chr19 Complement NT_011109.15 GGGTCACTGCAACCT 12300636 FLJ38944 12291712 12289848 -8924 12291712 12289848 -8924 12291660 12291175 -8976
Chr4 Complement NT_016606.15 AGCTCAGATTGACCC 15020098 LOC348867 15011174 14992133 -8924 15011174 14992133 -8924 15011174 14992133 -8924
Chr5 Complement NT_029289.9 GGGTCAGGCTGACCC 9930697 IL17B 9946702 9916769 16005 9921775 9916769 -8922 9921725 9916869 -8972
Chr1 Complement NT_077920.1 AGCTCAGCCTGACCG 391858 KIAA1922 382936 357671 -8922 382936 357671 -8922 373718 366065 -18140
Chr12 Complement NT_029419.10 AGATCAGCCTGACCA 26936519 LOC115749 26927597 26804069 -8922 26927597 26804069 -8922 26840777 26804269 -95742
Chr12 Normal NT_009759.15 GTGTCATGGTGACCA 2767203 MDS028 2776084 2788367 -8881 2776124 2788367 -8921 2776188 2787620 -8985
Chr11 Normal NT_033927.5 GGGGCATGTTGACCA 306932 PPFIA1 315852 429529 -8920 315852 429529 -8920 317308 427281 -10376
Chr22 Normal NT_011519.10 AGGTCTTTGTGACCC 1403319 LOC200298 1412238 1414397 -8919 1412238 1414397 -8919 1412453 1412965 -9134
Chr5 Complement NT_006431.13 TGGTCAGAATGGCCT 11607229 LOC345662 11598313 11593584 -8916 11598313 11593584 -8916 11598313 11593584 -8916
Chr14 Normal NT_026437.10 AGGTCAGAGAGACCT 1334842 RNASE2 1343758 1344722 -8916 1343758 1344722 -8916 1344059 1344544 -9217
Chr9 Complement NT_008470.15 TGGTCAGGGTGACTT 32524613 LOC349364 32515699 32512690 -8914 32515699 32512690 -8914 32515666 32512975 -8947
Chr14 Normal NT_026437.10 TGGTCAGTGTGACCA 50257270 SMOC1 50266184 50419124 -8914 50266184 50419124 -8914 50266437 50417016 -9167
Chr3 Normal NT_005612.13 TGGTCAGTGTAACCC 38426882 ACPP 38435749 38486681 -8867 38435795 38477136 -8913 38435837 38475258 -8955
Chr11 Complement NT_035113.4 GGGTCACGCTGCCCC 101634 LOC338731 92722 86853 -8912 92722 86853 -8912 90979 87441 -10655
Chr7 Complement NT_007933.12 AGGTGATTCTGACCA 60242022 CNOT4 60233158 60084834 -8864 60233111 60084839 -8911 60161365 60085923 -80657
Chr11 Complement NT_033899.5 GGGACATGGTGACCT 28098789 CSE-C 28089878 28049373 -8911 28089878 28050430 -8911 28083058 28050526 -15731
Chr20 Normal NT_011387.8 AGGTCTTCATGACCA 2726748 C20orf141 2735657 2736475 -8909 2735657 2736475 -8909 2735831 2736421 -9083
ChrY Complement NT_011875.9 GGGTGGGAGTGACCC 8003075 SMCY 7994166 7954663 -8909 7994166 7954668 -8909 7993777 7955238 -9298
Chr11 Complement NT_033899.5 AGGTCACTGCAACCT 17823839 FLJ20010 17814931 17813473 -8908 17814931 17813473 -8908 17814732 17814361 -9107
Chr2 Complement NT_022184.12 AGGTCTCCGTGACCA 65157810 POLR1A 65148902 65069387 -8908 65148902 65070314 -8908 65148833 65070491 -8977
Chr7 Normal NT_007933.12 ATGTCACCATGACCC 24879209 ZNF38 24880974 24896244 -1765 24888117 24896244 -8908 24888214 24895824 -9005
Chr6 Normal NT_007592.13 GGGTCACCATGATCC 34646986 LOC285858 34655892 34703070 -8906 34655892 34703070 -8906 34701573 34701845 -54587
Chr11 Complement NT_033899.5 AGGTCAAAATCACCA 28736798 LOC349649 28727892 28709092 -8906 28727892 28709092 -8906 28727892 28709092 -8906
Chr10 Complement NT_008705.14 TGGTCATGTTGACCA 14462013 LOC134530 14453108 14448309 -8905 14453108 14452378 -8905 14453070 14452573 -8943
Chr8 Normal NT_023666.15 AGGTGAACCTGACCA 1751889 MSCP 1760672 1804104 -8783 1760793 1804047 -8904 1760829 1803708 -8940
Chr17 Complement NT_010641.13 AGGTCACAGTGAGCC 7410952 CASKIN2 7403279 7388101 -7673 7402049 7388101 -8903 7401643 7388919 -9309
Chr21 Normal NT_011512.8 AGGTCGTCTTGACCC 20093942 OLIG1 20102845 20105120 -8903 20102845 20105120 -8903 20102948 20103763 -9006
Chr4 Normal NT_006316.15 GGGTCACTCCCACCC 6518798 LOC345322 6527700 6535291 -8902 6527700 6535291 -8902 6532183 6535291 -13385
Chr2 Normal NT_005403.13 AGCTCACACTGACCA 82410767 B3GNT7 82419668 82423017 -8901 82419668 82423017 -8901 82419848 82422969 -9081
Chr14 Complement NT_026437.10 GGGACATAATGACCT 78570742 LOC341961 78561841 78466751 -8901 78561841 78466751 -8901 78561841 78466751 -8901
Chr5 Complement NT_034772.4 GGGTCATTATGAACC 27000407 LOC345404 26991506 26962578 -8901 26991506 26962578 -8901 26991506 26962578 -8901
Chr18 Normal NT_025028.13 AGGTAGACATGACCT 11200103 CDH7 11208334 11339021 -8231 11209003 11339020 -8900 11220925 11338976 -20822
Chr22 Normal NT_011520.9 AGGTCAGGCTGCCCA 9045952 EWSR1 9054816 9087078 -8864 9054852 9087078 -8900 9054895 9086720 -8943
Chr18 Complement NT_010966.13 GGGACACTCTGACCA 197653 LOC219405 188753 188225 -8900 188753 188225 -8900 188724 188422 -8929
Chr8 Complement NT_023736.15 AGGTCATATTGAACT 2695023 LOC286090 2686124 2678557 -8899 2686124 2678557 -8899 2679441 2679085 -15582
Chr12 Complement NT_009759.15 GTGTCATGGTGACCA 2767203 LOC283441 2758305 2756007 -8898 2758305 2756007 -8898 2757781 2757446 -9422
Chr8 Complement NT_023666.15 GGGTCTAACTGACCC 30963 LOC346741 22065 6553 -8898 22065 6553 -8898 22065 6553 -8898
Chr5 Normal NT_029289.9 TGGTCATGTTGACAC 1628268 PCDHB2 1637165 1639892 -8897 1637165 1639892 -8897 1637303 1639699 -9035
Chr8 Complement NT_007995.13 AGGTCCCCCTGACCC 4606171 LOC137107 4597275 4501287 -8896 4597275 4501287 -8896 4597275 4501287 -8896
Chr6 Normal NT_007592.13 AGGTCAGGTTGCCCA 26098617 PPARD 26107513 26193080 -8896 26107513 26193080 -8896 26175992 26190983 -77375



Chr2 Complement NT_005058.13 GGGTCACTGCAACCT 4357015 FLJ23074 4348121 4346131 -8894 4348121 4346131 -8894 4347792 4347286 -9223
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026867 MCM3AP 3018836 2967786 -8031 3017974 2967786 -8893 3017938 2967920 -8929
Chr18 Normal NT_010966.13 GGGTCACGTTGGCCG 11839212 LOC342707 11848104 11900998 -8892 11848104 11900998 -8892 11848104 11900998 -8892
Chr1 Normal NT_032962.4 GGGTCAGTCCCACCT 1394078 HTCD37 1402892 1430185 -8814 1402969 1430185 -8891 1403105 1428706 -9027
Chr22 Normal NT_011520.9 GGCTCAGGGTGACCT 21648467 LOC339674 21657356 21663988 -8889 21657356 21663988 -8889 21663275 21663598 -14808
Chr1 Complement NT_004671.15 GGGTGGGCCTGACCT 4253248 LOC343442 4244359 4176826 -8889 4244359 4176826 -8889 4244359 4176826 -8889
Chr22 Normal NT_011520.9 AGGTCAGGCTGCCCA 9045952 EWSR1 9054816 9087078 -8864 9054840 9086720 -8888 9054895 9086720 -8943
Chr20 Normal NT_030871.1 AGGTCGCAGTGAGCC 804471 LOC343711 813359 819665 -8888 813359 819665 -8888 813359 819665 -8888
Chr2 Normal NT_022135.13 TGGTCATCTTGGCCC 2462405 IL1F6 2471292 2473364 -8887 2471292 2473364 -8887 2471292 2473364 -8887
Chr2 Complement NT_022135.13 AGGTCACTATGAGCA 1729278 LOC84524 1720431 1681185 -8847 1720393 1681185 -8885 1720301 1696238 -8977
Chr15 Complement NT_010194.15 GGGTCACTCCCACCC 42253132 LOC285227 42244250 42242003 -8882 42244248 42242009 -8884 42244059 42243508 -9073
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19629771 19712783 -8883 19611739 19712039 9149
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19629771 19712783 -8883 19626859 19712039 -5971
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19629771 19712783 -8883 19629852 19712039 -8964
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19629771 19712783 -8883 19599648 19712039 21240
Chr3 Normal NT_022459.12 GGGTAGAGTTGACCT 3430162 LOC344589 3439044 3469904 -8882 3439044 3469904 -8882 3439044 3469904 -8882
Chr3 Complement NT_005927.15 AGGTCACACTCACCC 15500993 COLQ 15492112 15420495 -8881 15492112 15420495 -8881 15468948 15422005 -32045
Chr20 Complement NT_011387.8 AGGTCACAGTCACCC 3592927 GFRA4 3584046 3579939 -8881 3584046 3579939 -8881 3584046 3580556 -8881
Chr7 Normal NT_007758.10 AGGTCAGGCTGTCCA 2724146 LOC352220 2733027 2733539 -8881 2733027 2733539 -8881 2733027 2733539 -8881
Chr7 Normal NT_007758.10 GGGTCAGTCTGAGCT 12096727 GTF2I 12105280 12208264 -8553 12105607 12164627 -8880 12136705 12206410 -39978
Chr3 Complement NT_005962.15 TGGTCAGCTTTACCT 28532423 LOC348833 28523545 28523204 -8878 28523545 28523204 -8878 28523545 28523204 -8878
Chr6 Complement NT_007592.13 GGGTAAATTTGACCC 47625371 LOC352159 47616493 47612230 -8878 47616493 47612230 -8878 47616493 47612230 -8878
Chr9 Complement NT_008413.15 GGGTGGCCTTGACCT 37414389 LOC352724 37405511 37401135 -8878 37405511 37401135 -8878 37405511 37401135 -8878
Chr20 Complement NT_011362.8 AAGTCACCCTGACCT 22935106 LOC350941 22926229 22906484 -8877 22926229 22906484 -8877 22926229 22906484 -8877
Chr17 Complement NT_010748.12 TGGTCACACTGCCCT 128594 LOC284063 119718 101018 -8876 119718 101018 -8876 108848 101954 -19746
Chr12 Complement NT_009775.13 AGGACGACTTGACCT 5471271 KIAA1025 5462397 5183262 -8874 5462397 5183262 -8874 5321429 5185950 -149842
Chr16 Complement NT_024797.13 AGGTCATAAAGACCG 1067876 LOC342407 1059002 1058235 -8874 1059002 1058235 -8874 1059002 1058235 -8874
Chr12 Complement NT_009714.15 TGGTCAGGCTGATCT 3092584 OLR1 3083711 3069876 -8873 3083711 3069876 -8873 3083650 3071453 -8934
Chr2 Complement NT_022184.12 ATGTCACTGTGACCA 26622274 KCNK12 26613430 26563849 -8844 26613402 26563849 -8872 26613402 26563978 -8872
Chr4 Complement NT_006238.10 AGTTCAGTGTGACCA 8619643 MGC45416 8610811 8589370 -8832 8610771 8589373 -8872 8608532 8589514 -11111
Chr6 Normal NT_033951.3 GGGTCACGATGATCA 2394753 LOC282953 2403624 2406092 -8871 2403624 2406092 -8871 2403732 2404388 -8979
Chr14 Complement NT_026437.10 AGGTCGGTCTGACCT 84316774 C14orf2 84307916 84298667 -8858 84307907 84298668 -8867 84301567 84299044 -15207
Chr11 Normal NT_008984.15 AGGTCATAAAGACCT 6553277 HIWI2 6562144 6616196 -8867 6562144 6616196 -8867 6562295 6615768 -9018
Chr6 Complement NT_025741.12 AGGTCACAGCAACCT 50398529 KIAA2023 50389850 50289810 -8679 50389662 50310381 -8867 50380887 50311993 -17642
Chr2 Normal NT_022184.12 AGCTCAGTCTGACCC 24047418 LOC151111 24056285 24056739 -8867 24056285 24056739 -8867 24056327 24056714 -8909
Chr19 Normal NT_011109.15 GGGCCAGCCCGACCT 17764047 RELB 17772913 17809670 -8866 17772913 17809670 -8866 17773056 17809266 -9009
Chr7 Normal NT_007933.12 TGGTCATACTGATCC 18776450 GNG11 18785244 18790694 -8794 18785315 18790040 -8865 18785666 18789744 -9216
Chr2 Normal NT_005403.13 TGGTCAAAATGACCC 27108005 HOXD13 27116870 27119138 -8865 27116870 27119138 -8865 27116981 27118796 -8976
Chr6 Complement NT_007592.13 GGGTCATGACGACCT 23966268 COL11A2 23957404 23927628 -8864 23957404 23927628 -8864 23957176 23928614 -9092
Chr7 Normal NT_029998.6 CGGTCAAGGGGACCC 201816 LOC115219 210680 215951 -8864 210680 215951 -8864 213012 213317 -11196
Chr12 Complement NT_009775.13 AGTTCACCATGACCC 7858089 LOC349880 7849225 7738485 -8864 7849225 7738485 -8864 7849225 7738485 -8864
Chr9 Complement NT_008470.15 GGGTCAGGCTGATCT 27486694 MNAB 27490182 27432460 3488 27477831 27438702 -8863 27468276 27438779 -18418
Chr11 Normal NT_033903.5 GGGTCAGACTGAGCC 9873332 SNX15 9882111 9908568 -8779 9882195 9890181 -8863 9895536 9907790 -22204
Chr6 Complement NT_033951.3 GGGTCATGACGACCT 4549270 COL11A2 4540408 4510633 -8862 4540408 4510633 -8862 4540180 4511622 -9090
Chr6 Normal NT_034874.2 GGGTCACGATGATCA 2249748 LOC282916 2258610 2261078 -8862 2258610 2261078 -8862 2258718 2259374 -8970
Chr15 Complement NT_026446.12 AGGTCACAGTGAGCC 2552530 ATP10A 2545116 2357219 -7414 2543669 2357219 -8861 2543042 2359287 -9488
Chr15 Normal NT_010194.15 AGATCAGCCTGACCA 13621804 FLJ10460 13630647 13650739 -8843 13630664 13649653 -8860 13630682 13648625 -8878
Chr6 Normal NT_007592.13 GGGTCACGATGATCA 21802861 LOC221540 21811721 21814189 -8860 21811721 21814189 -8860 21811829 21812485 -8968
ChrX Normal NT_011669.13 AGGTCGCAGTGAGCC 8275457 TNRC11 8284317 8308041 -8860 8284317 8307891 -8860 8284317 8307812 -8860
Chr5 Normal NT_034772.4 AGATCAGCCTGACCA 36113031 UBE2B 36121891 36142704 -8860 36121891 36142704 -8860 36122308 36141065 -9277
Chr3 Normal NT_005927.15 AGGTTGCAGTGACCT 13612212 LOC285375 13621071 13716982 -8859 13621071 13716982 -8859 13688699 13716668 -76487
Chr9 Complement NT_078083.1 TGGTCACCGTCACCC 124430 LOC352671 115572 86298 -8858 115572 86298 -8858 115572 86298 -8858
Chr11 Normal NT_009237.15 GGGTCAGAGAGACCT 37753824 DGKZ 37760559 37795663 -6735 37762681 37795663 -8857 37762769 37795056 -8945
Chr8 Complement NT_023736.15 TGGTCACAGCGACCT 1668050 LOC286085 1659193 1656954 -8857 1659193 1656954 -8857 1658878 1658567 -9172
Chr6 Normal NT_007592.13 AGGTCAAGATGACCT 18625372 H2AFC 18634228 18634696 -8856 18634228 18634696 -8856 18634239 18634631 -8867
Chr2 Normal NT_022184.12 AGTTCACACTGACCC 74338 LOC344289 83194 83870 -8856 83194 83870 -8856 83194 83826 -8856
Chr11 Normal NT_033927.5 AGGTCAGACTGACTG 16701776 SPUVE 16710590 16861555 -8814 16710631 16719246 -8855 16717714 16718865 -15938
Chr13 Complement NT_009952.13 GGGTCGGTATAACCC 15167235 VGCNL1 15158489 14795811 -8746 15158382 14797276 -8853 15141153 14797323 -26082
Chr1 Normal NT_021877.15 AGGTCACATAGACCT 6300587 LOC343041 6309439 6331398 -8852 6309439 6331398 -8852 6309439 6331398 -8852
Chr6 Complement NT_007592.13 GGGTCAGTGTGGCCA 33752867 PEX6 33744085 33728741 -8782 33744015 33728874 -8852 33744015 33729200 -8852
Chr2 Complement NT_022184.12 AGGTTGCAGTGACCC 65675722 ZFP103 65666870 65646457 -8852 65666870 65646457 -8852 65665943 65646900 -9779
Chr4 Normal NT_006081.15 GGGTCACCGTGAACG 722315 LOC348894 731166 741058 -8851 731166 741058 -8851 731166 741058 -8851
Chr11 Normal NT_033903.5 GGGTCAGACTGAGCC 9873332 SNX15 9882111 9908568 -8779 9882180 9908568 -8848 9882206 9889853 -8874
Chr11 Normal NT_033903.5 GGGTCAGACTGAGCC 9873332 SNX15 9882111 9908568 -8779 9882180 9908568 -8848 9895536 9907790 -22204
Chr5 Complement NT_023133.11 GGGCCAAGGTGACCT 20855570 KIAA1893 20846723 20832391 -8847 20846723 20832391 -8847 20836421 20833327 -19149
Chr12 Complement NT_078089.1 GGGTCAGCCTCACCT 789647 MGC14436 780801 740640 -8846 780801 740640 -8846 741478 740833 -48169
Chr5 Complement NT_029289.9 TGGTCAGTGTGACTT 7134646 LOC351862 7125801 7083789 -8845 7125801 7083789 -8845 7125779 7083789 -8867
Chr11 Complement NT_033899.5 AGGTCATAAAGACCT 15294865 DIBD1 15286021 15200696 -8844 15286021 15200726 -8844 15285922 15200838 -8943
Chr18 Normal NT_010966.13 CCGTCACAGTGACCT 15329902 LOC284245 15338746 15341213 -8844 15338746 15341213 -8844 15340453 15340743 -10551
Chr16 Complement NT_024812.10 GGGTCATTCAGACCC 1233393 LOC253992 1224550 1221210 -8843 1224550 1221210 -8843 1224060 1223638 -9333
Chr16 Complement NT_019609.11 TGGTCACCCTGATCC 695347 LOC342379 686505 595576 -8842 686505 595576 -8842 686505 595576 -8842
Chr11 Normal NT_033903.5 TGGTCATGGTGACTT 7715999 SLC3A2 7724841 7757609 -8842 7724841 7757531 -8842 7749763 7757432 -33764
Chr22 Normal NT_011522.4 AGGTCGCCCTGTCCT 405809 ARHGAP8 330804 524873 75005 414649 524803 -8840 448619 524686 -42810
Chr15 Normal NT_010274.15 GGGTCATAATGACCA 8236687 LOC342142 8245527 8305397 -8840 8245527 8305397 -8840 8245527 8305397 -8840
Chr6 Normal NT_034880.2 AGATCAGCCTGACCA 8133654 LOC352053 8142494 8211235 -8840 8142494 8211235 -8840 8142494 8211235 -8840
Chr3 Normal NT_005612.13 GGGTCACTCCCACCC 25282773 UPK1B 25291570 25323154 -8797 25291613 25323154 -8840 25304743 25321968 -21970
Chr3 Normal NT_022517.15 AAGTCATTCTGACCA 15737863 LOC285307 15746700 16150243 -8837 15746700 16150243 -8837 15933627 16144035 -195764
Chr14 Complement NT_026437.10 GGGTAGAAATGACCC 78570678 LOC341961 78561841 78466751 -8837 78561841 78466751 -8837 78561841 78466751 -8837
Chr15 Normal NT_010194.15 TGGTCAGCCGGACCT 12026467 MGC4504 12034958 12038320 -8491 12035302 12038320 -8835 12035393 12037583 -8926
Chr7 Complement NT_007914.12 AGCTCACTGTGACCT 9339392 DKFZp762I137 9330610 9309351 -8782 9330558 9309351 -8834 9330503 9310286 -8889
Chr1 Normal NT_077982.1 GGGTCAGAGCCACCT 77407 LOC339451 86241 87270 -8834 86241 87270 -8834 86426 87064 -9019
Chr8 Normal NT_030737.7 GGGTCACTCCCACCC 3509168 LPL 3517991 3545993 -8823 3518002 3545993 -8834 3518176 3544045 -9008
Chr8 Normal NT_008251.13 AGGTCAGTGTGACCC 683261 TACC1 633320 757857 49941 692093 757857 -8832 692413 752853 -9152
Chr2 Complement NT_022184.12 GGGTCAGGGTGACTG 53699927 LOC130951 53691366 53600943 -8561 53691096 53600943 -8831 53683334 53601775 -16593
Chr6 Normal NT_007592.13 CGGTCATGGAGACCC 18908349 LOC221584 18917180 18921744 -8831 18917180 18921744 -8831 18918888 18919259 -10539
Chr10 Normal NT_008583.15 GGGTCACTGCAACCT 24087679 LOC283064 24096507 24099170 -8828 24096507 24099170 -8828 24096809 24097186 -9130
Chr17 Complement NT_010783.13 AGATCAGCCTGACCA 13905389 APPBP2 13896580 13813502 -8809 13896562 13813502 -8827 13896274 13817924 -9115
Chr11 Complement NT_033899.5 TGGTCACATTGACAT 27400967 LOC219873 27392140 27391082 -8827 27392140 27391082 -8827 27392140 27391082 -8827
Chr1 Complement NT_034410.4 AGGTGACATTGACCC 2179844 RAB7L1 2171487 2164571 -8357 2171017 2164571 -8827 2170977 2166363 -8867
ChrX Complement NT_011786.13 GGCTCAATGCGACCC 4234760 SMARCA1 4225936 4148973 -8824 4225936 4148973 -8824 4225842 4150781 -8918
ChrX Normal NT_011651.13 AGATCAGCATGACCT 25699018 FLJ10097 25707840 25709974 -8822 25707840 25709974 -8822 25708886 25709248 -9868
Chr17 Complement NT_010718.13 AGGTTGCAGTGACCT 3720795 SPAG7 3711973 3703387 -8822 3711973 3703387 -8822 3711964 3703495 -8831
Chr2 Complement NT_005120.13 AGATCAGCCTGACCA 4262110 COL6A3 4253488 4163131 -8622 4253290 4163131 -8820 4235930 4163881 -26180



Chr21 Complement NT_011515.10 CGGTTAGCCTGACCT 3026793 MCM3AP 3018836 2967786 -7957 3017974 2967786 -8819 3017938 2967920 -8855
Chr4 Normal NT_077444.2 TGGTCAAATTTACCC 1941541 LOC345388 1950359 1952080 -8818 1950359 1952080 -8818 1950359 1952080 -8818
Chr18 Complement NT_010966.13 GGGTCACTCCCACCC 22355264 SYT4 22346557 22336961 -8707 22346446 22336961 -8818 22346348 22339408 -8916
ChrX Complement NT_011651.13 AGGTCATTTTGTCCA 28885539 LOC347399 28876722 28811507 -8817 28876722 28811507 -8817 28876722 28811507 -8817
Chr1 Complement NT_004525.15 AGGTCGCAGTGAGCC 1928138 FLJ35382 1919366 1902704 -8772 1919323 1905189 -8815 1915350 1905303 -12788
Chr9 Normal NT_023935.15 AGATCAGCCTGACCA 20144039 SPIN 20152773 20243046 -8734 20152854 20240146 -8815 20190940 20239631 -46901
Chr15 Normal NT_010194.15 AGGCCAGCCTGACCA 49033660 LOC348102 49042474 49045840 -8814 49042474 49045840 -8814 49045508 49045786 -11848
Chr4 Complement NT_006238.10 AGGTCGCAATGAGCT 7176475 FLJ20502 7167702 7154779 -8773 7167662 7154852 -8813 7167634 7155628 -8841
Chr1 Complement NT_077938.1 AGGTCATTGAGACCA 245080 DUSP10 240986 200234 -4094 236270 200234 -8810 238554 201222 -6526
Chr1 Complement NT_077938.1 AGGTCATTGAGACCA 245080 DUSP10 240986 200234 -4094 236270 200234 -8810 205061 201222 -40019
Chr14 Normal NT_026437.10 AGGTCAGGCCCACCC 63326993 LOC341926 63335802 63415636 -8809 63335802 63415636 -8809 63335802 63415636 -8809
Chr14 Complement NT_026437.10 AGGTTGCAGTGACCC 810516 TEP1 801708 756054 -8808 801708 756054 -8808 796726 756724 -13790
Chr15 Normal NT_010194.15 AGGTCAGGTTTACCA 33567123 LOC90982 33575930 33577444 -8807 33575930 33577444 -8807 33576593 33576949 -9470
Chr14 Complement NT_026437.10 GGGTCACTTTGACAT 35587241 DLG7 35578437 35534889 -8804 35578437 35534889 -8804 35575938 35535110 -11303
Chr6 Complement NT_007592.13 GGCTCACTGTGACCC 19278312 LOC222696 19269508 19257961 -8804 19269508 19258684 -8804 19262294 19260493 -16018
Chr3 Complement NT_005962.15 AGGTTAATGTGACCC 28518469 LOC348832 28509665 28509169 -8804 28509665 28509169 -8804 28509665 28509169 -8804
Chr8 Complement NT_037704.3 AGGTCAGGCGGACCT 197732 VPS28 190465 185563 -7267 188929 185563 -8803 188891 185751 -8841
Chr5 Normal NT_006576.13 AGGTCAGTATTACCA 25479441 LOC153683 25488243 25488968 -8802 25488243 25488968 -8802 25488386 25488688 -8945
Chr20 Complement NT_011362.8 AGGTGACCACGACCT 22447812 LOC350940 22439010 22410607 -8802 22439010 22410607 -8802 22439010 22410607 -8802
Chr10 Complement NT_030059.10 GGGGCAGTATGACCC 20537603 PKD2L1 20528801 20486469 -8802 20528801 20486469 -8802 20528418 20486711 -9185
Chr8 Complement NT_008183.16 TGGTCAGTCTGAACC 22834912 PRDM14 22826111 22806569 -8801 22826111 22806569 -8801 22824644 22806861 -10268
ChrX Normal NT_011568.12 TTGTCAGTGTGACCT 10377659 LOC286403 10386458 10415895 -8799 10386458 10415895 -8799 10403288 10403859 -25629
Chr4 Normal NT_016354.15 GGGTTACACTGACCA 17456199 LOC351609 17464997 17537373 -8798 17464997 17537373 -8798 17464997 17537373 -8798
Chr22 Complement NT_011520.9 AGGTCCAGATGACCC 18508004 DNAL4 18499208 18483567 -8796 18499208 18483567 -8796 18487790 18484508 -20214
Chr3 Complement NT_005612.13 TGCTCACTGTGACCT 31278383 SLC12A8 31329771 31201010 51388 31269587 31201529 -8796 31226339 31202262 -52044
Chr19 Normal NT_011295.10 GGGTCTTTATGACCT 3429537 FLJ14959 3438330 3451428 -8793 3438330 3451428 -8793 3438491 3450738 -8954
Chr12 Complement NT_019546.15 AGATCAGCCTGACCA 28969219 FLJ38508 28960426 28906038 -8793 28960426 28906038 -8793 28960404 28906288 -8815
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 124363 LOC352671 115572 86298 -8791 115572 86298 -8791 115572 86298 -8791
Chr22 Complement NT_011520.9 TGGTCACCAGGACCC 1706569 PPM1F 1697778 1664369 -8791 1697778 1664369 -8791 1690989 1668034 -15580
Chr1 Normal NT_004511.15 GGGTCGGCGTTACCC 3064898 FLJ12903 3064628 3106064 270 3073688 3106064 -8790 3073826 3081224 -8928
Chr3 Normal NT_005999.15 TGGTCACAATCACCT 4587346 LOC351569 4596134 4629011 -8788 4596134 4629011 -8788 4596134 4629011 -8788
Chr10 Complement NT_077569.2 AGGTCACTGTGTCCT 6288477 LOC219731 6299595 6254508 11118 6279690 6254508 -8787 6255142 6254774 -33335
Chr16 Normal NT_010505.13 AGGTGACAGTGACCT 2682246 NKD1 2690826 2776700 -8580 2691033 2776635 -8787 2691038 2776265 -8792
Chr12 Complement NT_019546.15 AGGTCACTGCAACCT 29673786 LOC341377 29665000 29614602 -8786 29665000 29614602 -8786 29665000 29614602 -8786
Chr22 Complement NT_011520.9 GGGTAAAGATGACCA 17667442 C22orf23 17658730 17648587 -8712 17658657 17648587 -8785 17658210 17649236 -9232
Chr15 Complement NT_077661.1 TGGTCTACATGACCC 426347 CPEB1 417564 332296 -8783 417564 332930 -8783 417247 333686 -9100
Chr3 Complement NT_005612.13 GGGTCATAAGGACCA 66575949 TSBF1 66567166 66554753 -8783 66567166 66554753 -8783 66556511 66555300 -19438
Chr9 Complement NT_008470.15 AGGACACTTTGACCC 1990748 LOC286359 1985366 1979540 -5382 1981967 1979540 -8781 1981174 1980773 -9574
Chr17 Normal NT_010783.13 GGGTCACCACAACCT 1011694 KPNB1 1020452 1054203 -8758 1020474 1054203 -8780 1020810 1052969 -9116
Chr19 Normal NT_011109.15 TGTTCAACTTGACCT 23239203 LOC284361 23247943 23254952 -8740 23247983 23254797 -8780 23247992 23253706 -8789
Chr1 Normal NT_004610.15 GGCTCAAGGTGACCT 2561277 DKFZp434D177 2569880 2614642 -8603 2570056 2614642 -8779 2574830 2613129 -13553
Chr8 Complement NT_008183.16 AGGCCACTCTGACCC 34484859 FLJ14007 34487172 34453699 2313 34476080 34456508 -8779 34476066 34457480 -8793
Chr19 Complement NT_011109.15 TGGCCAGGCTGACCT 11617538 HNRPL 11611196 11595247 -6342 11608759 11595247 -8779 11608731 11595580 -8807
Chr9 Complement NT_008413.15 AAGTCACAATGACCA 26248083 LOC352706 26239304 26210217 -8779 26239304 26210217 -8779 26239304 26210217 -8779
Chr3 Complement NT_005962.15 AGGTGATTATGACCA 25413915 LOC344900 25405138 25381891 -8777 25405138 25381891 -8777 25405138 25381891 -8777
Chr14 Normal NT_026437.10 ATGTCATGGTGACCA 1149645 FAM12B 1156718 1159234 -7073 1158419 1159234 -8774 1158438 1158881 -8793
Chr16 Normal NT_037887.3 AGTTCATGATGACCC 2008139 SLC9A3R2 2016913 2028397 -8774 2016913 2028397 -8774 2017009 2028253 -8870
Chr1 Complement NT_021953.15 GGGACATGTTGACCT 1234224 LOC253026 1225451 1202957 -8773 1225451 1202957 -8773 1225451 1202957 -8773
Chr14 Normal NT_026437.10 AGGTCAGAGAGACCT 1270915 RNASE3 1279685 1280637 -8770 1279685 1280637 -8770 1279974 1280456 -9059
Chr9 Complement NT_023935.15 AAGTCAGTGTGACCC 10798726 LOC352607 10789957 10786269 -8769 10789957 10786269 -8769 10789957 10786269 -8769
Chr16 Normal NT_037887.3 GGGTCACTCCCACCT 1808459 DKFZP566J2046 1817226 1818910 -8767 1817226 1818910 -8767 1817232 1817906 -8773
Chr9 Normal NT_024000.15 TGGTCTTAGTGACCC 629182 LOC286257 637949 639519 -8767 637949 639519 -8767 637975 639336 -8793
Chr6 Normal NT_007299.12 AGGTCAAGGTGAACT 25994099 SLC35A1 26000512 26042222 -6413 26002866 26042218 -8767 26002893 26041415 -8794
Chr15 Normal NT_010194.15 GGGTCACTGTAACCT 16778238 LOC145660 16787004 17012878 -8766 16787004 17012878 -8766 16930457 17009817 -152219
Chr15 Normal NT_010194.15 TGGTCATCCTGTCCT 30511217 MGC26690 30519983 30604798 -8766 30519983 30604798 -8766 30540446 30603188 -29229
Chr11 Complement NT_033899.5 AGGTCAGCATGACCA 22122910 LOC257340 22114146 22102421 -8764 22114146 22102421 -8764 22114146 22102421 -8764
Chr6 Complement NT_007299.12 AGGTCACCATGACCT 26104225 LOC349024 26095461 26093741 -8764 26095461 26093741 -8764 26094817 26094659 -9408
Chr3 Normal NT_005962.15 AGGTCACAGTGAGCT 19156019 LOC90113 19164783 19172579 -8764 19164783 19172579 -8764 19164902 19172289 -8883
Chr11 Complement NT_028310.10 GGGCCACCATGACCC 554758 CTSD 546576 515446 -8182 545995 534758 -8763 545862 535506 -8896
Chr19 Normal NT_011295.10 TGGTCAGGCTGATCT 4171480 RNASEH2A 4180205 4187256 -8725 4180241 4187142 -8761 4180290 4187082 -8810
Chr11 Complement NT_033903.5 AGGTCACTTTGACTT 12385251 DOC-1R 12376528 12374358 -8723 12376491 12374358 -8760 12375942 12374805 -9309
Chr5 Normal NT_006431.13 TGGTCTCACTGACCT 7928879 LOC345654 7937639 8106032 -8760 7937639 8106032 -8760 7937639 8106032 -8760
Chr6 Normal NT_007422.12 AGGTCGCAGTGAGCC 2490079 MRPL18 2497570 2506916 -7491 2498839 2506801 -8760 2498961 2506496 -8882
ChrX Normal NT_011651.13 AGGTCGCAGTGACCC 29744736 MYCL2 29753495 29756446 -8759 29753495 29756446 -8759 29753616 29754689 -8880
Chr3 Complement NT_005927.15 AGGTCAAAAAGACCA 11825959 LOC132001 11817202 11760769 -8757 11817202 11760769 -8757 11816959 11760828 -9000
Chr2 Complement NT_022184.12 GGCTCACCGCGACCT 22278435 ZFP36L2 22269678 22266639 -8757 22269678 22266639 -8757 22269387 22267391 -9048
Chr15 Complement NT_010194.15 TGGTAAATCTGACCC 19464843 LOC350148 19456087 19430714 -8756 19456087 19430714 -8756 19456087 19430714 -8756
Chr3 Normal NT_005612.13 GGGTCCATGTGACCT 34032686 LOC166348 34041441 34092893 -8755 34041441 34092893 -8755 34041441 34092893 -8755
Chr5 Normal NT_023133.11 AGGTCGTGGTGAGCC 1688027 LOC348938 1696782 1711282 -8755 1696782 1711282 -8755 1696887 1709526 -8860
Chr18 Normal NT_010859.12 AGGTTGCAGTGACCC 561603 CETN1 570357 571624 -8754 570357 571624 -8754 570409 570927 -8806
Chr19 Complement NT_011109.15 AGGTCACACTGAACT 18277181 RTN2 18268529 18256123 -8652 18268430 18256774 -8751 18268301 18257184 -8880
Chr2 Complement NT_022184.12 TGGTCAGGCTGATCT 44279852 LOC285167 44271102 44267744 -8750 44271102 44267744 -8750 44270751 44270419 -9101
Chr14 Normal NT_026437.10 GGGTCACTGCAACCT 49111311 LOC350057 49120061 49168073 -8750 49120061 49168073 -8750 49120061 49168073 -8750
Chr5 Normal NT_029289.9 GGGTCATGTTCACCA 15054681 LOC340078 15063429 15153256 -8748 15063429 15153256 -8748 15063429 15153256 -8748
Chr7 Complement NT_007819.13 AGGTCATCCTGCCCC 28331552 LOC346428 28322804 28320410 -8748 28322804 28320410 -8748 28322804 28320410 -8748
Chr6 Complement NT_007583.11 GGGTCCACCTGACCC 434895 LOC352098 426150 400459 -8745 426150 400459 -8745 426150 400459 -8745
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026719 MCM3AP 3018836 2967786 -7883 3017974 2967786 -8745 3017938 2967920 -8781
Chr22 Complement NT_019197.3 AGGTCACTCTGCCCC 222976 LOC150421 214232 212410 -8744 214232 212410 -8744 214217 213560 -8759
Chr7 Complement NT_007914.12 AGGTCATGGTGACTC 14481252 LOC346550 14472510 14366393 -8742 14472510 14366393 -8742 14472510 14366393 -8742
ChrX Normal NT_011786.13 CAGTCAAAGTGACCC 10115606 LOC158856 10124347 10128159 -8741 10124347 10128159 -8741 10127463 10127795 -11857
Chr4 Complement NT_022792.15 CAGTCATGGTGACCC 9257368 LOC345232 9248627 9209150 -8741 9248627 9209150 -8741 9248627 9209150 -8741
Chr17 Normal NT_010755.13 AGTTCACTGCGACCT 3708066 KLHL10 3716782 3727320 -8716 3716804 3727320 -8738 3716908 3727300 -8842
Chr16 Complement NT_010393.13 ATGTCATCGTGACCT 15547135 LOC342352 15538397 15520479 -8738 15538397 15520479 -8738 15538397 15520479 -8738
Chr13 Complement NT_009799.12 AGCTCACTGCGACCT 5056533 LOC341770 5047800 5020304 -8733 5047800 5020304 -8733 5047800 5020304 -8733
Chr12 Normal NT_009775.13 GGCTCACTGCGACCT 1724092 MGC14433 1732825 1734592 -8733 1732825 1734592 -8733 1732990 1733142 -8898
Chr7 Complement NT_007741.12 AGGTCAGCAAGACCC 2110358 LOC346311 2101626 2072161 -8732 2101626 2072161 -8732 2101626 2072161 -8732
Chr13 Normal NT_027140.5 TGGTCTAGGTGACCT 1264420 F10 1273138 1299847 -8718 1273151 1299847 -8731 1273176 1299837 -8756
Chr9 Complement NT_023935.15 GTGTCACTTTGACCC 329046 MGC34760 320315 316032 -8731 320315 316032 -8731 320262 316707 -8784
Chr6 Complement NT_007592.13 GGGTCACTGCAACCT 16991113 HIST1H2BC 16982383 16981946 -8730 16982383 16981946 -8730 16982383 16982003 -8730
Chr12 Normal NT_009714.15 TGTTCAGGATGACCT 19098766 SSPN 19107247 19144862 -8481 19107496 19144862 -8730 19107580 19142983 -8814
Chr2 Normal NT_022184.12 GGGTCAGACTGCCCA 67800228 LOC253233 67808957 67849666 -8729 67808957 67849663 -8729 67827981 67848454 -27753
Chr12 Normal NT_019546.15 GGGTCAGGCTGACAA 27931789 HCF-2 27940509 27979843 -8720 27940517 27979433 -8728 27940529 27979241 -8740
Chr17 Complement NT_010718.13 AGGTCGTAGTGAGCT 3319493 FLJ90165 3310766 3307119 -8727 3310766 3307119 -8727 3310706 3308200 -8787



Chr10 Normal NT_031847.7 GGGTCACTGCAACCT 394267 LOC347771 402992 404180 -8725 402992 404180 -8725 402992 404180 -8725
Chr9 Complement NT_078083.1 TGGTCACCGTCACCC 124296 LOC352671 115572 86298 -8724 115572 86298 -8724 115572 86298 -8724
Chr1 Complement NT_077982.1 AGGTCGTCAGGACCT 110082 MGC13275 101358 99921 -8724 101358 99921 -8724 101293 100888 -8789
Chr16 Complement NT_010393.13 CCGTCACACTGACCT 3197345 HSPC055 3203303 3156655 5958 3188624 3156655 -8721 3188426 3157385 -8919
Chr10 Normal NT_077572.1 GGGTCACTGCAACCT 176792 LOC347783 185511 186699 -8719 185511 186699 -8719 185511 186699 -8719
Chr2 Complement NT_005403.13 TGGTCATTCTTACCC 7803714 LOC130402 7794997 7793626 -8717 7794997 7793626 -8717 7794997 7793626 -8717
Chr14 Normal NT_026437.10 TTGTCAGGCTGACCC 44113228 LOC341894 44121945 44122684 -8717 44121945 44122684 -8717 44121945 44122684 -8717
Chr9 Normal NT_023935.15 AGGTCAAAACAACCT 8760337 LOC347115 8769054 8811127 -8717 8769054 8811127 -8717 8769054 8811127 -8717
Chr14 Complement NT_026437.10 ATGTCATCACGACCT 85677718 BRF1 85683602 85577301 5884 85669005 85577301 -8713 85609359 85578564 -68359
Chr17 Normal NT_078100.1 AGGTTGCAGTGACCC 1115447 DUSP14 1124096 1147751 -8649 1124159 1147746 -8712 1146527 1147123 -31080
Chr6 Complement NT_025741.12 CAGTCAAACTGACCC 38030081 LOC345915 38021369 38001965 -8712 38021369 38001965 -8712 38021369 38001965 -8712
Chr4 Complement NT_077444.2 AGGTCAAAGTTACCA 485173 FLJ21934 476462 453332 -8711 476462 453332 -8711 476392 454679 -8781
ChrX Complement NT_011669.13 TGGTCAGCCTCACCC 6748525 LOC347515 6739814 6722851 -8711 6739814 6722851 -8711 6739814 6722851 -8711
Chr12 Normal NT_029419.10 GGGTCACTCCCACCC 11011617 MGC35033 11019621 11033471 -8004 11020328 11033471 -8711 11020386 11032028 -8769
Chr14 Complement NT_026437.10 GGGGCACGCCGACCC 3966116 AP1G2 3957407 3948904 -8709 3957407 3948904 -8709 3956651 3949086 -9465
Chr17 Complement NT_010641.13 GGGTCACGATGTCCT 6756520 GRIN2C 6748768 6729972 -7752 6747811 6729972 -8709 6743035 6730378 -13485
Chr20 Complement NT_011362.8 TGGCCAAACTGACCC 10240830 LOC339573 10232121 10223104 -8709 10232121 10223104 -8709 10226878 10223132 -13952
Chr5 Normal NT_029289.9 AGGGCAACTTGACCC 9405883 LOC351863 9414591 9464429 -8708 9414591 9464429 -8708 9414591 9464429 -8708
Chr9 Complement NT_008470.15 GGGTCAGCTTGACTG 33317728 ZDHHC12 33309037 33305786 -8691 33309020 33305786 -8708 33309007 33306095 -8721
Chr6 Complement NT_007592.13 AGGCCAGTGTGACCA 34143016 ZFP318 34134343 34075998 -8673 34134308 34100935 -8708 34130164 34102023 -12852
Chr6 Normal NT_007592.13 GGGTCAAAATGACAC 17271891 BTN2A3 17279890 17290094 -7999 17280598 17290094 -8707 17280598 17290094 -8707
Chr1 Complement NT_021877.15 AGGTCACAAAGACCC 5157569 LOC343035 5148862 5111174 -8707 5148862 5111174 -8707 5148862 5111174 -8707
Chr14 Normal NT_026437.10 AGCTCGGGCTGACCT 81448160 LOC145601 81456289 81459312 -8129 81456865 81459312 -8705 81457016 81457403 -8856
Chr15 Normal NT_010194.15 AGATCAGCCTGACCA 10654254 THBS1 10662902 10679276 -8648 10662959 10679276 -8705 10663670 10677181 -9416
Chr10 Complement NT_008705.14 AGGTCGAAGTGAGCC 20675817 LOC347813 20667113 20647330 -8704 20667113 20647330 -8704 20667023 20655140 -8794
Chr12 Normal NT_029419.10 AGGACAACCTGACCC 16424150 LOC349799 16432854 16469279 -8704 16432854 16469279 -8704 16432854 16469279 -8704
Chr1 Complement NT_021937.15 TGGTCATGGTGACCT 2439624 NPPB 2430922 2429458 -8702 2430922 2429458 -8702 2430824 2429646 -8800
Chr11 Normal NT_033903.5 GGGTCAGCCTCACCC 13908053 TPCN2 13916754 14030296 -8701 13916754 13956381 -8701 13916855 13955809 -8802
Chr2 Normal NT_026970.9 AGGCCACAGTGACCC 356608 MAL 365258 393564 -8650 365308 393564 -8700 365367 393029 -8759
Chr20 Normal NT_011333.5 GGGTCCGACTGACCC 912303 MGC5356 921003 924663 -8700 921003 924663 -8700 923647 924603 -11344
Chr12 Complement NT_029419.10 AGGACGGGGTGACCT 16930486 ZFP385 16928376 16906226 -2110 16921787 16906226 -8699 16921604 16907346 -8882
Chr10 Complement NT_017696.14 GGGTCAGCTTGGCCT 197346 MGC35285 191397 169275 -5949 188648 169275 -8698 185531 169829 -11815
Chr22 Normal NT_011520.9 AGGTCACCAGGACCC 21395861 LOC200321 21404557 21446548 -8696 21404557 21446548 -8696 21404597 21446482 -8736
Chr1 Complement NT_037485.3 GGGTAATGGTGACCT 1829658 LOC148354 1820964 1819475 -8694 1820964 1819475 -8694 1820938 1819839 -8720
Chr12 Complement NT_019546.15 AGGTCAAAACAACCT 16813851 EEA1 16805219 16651321 -8632 16805158 16651321 -8693 16805033 16651981 -8818
Chr8 Complement NT_008046.13 GAGTCAGAATGACCA 47001783 FLJ33069 46993177 46942457 -8606 46993091 46942457 -8692 46991388 46943476 -10395
Chr10 Complement NT_017795.15 TGGTCCCAATGACCC 423424 LOC349467 414733 399647 -8691 414733 399647 -8691 414733 399647 -8691
Chr20 Normal NT_011387.8 AGGTCACCGTGATCT 69496 DEFB127 78111 79804 -8615 78186 79665 -8690 78186 79665 -8690
Chr1 Complement NT_032977.5 TGCTCAGAATGACCC 21420364 FLJ20354 21411675 21390169 -8689 21411675 21392383 -8689 21411592 21393772 -8772
Chr9 Normal NT_023935.15 AAGTCATGGTGACCA 3920226 GDA 3894085 4036583 26141 3928915 4027962 -8689 3929008 4027790 -8782
Chr11 Normal NT_033903.5 GGCTCAGACCGACCC 6615440 C11orf9 6621388 6657256 -5948 6624128 6657256 -8688 6624163 6654882 -8723
Chr17 Complement NT_024871.10 GGGTCGCCCTGTCCC 1409668 LOC284180 1400980 1399022 -8688 1400980 1399022 -8688 1400965 1399093 -8703
Chr7 Normal NT_007914.12 AGGACACAATGACCT 11031971 HCA112 11040612 11044978 -8641 11040657 11044978 -8686 11041410 11044727 -9439
Chr22 Complement NT_011520.9 AGGTCACTGTGACCA 13791180 LOC343877 13782494 13712105 -8686 13782494 13712105 -8686 13782494 13712105 -8686
Chr10 Complement NT_033985.5 AGGTCAGAATGGCCC 2875341 LOC340769 2866658 2858816 -8683 2866658 2858816 -8683 2866658 2858816 -8683
Chr6 Normal NT_034880.2 AGGTCACTGCAACCT 7917654 MGC26597 7926337 7930575 -8683 7926337 7930575 -8683 7926769 7928307 -9115
Chr2 Normal NT_022135.13 TGGTCCCTGTGACCT 255678 FLJ11042 197932 559664 57746 264357 559664 -8679 264405 558818 -8727
Chr6 Normal NT_034874.2 AGCTCAGTTTGACCA 919309 MOG 927988 943551 -8679 927988 943551 -8679 928390 942365 -9081
Chr17 Complement NT_010641.13 AGGTCAGACTGGCCA 4500142 LOC146794 4491464 4486859 -8678 4491464 4486859 -8678 4487351 4487037 -12791
Chr6 Normal NT_033951.3 AGCTCAGTTTGACCA 1071215 MOG 1079893 1095457 -8678 1079893 1095457 -8678 1080295 1094263 -9080
Chr9 Normal NT_008470.15 TGCTCAGCTTGACCT 8674348 SMC2L1 8682960 8730119 -8612 8683026 8728356 -8678 8684085 8728015 -9737
Chr10 Normal NT_008583.15 AGGTTGCAGTGACCT 9116135 LOC222346 9124811 9139993 -8676 9124811 9139993 -8676 9128499 9139799 -12364
Chr6 Normal NT_007592.13 AGCTCAGTTTGACCA 20474064 MOG 20482740 20498360 -8676 20482740 20498360 -8676 20483142 20497166 -9078
Chr6 Complement NT_007592.13 AGCTCAGGTTGACCA 47106693 LOC221341 47098018 47093752 -8675 47098018 47093752 -8675 47095049 47093752 -11644
Chr14 Complement NT_026437.10 GGGTCAGTCTGCCCC 26490034 LOC350027 26481360 26329516 -8674 26481360 26329516 -8674 26481360 26329516 -8674
Chr16 Complement NT_010552.13 GGGTCAGTTTGGCCC 2466149 MGC45438 2457475 2435558 -8674 2457475 2435558 -8674 2457457 2435783 -8692
Chr11 Normal NT_008984.15 TGGACAGGCTGACCT 5673837 KIAA1731 5682510 5690384 -8673 5682510 5690384 -8673 5682521 5690272 -8684
Chr11 Complement NT_035113.4 AGCTCATTCTGACCG 450951 EPS8R2 442279 420585 -8672 442279 420585 -8672 438994 421347 -11957
Chr8 Normal NT_008046.13 GGGTAAAACTGACCC 17593288 CTHRC1 17601916 17613394 -8628 17601959 17613388 -8671 17602058 17613001 -8770
Chr2 Normal NT_022184.12 GGGTGGGAGTGACCC 42751555 LOC348693 42760226 42760860 -8671 42760226 42760860 -8671 42760226 42760860 -8671
Chr4 Complement NT_037645.2 GGGTGGTATTGACCT 51032 LOC351730 42361 37501 -8671 42361 37501 -8671 42361 37501 -8671
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026645 MCM3AP 3018836 2967786 -7809 3017974 2967786 -8671 3017938 2967920 -8707
Chr11 Normal NT_035113.4 GGTTCATGGTGACCA 840788 LOC347865 849458 850513 -8670 849458 850513 -8670 849494 850483 -8706
Chr20 Normal NT_011387.8 AGGCCAATCTGACCT 13191764 C20orf82 13200433 13221298 -8669 13200433 13221298 -8669 13219661 13220197 -27897
Chr8 Complement NT_037704.3 TGCTCACGCTGACCC 288399 RECQL4 279792 273238 -8607 279731 273377 -8668 279731 273378 -8668
Chr3 Complement NT_005535.15 AGGTCGCTTTCACCC 124929 FLJ20986 116262 66895 -8667 116262 66895 -8667 114504 68258 -10425
Chr9 Normal NT_008470.15 AGGTCGCAGTGAGCC 32876352 FLJ21673 32885019 32886866 -8667 32885019 32886866 -8667 32885828 32886253 -9476
Chr11 Normal NT_033899.5 GGGTCACATGGACCC 34992297 LOC341086 35000964 35040209 -8667 35000964 35040209 -8667 35000964 35040209 -8667
Chr14 Normal NT_026437.10 GGGTCATTGTCACCA 53615630 MGC50452 53624296 53661386 -8666 53624296 53661386 -8666 53626528 53660012 -10898
Chr1 Normal NT_077915.1 GGGCCAGGGTGACCA 218227 LOC163688 226892 229078 -8665 226892 229078 -8665 227065 228977 -8838
Chr9 Normal NT_008413.15 AGGTCACACTGACAC 20309204 LOC347214 20317868 20321885 -8664 20317868 20321885 -8664 20317868 20321885 -8664
Chr11 Normal NT_033899.5 TGGTCACCGTGGCCT 28493393 LOC347836 28502056 28504090 -8663 28502056 28504090 -8663 28503101 28503745 -9708
Chr10 Normal NT_030059.10 GGCTCACTGCGACCT 39915504 SAC2 39924167 40027348 -8663 39924167 40027210 -8663 39924333 40025850 -8829
Chr7 Complement NT_007758.10 AGGTCACAATGAACC 3488626 GUSB 3480052 3458444 -8574 3479965 3458444 -8661 3479939 3458653 -8687
Chr2 Normal NT_005403.13 AGATCACCCTGACCT 29823278 LOC351327 29831939 29853428 -8661 29831939 29853428 -8661 29831939 29853428 -8661
Chr3 Complement NT_006014.14 TGGTCACACTGGCCT 1064803 MST1R 1056143 1039511 -8660 1056143 1039511 -8660 1056115 1039813 -8688
Chr20 Normal NT_011362.8 GGGTCATCTTGCCCG 9564454 PPGB 9572876 9580364 -8422 9573114 9580364 -8660 9573116 9579997 -8662
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 124229 LOC352671 115572 86298 -8657 115572 86298 -8657 115572 86298 -8657
Chr12 Complement NT_025028.13 GGGTCAGAGGGACCA 2637191 SDS 2628570 2617308 -8621 2628534 2617308 -8657 2624392 2617625 -12799
Chr19 Complement NT_011109.15 AGGCCAGCCTGACCA 25509981 MGC5384 25506481 25474258 -3500 25501325 25474258 -8656 25476099 25475644 -33882
Chr11 Normal NT_033903.5 AGGTCATCCTGTCCT 10571369 HTATIP 10580024 10587600 -8655 10580024 10587600 -8655 10580265 10587177 -8896
Chr15 Complement NT_010194.15 GGGCCATCGTGACCT 15820165 LOC342024 15811510 15811160 -8655 15811510 15811160 -8655 15811510 15811160 -8655
Chr17 Complement NT_010718.13 TGGTCACTGTGCCCT 16247499 RASD1 16238844 16236892 -8655 16238844 16236892 -8655 16238632 16237576 -8867
Chr21 Complement NT_030188.2 AGGTCTTTATGACCT 493444 TFF3 485087 481109 -8357 484789 481510 -8655 484789 481692 -8655
Chr14 Complement NT_026437.10 GGGTGGACTTGACCC 74352462 ASB2 74363117 74320540 10655 74343808 74320554 -8654 74343319 74321043 -9143
Chr10 Normal NT_030059.10 GGGTCAAACTGAGCT 21222073 BA108L7 21229549 21239555 -7476 21230727 21239555 -8654 21233010 21237900 -10937
Chr5 Complement NT_029289.9 TAGTCAGCATGACCT 6655537 LOC153770 6646883 6626814 -8654 6646883 6626814 -8654 6646811 6626932 -8726
Chr2 Normal NT_022184.12 GGGTCACTGTGGCCC 12468696 GRP3 12477349 12605605 -8653 12477349 12605591 -8653 12556137 12603737 -87441
Chr8 Normal NT_037704.3 GGGTCACTGCAACCT 805734 FLJ20989 814385 817974 -8651 814385 817974 -8651 814437 816102 -8703
Chr15 Complement NT_035325.4 TGGTCACCTTGTCCT 2571488 WINS1 2568274 2551171 -3214 2562837 2551171 -8651 2562784 2551180 -8704
Chr4 Normal NT_022792.15 AGGTTGCAGTGACCC 16130047 LOC351707 16138697 16169560 -8650 16138697 16169560 -8650 16152408 16169560 -22361
Chr11 Normal NT_033899.5 TGGTCAGAGTGACCT 37658006 ACAD8 37666655 37678992 -8649 37666655 37678992 -8649 37666743 37678102 -8737
Chr7 Normal NT_007933.12 AGGTTGCAGTGACCT 14182226 FLJ32110 14190874 14200562 -8648 14190874 14200562 -8648 14196996 14200562 -14770



Chr21 Complement NT_011512.8 CTGTCATTATGACCT 17169542 LOC343758 17160895 17104797 -8647 17160895 17104797 -8647 17160895 17104797 -8647
Chr1 Normal NT_004610.15 AGGACAAAATGACCA 1307190 FLJ25429 1315828 1323218 -8638 1315836 1321563 -8646 1320305 1321147 -13115
Chr17 Complement NT_010799.13 AGGCCACTGTGACCC 8501944 FLJ10260 8493323 8471870 -8621 8493299 8471870 -8645 8483827 8472137 -18117
Chr17 Complement NT_010799.13 TGGTCAAAGTGACAC 1940640 LOC350461 1931995 1925417 -8645 1931995 1925417 -8645 1931995 1925417 -8645
Chr19 Complement NT_011295.10 AGGTCACAGTGAGCC 8787826 BST2 8779259 8776558 -8567 8779186 8776558 -8640 8779186 8777306 -8640
Chr17 Complement NT_024871.10 AGGTCGGCGTGGCCT 1769338 LOC284187 1760837 1751376 -8501 1760698 1752715 -8640 1760682 1755195 -8656
Chr17 Complement NT_010718.13 TGGTCAATTTGACCG 14013666 PMP22 14007781 13972234 -5885 14005026 13972234 -8640 14003181 13973371 -10485
Chr19 Complement NT_011295.10 GGGTCATGCTCACCC 6057249 EMR3 6048612 5992854 -8637 6048612 5992854 -8637 6048384 5993047 -8865
Chr6 Complement NT_025741.12 GGTTCAGGCTGACCA 12504863 LOC285752 12496227 12494935 -8636 12496227 12494935 -8636 12496201 12494990 -8662
Chr11 Normal NT_035113.4 TGGTCAGGGAGACCT 118054 MUC6 126689 131140 -8635 126689 131140 -8635 126751 130508 -8697
Chr18 Normal NT_010879.13 AGGTCATTCAGACCT 2013904 FLJ21172 2022538 2034567 -8634 2022538 2034567 -8634 2022676 2034335 -8772
Chr5 Normal NT_023089.13 TGGTCATTTTGGCCT 15914942 LOC345721 15923573 16044184 -8631 15923573 16044184 -8631 15923600 16044184 -8658
Chr6 Complement NT_007592.13 TGGTCAGGCTGGCCT 25199609 RPS10 25190979 25182358 -8630 25190979 25182358 -8630 25190125 25182410 -9484
Chr19 Complement NT_011295.10 TGGCCAGGCTGACCC 10278384 GDF1 10270286 10242156 -8098 10269755 10242156 -8629 10243918 10242208 -34466
Chr12 Normal NT_029419.10 GGCTCACTACGACCT 12632485 GPD1 12641054 12648399 -8569 12641114 12646943 -8629 12641140 12646608 -8655
Chr17 Normal NT_010755.13 GTGTCACCGTGACCC 2201465 RARA 2188168 2236616 13297 2210092 2236616 -8627 2210193 2235200 -8728
Chr2 Normal NT_022184.12 GGCTCACTGTGACCT 17812693 GEMIN6 17794609 17825530 18084 17821319 17825037 -8626 17822066 17824967 -9373
Chr19 Complement NT_011109.15 GGGTCAGAAAGACCT 26882811 OSCAR 26874186 26866125 -8625 26874186 26866125 -8625 26872273 26866676 -10538
Chr4 Complement NT_022792.15 CGGTCAACTTTACCC 575851 SPOCK3 567262 66059 -8589 567226 66857 -8625 566845 67594 -9006
Chr8 Normal NT_023684.15 CAGTCACCCTGACCC 275979 GLI4 282682 292174 -6703 284603 292174 -8624 284642 292049 -8663
Chr9 Normal NT_008413.15 AGGACAAAATGACCC 32366028 ACO1 32374619 32440831 -8591 32374651 32440831 -8623 32395506 32440110 -29478
Chr12 Complement NT_029419.10 TGGTCACAATGATCT 9753681 LOC283468 9745060 9742988 -8621 9745060 9742988 -8621 9744659 9744315 -9022
Chr17 Complement NT_010718.13 GGGTAGCGCTGACCT 15732425 LOC284191 15723804 15718450 -8621 15723804 15718450 -8621 15719917 15719552 -12508
Chr11 Complement NT_033903.5 AGGTGAGCCTGACCA 10447018 LOC254100 10438399 10436479 -8619 10438399 10436479 -8619 10437655 10437278 -9363
Chr2 Normal NT_022184.12 AGGGCAGGCTGACCC 6273926 LOC285125 6282545 6284765 -8619 6282545 6284765 -8619 6282776 6283081 -8850
Chr4 Complement NT_037622.3 AGATCAGCCTGACCA 924423 GAK 915999 832896 -8424 915805 832896 -8618 915805 833291 -8618
Chr20 Normal NT_011362.8 GGGTGAAGCTGACCC 12979164 LOC339578 12987782 13009882 -8618 12987782 13009882 -8618 12987782 13009882 -8618
Chr16 Normal NT_024812.10 TGGGCATCCTGACCT 2164710 RNF40 2173266 2186203 -8556 2173328 2186203 -8618 2173534 2185102 -8824
Chr17 Complement NT_010641.13 AAGTCATGCTGACCA 605277 LOC342495 596660 574889 -8617 596660 574889 -8617 596660 574889 -8617
Chr14 Normal NT_026437.10 TGGTCAGGCTGGCCT 49111445 LOC350057 49120061 49168073 -8616 49120061 49168073 -8616 49120061 49168073 -8616
Chr6 Normal NT_034880.2 GGGTAATACTGACCT 1508344 LOC352045 1516959 1522020 -8615 1516959 1522020 -8615 1516959 1522020 -8615
Chr11 Normal NT_033927.5 TGGTCAGGCTGATCT 2118258 FOLR2 2126872 2132018 -8614 2126872 2132018 -8614 2128658 2131835 -10400
Chr14 Complement NT_026437.10 CGGTCCTAATGACCC 5937878 LOC341817 5929264 5820527 -8614 5929264 5820527 -8614 5929264 5820527 -8614
Chr2 Complement NT_005403.13 AGGTCAGCCTGACCA 61347847 MYL1 61339233 61314213 -8614 61339233 61314213 -8614 61327604 61315106 -20243
Chr8 Normal NT_023666.15 AGCTCACTGTGACCT 498555 PIWIL2 507140 587897 -8585 507169 587897 -8614 511213 587331 -12658
Chr11 Complement NT_009237.15 GGATCAAGTCGACCC 25167663 CD59 25159078 25120914 -8585 25159053 25131327 -8610 25145095 25132776 -22568
Chr17 Complement NT_010718.13 ATGTCAGACTGACCT 6682560 MUM2 6674244 6672470 -8316 6673950 6672727 -8610 6673950 6672727 -8610
Chr2 Complement NT_022184.12 TGGTCACTCTGACAC 39605156 BCL11A 39596700 39494234 -8456 39596549 39494234 -8607 39596337 39495632 -8819
Chr7 Complement NT_007933.12 AGGTCACTGTAACCT 55332300 COPG2 55323693 55321273 -8607 55323693 55321273 -8607 55323667 55321707 -8633
Chr17 Complement NT_010718.13 TGGCCATTCTGACCT 2675457 P2RX1 2666850 2646775 -8607 2666850 2646775 -8607 2666409 2647998 -9048
Chr3 Complement NT_005927.15 AGGTCAAGCTGACAC 12774481 LOC344866 12765875 12757791 -8606 12765875 12757791 -8606 12765875 12757791 -8606
Chr2 Normal NT_022184.12 AGGTGGTAGTGACCT 1648400 LOC344294 1657005 1837746 -8605 1657005 1837746 -8605 1683437 1837746 -35037
Chr2 Complement NT_022184.12 CGGTCACTGTAACCT 26228185 CALM2 26219582 26203237 -8603 26219582 26203237 -8603 26219514 26203847 -8671
Chr12 Complement NT_009775.13 GGGGCATTCTGACCA 2637136 SDS 2628570 2617308 -8566 2628534 2617308 -8602 2624392 2617625 -12744
Chr11 Normal NT_033903.5 AGGTCACAGTGAGCT 6341259 FLJ32771 6349859 6359666 -8600 6349859 6359666 -8600 6350549 6359309 -9290
Chr8 Complement NT_008183.16 AGGTCACTCCCACCC 22598356 SLC21A15 22589848 22427124 -8508 22589757 22427124 -8599 22587457 22427653 -10899
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026571 MCM3AP 3018836 2967786 -7735 3017974 2967786 -8597 3017938 2967920 -8633
Chr16 Complement NT_010552.13 AGGTTGCTATGACCC 283269 LOC342339 274674 249647 -8595 274674 249647 -8595 274674 249647 -8595
Chr2 Complement NT_022184.12 TGGTCACTCTGACAC 39605156 BCL11A 39596700 39494234 -8456 39596565 39500266 -8591 39596337 39495632 -8819
Chr13 Complement NT_024524.12 GGGTCACCCCCACCT 17681978 CHC1L 17681808 17637593 -170 17673387 17637593 -8591 17670567 17638739 -11411
Chr5 Complement NT_006576.13 AGGTCACAGTGAGCC 23648948 C6 23688286 23569082 39338 23640358 23569082 -8590 23630078 23569673 -18870
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 124161 LOC352671 115572 86298 -8589 115572 86298 -8589 115572 86298 -8589
Chr8 Normal NT_008183.16 TGGTTATCCTGACCC 14536718 LOC346967 14545306 14571295 -8588 14545306 14571295 -8588 14545306 14571295 -8588
Chr22 Normal NT_011520.9 AGGTCACACAGACCT 1120275 KIAA1666 1128862 1134336 -8587 1128862 1134336 -8587 1128999 1133636 -8724
Chr12 Normal NT_019546.15 AAGTCATGCTGACCC 26825196 ASCL1 26833654 26836477 -8458 26833782 26835769 -8586 26834213 26834923 -9017
Chr19 Normal NT_011295.10 GGGTCAGAGAGACCC 9373194 CLONE24945 9374743 9387711 -1549 9381779 9387711 -8585 9381922 9386577 -8728
Chr16 Complement NT_010498.13 GGGTCATGGTGACAC 4638672 FLJ31547 4680155 4600851 41483 4630087 4600913 -8585 4629938 4601148 -8734
Chr18 Normal NT_010966.13 TGGTCAAACTGATCT 11022658 LOC342705 11031243 11062498 -8585 11031243 11062498 -8585 11031243 11062498 -8585
Chr16 Complement NT_024797.13 TGCTCAGTCTGACCC 12218130 LOC350339 12209545 12185791 -8585 12209545 12185791 -8585 12209545 12185791 -8585
Chr9 Complement NT_008470.15 GTGTCAGTTTGACCA 24976618 LOC352762 24968034 24948646 -8584 24968034 24948646 -8584 24968034 24948646 -8584
Chr19 Complement NT_011109.15 AGGTTAGAATGACCC 13001090 FLJ30373 12992516 12990185 -8574 12992507 12990185 -8583 12992506 12991928 -8584
Chr17 Complement NT_010718.13 AGGTCACACTGAGCC 12748340 LOC342560 12739757 12646161 -8583 12739757 12646161 -8583 12739757 12646161 -8583
Chr19 Normal NT_011255.13 CGGCCAGGATGACCC 2260097 SPPL2B 2268680 2294797 -8583 2268680 2293214 -8583 2274619 2293207 -14522
Chr11 Normal NT_009237.15 GGGTGAAAGTGACCC 39651633 LOC119764 39660215 39661126 -8582 39660215 39661126 -8582 39660215 39661126 -8582
Chr6 Complement NT_023451.12 GGCTCACAATGACCT 6364024 LOC345850 6355442 6287608 -8582 6355442 6287608 -8582 6355442 6287608 -8582
Chr11 Normal NT_033903.5 GGGTCAGTGTGACAG 5195040 MS4A6E 5203620 5210073 -8580 5203620 5209706 -8580 5203634 5208693 -8594
ChrX Complement NT_011786.13 TGGTCAAACTGCCCC 13276325 FLJ30672 13267746 13265155 -8579 13267746 13265155 -8579 13267501 13267130 -8824
Chr17 Complement NT_024871.10 AGGTCAGTGCGGCCT 1862457 LOC350481 1853879 1835202 -8578 1853879 1835202 -8578 1853879 1835202 -8578
ChrX Complement NT_078110.1 CGCTCAGCCTGACCT 107755 LOC352874 99177 98905 -8578 99177 98905 -8578 99177 98905 -8578
Chr19 Complement NT_011109.15 AGGTCAATTTGTCCT 14146833 MGC4093 14138296 14128545 -8537 14138255 14128545 -8578 14137642 14128823 -9191
Chr10 Normal NT_008583.15 GGCTCAGGCCGACCT 30004526 LOC347804 30013100 30025609 -8574 30013100 30023679 -8574 30014538 30023413 -10012
Chr11 Complement NT_035113.4 TGGTCAGGGTCACCT 948909 RIC-8 941354 933757 -7555 940335 933757 -8574 940010 934515 -8899
Chr6 Complement NT_034880.2 AGGTCATCCTGGCCC 3221084 FLJ22174 3212511 3209209 -8573 3212511 3209209 -8573 3210803 3210342 -10281
Chr17 Normal NT_010718.13 AGGTCAGCCTGAGCA 14951101 PIGL 14959661 15094248 -8560 14959673 15068708 -8572 14959678 15068349 -8577
Chr7 Complement NT_007914.12 AGGTCTTTGTGACCT 11435820 ASB10 11427249 11415556 -8571 11427249 11415556 -8571 11426988 11415970 -8832
Chr11 Complement NT_033903.5 AGGTCATCTTGCCCA 9848654 LOC283129 9840083 9805513 -8571 9840083 9806227 -8571 9827403 9806521 -21251
Chr11 Complement NT_033903.5 AGGTCACAGTGAGCT 2408029 TIMM10 2399541 2397201 -8488 2399461 2397201 -8568 2398927 2397455 -9102
Chr19 Complement NT_011109.15 GGGTTGAACTGACCT 21852955 KCNA7 21844388 21838865 -8567 21844388 21838865 -8567 21844032 21841510 -8923
Chr22 Complement NT_011519.10 AGGTCTGTGTGACCT 3621873 LOC348601 3613306 3607832 -8567 3613306 3607832 -8567 3613169 3608532 -8704
Chr8 Normal NT_023684.15 AGGTCAGGCCGACTC 435615 LOC349167 444182 445896 -8567 444182 445896 -8567 444296 445896 -8681
Chr2 Complement NT_022135.13 ATGTCATTTTGACCT 11964668 LOC351105 11956101 11867295 -8567 11956101 11867295 -8567 11956101 11867295 -8567
Chr9 Complement NT_024000.15 AGGTCACACCGAGCC 700300 NPDC1 692046 683245 -8254 691734 685002 -8566 691520 685303 -8780
Chr22 Normal NT_011519.10 AGGCCACAGTGACCG 3211419 DGCR8 3219984 3229366 -8565 3219984 3229366 -8565 3225637 3229366 -14218
Chr14 Complement NT_026437.10 GGGTCACTGTGACTG 84507649 C14orf76 84499086 84493608 -8563 84499086 84493608 -8563 84498991 84495618 -8658
Chr1 Complement NT_004610.15 AGGTTGCAGTGACCT 1646467 FLJ12875 1637904 1629193 -8563 1637904 1629193 -8563 1637767 1630433 -8700
Chr14 Normal NT_026437.10 AGGTCAGTGTGAGCC 81270745 LOC283602 81279306 81280727 -8561 81279306 81280727 -8561 81280060 81280377 -9315
Chr7 Complement NT_007819.13 AGGTCGAAGTGAGCC 45109229 LOC285961 45100669 45055503 -8560 45100669 45055503 -8560 45060012 45057307 -49217
Chr2 Normal NT_022184.12 TGGTCACCATCACCT 53589233 DOK1 53592089 53600605 -2856 53597792 53600595 -8559 53597814 53600173 -8581
Chr12 Normal NT_029419.10 AGGTCATCTCAACCC 18796214 FLJ32452 18803971 18808054 -7757 18804772 18808054 -8558 18804801 18807407 -8587
Chr1 Complement NT_004391.15 GGGTCACCATGACTG 474831 GALE 467618 462436 -7213 466273 462437 -8558 465844 462786 -8987
Chr16 Normal NT_024797.13 GGGTAAGAGTGACCC 8304549 FLJ14327 8313106 8318639 -8557 8313106 8318639 -8557 8313213 8313596 -8664
Chr9 Normal NT_008470.15 AGGTCACACTGTCCC 13143296 LOC347291 13151853 13200767 -8557 13151853 13200767 -8557 13151853 13200767 -8557
Chr11 Complement NT_009237.15 GGCTCAGTGCGACCT 22940827 FLJ25059 22932273 22855053 -8554 22932273 22855053 -8554 22885927 22855151 -54900



Chr12 Complement NT_029419.10 AGGTAAGGCTGACCC 11503169 ARF3 11494616 11473298 -8553 11494616 11473298 -8553 11478184 11476036 -24985
Chr7 Normal NT_007758.10 GGGTCAGTCTGAGCT 12096727 GTF2I 12105280 12208264 -8553 12105280 12208264 -8553 12136705 12206410 -39978
Chr9 Complement NT_008470.15 TGGTCAGGCTGGCCT 33771703 LOC286211 33763150 33761142 -8553 33763150 33761142 -8553 33762966 33761752 -8737
Chr12 Complement NT_009482.13 GTGTCACCACGACCC 2714932 EPIM 2706449 2656790 -8483 2706380 2658990 -8552 2706285 2663193 -8647
Chr11 Normal NT_033903.5 AGGTCAATCTGATCT 6290313 FLJ20487 6298803 6315494 -8490 6298864 6315494 -8551 6298886 6314810 -8573
Chr1 Complement NT_004525.15 GGCTCACTGCGACCT 1836263 LOC343358 1827712 1809228 -8551 1827712 1809228 -8551 1827712 1809228 -8551
Chr8 Normal NT_008183.16 GAGTCAGGGTGACCA 9334964 LOC346950 9343515 9343808 -8551 9343515 9343808 -8551 9343515 9343808 -8551
Chr5 Normal NT_029289.9 TGGTCATTGTGTCCC 1864630 PCDHGA1 1873180 2055474 -8550 1873180 2055474 -8550 1873180 2053668 -8550
Chr21 Complement NT_011512.8 AGGTCAGGCTGACAA 22090586 RUNX1 22082036 21820500 -8550 22082036 21820500 -8550 22081591 21824827 -8995
Chr8 Complement NT_008046.13 GGGTCACTTTGAGCA 44843907 LOC352532 44835358 44778771 -8549 44835358 44778771 -8549 44835358 44778771 -8549
Chr12 Complement NT_035243.4 GGGTCAGTGTGACTG 607188 MGC42193 598666 592737 -8522 598639 592830 -8549 598627 593603 -8561
Chr16 Normal NT_010498.13 TGGTCAGATTGACCC 6772373 MMP15 6779870 6801515 -7497 6780920 6801515 -8547 6780968 6800063 -8595
Chr1 Normal NT_004610.15 AGCTCACTGCGACCT 2550216 LOC115051 2558762 2561962 -8546 2558762 2561962 -8546 0 0 2550216
Chr4 Normal NT_016606.15 TGGGCAAAATGACCT 3443570 LOC345034 3452114 3488236 -8544 3452114 3488236 -8544 3452114 3488236 -8544
Chr7 Complement NT_007933.12 GGGTCACACTGCCCT 45682115 NET-2 45674867 45604066 -7248 45673572 45604066 -8543 45673507 45605336 -8608
Chr4 Complement NT_037622.3 GGGCCGCGCTGACCC 985556 SLC26A1 977013 962695 -8543 977013 962695 -8543 975321 963024 -10235
Chr12 Normal NT_024477.12 AGGTCATCTTCACCT 53285 KIAA1545 61826 156244 -8541 61826 156244 -8541 79218 154837 -25933
Chr7 Complement NT_007819.13 GGGTCAAGGTTACCC 6000247 LOC349103 5991706 5988502 -8541 5991706 5988502 -8541 5991690 5988502 -8557
Chr11 Complement NT_033903.5 GGCTCACTGTGACCT 7567007 LOC221091 7558467 7555143 -8540 7558467 7555143 -8540 7557247 7556531 -9760
Chr16 Complement NT_010552.13 AGGTCATTTTGTCCT 1583932 LOC348184 1575393 1571544 -8539 1575393 1571544 -8539 1575289 1574909 -8643
Chr22 Complement NT_011523.9 GGGTCACCTTGAACG 2453207 LOC150394 2444669 2427594 -8538 2444669 2427594 -8538 2444669 2427594 -8538
Chr11 Normal NT_033903.5 AGGTCGGTTTGATCC 1760132 LOC219522 1768669 1840686 -8537 1768669 1840686 -8537 1768669 1840686 -8537
Chr5 Complement NT_034772.4 AGGTCACAAAGACCT 34722839 AF5Q31 34714303 34629471 -8536 34714303 34631366 -8536 34687902 34631772 -34937
Chr6 Normal NT_007592.13 AGGTCAGAGAGACCT 33539045 LOC285854 33547581 33550427 -8536 33547581 33550427 -8536 33547822 33548424 -8777
Chr14 Complement NT_026437.10 TGGTCAAAGTGACCA 10823637 LOC341827 10815101 10661281 -8536 10815101 10661281 -8536 10815101 10661281 -8536
Chr18 Normal NT_010966.13 AGGTAACCTTGACCC 10652406 TTR 10660832 10668074 -8426 10660942 10667885 -8536 10660968 10667740 -8562
Chr9 Normal NT_008413.15 ATGTCACCCTGACCT 34971254 DNAJB5 34979706 34988429 -8452 34979786 34988429 -8532 34983232 34987257 -11978
Chr12 Complement NT_024477.12 AGGTCATCTTCACCT 53285 LOC160391 44753 38622 -8532 44753 38622 -8532 44345 38865 -8940
Chr6 Normal NT_007299.12 GGGTCGCTATGATCC 20450059 LOC346029 20458591 20548712 -8532 20458591 20548712 -8532 20458591 20548712 -8532
Chr11 Normal NT_033927.5 AGGTCGGGTTGCCCC 15836412 LOC347857 15844943 15845811 -8531 15844943 15845811 -8531 15845338 15845811 -8926
Chr3 Complement NT_006014.14 AGGTTGCAGTGACCC 590274 NICN1 581827 575453 -8447 581747 575453 -8527 581745 577339 -8529
Chr14 Normal NT_026437.10 AGGTCAGAATGTCCC 1379071 SLC39A2 1387598 1390158 -8527 1387598 1390158 -8527 1387734 1389866 -8663
Chr22 Complement NT_011520.9 GGGCCACCCTGACCA 1706304 PPM1F 1697778 1664369 -8526 1697778 1664369 -8526 1690989 1668034 -15315
Chr16 Complement NT_010498.13 TGGTCAGGCTGGCCT 16247799 AGRP 16239274 16238032 -8525 16239274 16238032 -8525 16238859 16238097 -8940
Chr12 Complement NT_019546.15 GGGTGGGAGTGACCC 26708892 LOC283432 26700367 26685251 -8525 26700367 26685251 -8525 26686632 26686354 -22260
Chr12 Normal NT_029419.10 TGGTCAGGCTGATCT 11432713 NYD-SP28 11441238 11468929 -8525 11441238 11458664 -8525 11441426 11458532 -8713
Chr5 Complement NT_034772.4 GGGCCAACTTGACCA 31617289 LOC345821 31608766 31522135 -8523 31608766 31522135 -8523 31608766 31522135 -8523
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026497 MCM3AP 3018836 2967786 -7661 3017974 2967786 -8523 3017938 2967920 -8559
Chr9 Complement NT_078083.1 TGGTCACCGTCACCC 124094 LOC352671 115572 86298 -8522 115572 86298 -8522 115572 86298 -8522
Chr10 Normal NT_008583.15 AGGTCAGCATGAGCT 12973560 LOC340882 12982080 13033916 -8520 12982080 13033916 -8520 12982080 13033916 -8520
Chr18 Normal NT_010966.13 AGGTCATAGTCACCA 27259255 HEIL1 27267774 27268310 -8519 27267774 27268310 -8519 27267774 27268310 -8519
Chr13 Normal NT_024524.12 TGGCCACAGTGACCT 20903949 LOC283520 20912468 20915419 -8519 20912468 20915419 -8519 20913649 20914002 -9700
Chr3 Normal NT_028123.9 GGGTCACTGCAACCT 328702 LOC339862 337221 643567 -8519 337221 643567 -8519 337335 641694 -8633
Chr17 Complement NT_010718.13 AGATCAGCCTGACCA 4960769 LOC342529 4952252 4918341 -8517 4952252 4918341 -8517 4952252 4918341 -8517
Chr9 Normal NT_023935.15 CGGTCATCCTGACCA 13714280 LOC286227 13722795 13732850 -8515 13722795 13732850 -8515 13722795 13732850 -8515
Chr4 Normal NT_016354.15 GGGTGGGAGTGACCC 3534540 LOC345085 3543055 3589336 -8515 3543055 3589336 -8515 3543055 3589336 -8515
Chr14 Normal NT_026437.10 AGATCAGCCTGACCA 56532760 C14orf118 56538331 56589172 -5571 56541273 56589172 -8513 56541354 56588235 -8594
Chr3 Complement NT_005825.15 TGGTCACACTGACAT 1740415 LOC344816 1731902 1467866 -8513 1731902 1467866 -8513 1731902 1467866 -8513
Chr7 Normal NT_007741.12 GGGTGGGGGTGACCT 170884 LOC349082 179395 230279 -8511 179395 230279 -8511 179395 230279 -8511
Chr16 Complement NT_010393.13 GGGTCATTATGACAG 19181027 MGC18079 19347577 19075254 166550 19172516 19075254 -8511 19168929 19075729 -12098
Chr3 Normal NT_005962.15 AGATCAGCCTGACCA 21587751 HRG 21596261 21608485 -8510 21596261 21608485 -8510 21596284 21608135 -8533
Chr2 Normal NT_005079.12 TGCTCATGCTGACCT 4331776 CRYPTIC 4340249 4347623 -8473 4340285 4347032 -8509 4340507 4346917 -8731
Chr13 Complement NT_009952.13 GGGTGACTGTGACCT 14695562 LOC341597 14687053 14682328 -8509 14687053 14682328 -8509 14687053 14682328 -8509
Chr6 Complement NT_025741.12 GGGTCAATCTGAGCA 39926329 FLJ20069 39923312 39709554 -3017 39917821 39709554 -8508 39917804 39711212 -8525
Chr8 Complement NT_008046.13 AGGTAGAATTGACCT 41326442 LOC286054 41317934 41316686 -8508 41317934 41316686 -8508 41317831 41317391 -8611
Chr14 Normal NT_026437.10 GGGTGGGAGTGACCC 32187105 LOC350034 32195613 32205835 -8508 32195613 32205835 -8508 32195613 32205835 -8508
Chr17 Normal NT_010755.13 AGGTCATGATGAGCT 4665154 FLJ40137 4673533 4686327 -8379 4673661 4685376 -8507 4673809 4684276 -8655
Chr4 Normal NT_006316.15 TGGTCAGGCTGGCCT 8245798 LAP3 8254304 8284948 -8506 8254304 8284948 -8506 8254447 8284570 -8649
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1489952 1482290 -8506 1493309 1483085 -5149
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1489952 1482290 -8506 1489823 1483085 -8635
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1489952 1482290 -8506 1493309 1484152 -5149
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1489952 1482290 -8506 1484562 1483085 -13896
Chr5 Normal NT_006431.13 GGGTCACCACGCCCT 1235507 ISL1 1243701 1255296 -8194 1244012 1255296 -8505 1244258 1254187 -8751
Chr12 Normal NT_029419.10 AGGTCAGCCTGGCCA 11054217 LOC341568 11062721 11063659 -8504 11062721 11063659 -8504 11062721 11063659 -8504
Chr21 Complement NT_011512.8 GGCTCACTGCGACCT 24658897 LOC343784 24650393 24615572 -8504 24650393 24615572 -8504 24650337 24615572 -8560
Chr11 Complement NT_033899.5 TGGTCATCATGCCCC 6148003 MMP8 6139526 6127171 -8477 6139499 6127171 -8504 6139427 6127920 -8576
Chr7 Normal NT_007933.12 GGGTCATGGTGACAG 31680138 PIK3CG 31688473 31730310 -8335 31688642 31730310 -8504 31690725 31728550 -10587
Chr6 Normal NT_033951.3 AGGTCACCCTGAGCT 721325 LOC282934 729827 730858 -8502 729827 730858 -8502 729827 730858 -8502
Chr12 Complement NT_009759.15 AGGTCTTTGTGACCT 4456098 LOC349871 4447596 4409648 -8502 4447596 4409648 -8502 4414913 4409648 -41185
Chr7 Complement NT_007933.12 AGGTCAAGCTCACCC 59190692 AKR1B1 59182513 59165410 -8179 59182191 59165410 -8501 59182117 59165783 -8575
Chr17 Normal NT_010718.13 AGGTCATACTGACTG 12803355 COX10 12811856 12951129 -8501 12811856 12951129 -8501 12812060 12949666 -8705
Chr6 Normal NT_034874.2 AGGTCACCCTGAGCT 569300 LOC282897 577801 578832 -8501 577801 578832 -8501 577801 578832 -8501
Chr14 Normal NT_026437.10 AGGTCATTACAACCT 29262567 LOC350032 29271068 29333602 -8501 29271068 29333602 -8501 29271068 29333602 -8501
Chr13 Complement NT_009952.13 AGGGCGCCCTGACCC 13722355 ZIC5 13713854 13707127 -8501 13713854 13707127 -8501 13713533 13707307 -8822
Chr6 Normal NT_007592.13 AGGTCACCCTGAGCT 20124183 LOC221567 20132683 20133714 -8500 20132683 20133714 -8500 20132683 20133714 -8500
Chr19 Complement NT_011109.15 AGGTCGCAGTGAGCC 16122626 LOC339340 16114126 16051298 -8500 16114126 16051298 -8500 16114126 16051298 -8500
Chr7 Complement NT_007819.13 AGGTCATGGCAACCT 5901386 LOC340265 5892886 5826022 -8500 5892886 5826022 -8500 5886740 5826022 -14646
Chr10 Normal NT_078087.1 AGGCCAGCCTGACCA 48610 DMBT1 57107 208817 -8497 57107 208817 -8497 78232 208513 -29622
Chr3 Normal NT_005927.15 AGGTCACCTTGCCCC 14405487 SLC6A6 14372974 14457451 32513 14413984 14457451 -8497 14413996 14455365 -8509
Chr2 Complement NT_022171.13 AAGTCATTCTGACCC 8829856 UXS1 8876925 8775792 47069 8821361 8776096 -8495 8812211 8776506 -17645
Chr2 Normal NT_022184.12 TGGTCACAGTGTCCT 52746076 LOC257110 52754568 52761217 -8492 52754568 52761217 -8492 52754568 52761217 -8492
Chr12 Complement NT_009755.15 GGCTCACTGCGACCT 153048 VPS33A 144588 109676 -8460 144556 109676 -8492 144535 110373 -8513
Chr19 Complement NT_011255.13 AGGTCAAACTCACCA 4250919 MGC23244 4242428 4232234 -8491 4242428 4232234 -8491 4242382 4232596 -8537
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 13564874 EGLN2 13573363 13582555 -8489 13573363 13582555 -8489 13574696 13581987 -9822
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 13564874 EGLN2 13573363 13582555 -8489 13573363 13582555 -8489 13580681 13581987 -15807
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 13564874 EGLN2 13573363 13582555 -8489 13573363 13582555 -8489 13580630 13581106 -15756
Chr17 Complement NT_010755.13 AGATCACCGTGACCA 2389024 CTEN 2380566 2354804 -8458 2380537 2354822 -8487 2375399 2356562 -13625
Chr10 Complement NT_017795.15 AGCTCGTCATGACCC 21893 LOC349464 13406 11615 -8487 13406 11615 -8487 13406 11615 -8487
ChrX Normal NT_011757.12 GGGTGAGTGTGACCA 8957029 PHEX 8965026 9180943 -7997 8965515 9180799 -8486 8965591 9180537 -8562
Chr2 Normal NT_005403.13 AGCTCACCGCGACCT 20806276 SSB 20814668 20827907 -8392 20814762 20827907 -8486 20816809 20827604 -10533
Chr17 Complement NT_010783.13 AGGTCAAAATGATCA 20451017 LOC284019 20442532 20435217 -8485 20442532 20435217 -8485 20440217 20439912 -10800
Chr13 Complement NT_024524.12 AGGTCAGGGTGAACT 2791552 LOC341629 2783068 2731537 -8484 2783068 2731537 -8484 2783068 2731537 -8484
Chr3 Normal NT_029928.10 TGGTCTTGATGACCT 907060 LOC200933 915216 933890 -8156 915543 933890 -8483 915590 930923 -8530



Chr20 Complement NT_011362.8 GGGTGGGCCTGACCT 16299730 LOC343610 16291248 16219682 -8482 16291248 16219682 -8482 16291248 16219682 -8482
Chr12 Normal NT_019546.15 ATGTCAACATGACCA 32384455 LOC347899 32392937 32423508 -8482 32392937 32423508 -8482 32392940 32423480 -8485
Chr10 Normal NT_008818.14 AGCTCAGCCTGACCT 3442846 LOC340961 3451327 3536605 -8481 3451327 3536605 -8481 3451327 3536605 -8481
Chr16 Normal NT_024797.13 AGGTCACCGTGATCC 1568786 LOC350318 1577267 1597144 -8481 1577267 1597144 -8481 1577267 1597144 -8481
Chr17 Complement NT_010641.13 AGGTGGATCTGACCT 6869166 C17orf28 6860686 6838644 -8480 6860686 6838644 -8480 6860555 6839469 -8611
Chr1 Complement NT_032968.5 GGGTTAGGCTGACCC 35852 FLJ20531 27383 18306 -8469 27372 18306 -8480 26609 18510 -9243
Chr11 Normal NT_009237.15 TGGTCAGGTTGGCCT 38972215 LOC114971 38967468 38988571 4747 38980695 38988571 -8480 38980734 38986740 -8519
Chr4 Normal NT_016606.15 AGGTCGCAGTGAGCC 21201477 KIAA1450 21209955 21346510 -8478 21209955 21346510 -8478 21210030 21345361 -8553
Chr11 Complement NT_033927.5 TGGGCAGGGTGACCC 5687199 LOC283214 5678721 5668531 -8478 5678721 5668531 -8478 5672457 5668547 -14742
Chr1 Complement NT_034403.3 AGGTCATTGTGACCC 164241 LOC350719 155764 121003 -8477 155764 121003 -8477 155764 121003 -8477
Chr1 Normal NT_077386.2 GGGTCACTGCAACCT 2595778 MGC27466 2604254 2620855 -8476 2604254 2620855 -8476 2619546 2620153 -23768
Chr22 Complement NT_011520.9 GGCTCACTGTGACCT 17293467 LGALS2 17285130 17275310 -8337 17284992 17275320 -8475 17284966 17275324 -8501
Chr17 Normal NT_024862.12 GGATCAATATGACCA 229308 LOC350472 237782 255984 -8474 237782 255984 -8474 237784 255984 -8476
Chr10 Normal NT_024115.14 TGCTCAAAGTGACCC 994665 LOC338549 1003138 1005867 -8473 1003138 1005867 -8473 1003786 1004112 -9121
Chr17 Normal NT_010755.13 GGGCCATTCTGACCT 4548884 CNTNAP1 4557355 4574555 -8471 4557355 4574555 -8471 4557571 4573651 -8687
Chr12 Normal NT_009714.15 AGGTCACTGCAACCT 3082134 FLJ31166 3090605 3103371 -8471 3090605 3103371 -8471 3091164 3101713 -9030
Chr18 Normal NT_010859.12 GGGTCCTGGTGACCC 14429784 LOC348270 14438255 14439627 -8471 14438255 14439627 -8471 14438325 14439338 -8541
Chr12 Normal NT_078089.1 GGGTCACTGCAACCT 1531327 LOC349823 1539797 1570942 -8470 1539797 1570942 -8470 1539888 1570942 -8561
Chr4 Complement NT_078017.1 AGGTTGTTGTGACCT 66330 LOC351779 57860 40808 -8470 57860 40808 -8470 57860 40808 -8470
Chr10 Normal NT_024115.14 GGGTCAACACGCCCC 1035092 PRO2859 1043561 1045316 -8469 1043561 1045316 -8469 1044257 1044502 -9165
Chr16 Normal NT_024797.13 AGGTCGCAGTGAGCC 11248255 LOC350335 11256722 11284953 -8467 11256722 11284953 -8467 11256722 11284953 -8467
Chr19 Normal NT_011109.15 GGGTCAGGCTGAACA 8042789 MAG 8051256 8072925 -8467 8051256 8072925 -8467 8054530 8072575 -11741
Chr6 Normal NT_007592.13 AGGTCACAGAGACCT 5478109 LOC346111 5486574 5677787 -8465 5486574 5677787 -8465 5486574 5677787 -8465
Chr5 Complement NT_023089.13 GGGTCATTGTGTCCT 1336204 CRR9 1327740 1300606 -8464 1327740 1300737 -8464 1327694 1301222 -8510
ChrX Normal NT_011651.13 GGGTCACTTTGCCCT 29745033 MYCL2 29753495 29756446 -8462 29753495 29756446 -8462 29753616 29754689 -8583
Chr8 Normal NT_030032.8 AGGTCAGGAGGACCC 666562 BAI1 675022 756012 -8460 675022 756012 -8460 675205 755423 -8643
ChrX Complement NT_011630.13 AGGTCTGCATGACCC 1378729 LOC349376 1370269 1366727 -8460 1370269 1366727 -8460 1370267 1366727 -8462
Chr12 Normal NT_029419.10 CGGCCACTTTGACCT 26980783 TBK1 26989206 27039197 -8423 26989243 27039197 -8460 26992957 27038467 -12174
Chr13 Complement NT_024524.12 AGGTCACTGCAACCT 19239064 DLEU2 19230666 19192065 -8398 19230606 19192065 -8458 19224197 19193303 -14867
Chr16 Normal NT_010393.13 GGGTAATGATGACCC 10800039 KIAA0419 10808426 10837944 -8387 10808496 10837944 -8457 10812422 10835811 -12383
Chr13 Complement NT_024524.12 GGGTGATCATGACCA 8760149 LHFP 8751818 8491520 -8331 8751692 8491520 -8457 8749844 8492564 -10305
Chr12 Complement NT_009755.15 TGGTCAGGCTGGCCT 2737864 LOC256441 2729407 2729123 -8457 2729407 2729123 -8457 2729407 2729123 -8457
Chr9 Complement NT_008470.15 AGATCACAGTGACCC 13293115 LOC347293 13284659 13228015 -8456 13284659 13228015 -8456 13284659 13228015 -8456
Chr21 Complement NT_011515.10 TGGTCAGGCTGATCT 1003289 DNMT3L 994837 978961 -8452 994837 978961 -8452 993880 979018 -9409
Chr18 Complement NT_010966.13 TGGTCATCATGACCT 23532541 LOC342732 23524089 23390221 -8452 23524089 23390221 -8452 23524089 23390221 -8452
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026423 MCM3AP 3018836 2967786 -7587 3017974 2967786 -8449 3017938 2967920 -8485
Chr9 Normal NT_008413.15 GGGTAAACATGACCT 26937963 CMG1 26946411 27052924 -8448 26946411 27052803 -8448 26978698 27052735 -40735
Chr11 Normal NT_008984.15 AGGTCTTCCTGACCA 5932575 LOC283263 5941020 5941936 -8445 5941020 5941936 -8445 5941059 5941786 -8484
Chr12 Complement NT_009759.15 TGGTAAGGTTGACCT 4021664 LOC341516 4013219 3881395 -8445 4013219 3881395 -8445 4013219 3881395 -8445
Chr5 Normal NT_006431.13 AGGTCGTAAAGACCT 16424185 LOC202227 16432629 16433171 -8444 16432629 16433171 -8444 16432629 16433171 -8444
Chr12 Normal NT_029419.10 GGGTCACTCCCACCC 18021369 LOC341418 18029813 18089246 -8444 18029813 18089246 -8444 18029813 18089246 -8444
Chr17 Normal NT_010755.13 AGGTCGCAGTGAGCC 4846862 DKFZp761H0421 4855305 4868430 -8443 4855305 4868430 -8443 4855317 4866456 -8455
Chr7 Normal NT_007819.13 GGGTCAAGGTTACCC 6000247 LOC221957 6008690 6011790 -8443 6008690 6011790 -8443 6008690 6011790 -8443
Chr4 Normal NT_016354.15 TGGTCTTCGCGACCT 30713221 LOC345371 30721663 30733595 -8442 30721663 30733595 -8442 30721663 30733595 -8442
Chr16 Normal NT_024797.13 AGGTCACCCTGCCCT 5950251 LOC350327 5958693 6049228 -8442 5958693 6049228 -8442 5958693 6049228 -8442
Chr19 Complement NT_011255.13 GGGTCAGGCTGGCCC 4488478 LRG 4480048 4476421 -8430 4480036 4477228 -8442 4480025 4477952 -8453
Chr10 Normal NT_030059.10 CGGTCACATAGACCT 20563491 LOC90271 20571891 20586672 -8400 20571930 20580855 -8439 20572262 20580836 -8771
Chr8 Normal NT_030032.8 GGGTCTGCGTGACCC 316940 LOC346796 325378 358887 -8438 325378 358887 -8438 325378 358887 -8438
Chr2 Normal NT_005120.13 TGGTCAAATTGTCCC 4690319 RAMP1 4698006 4751216 -7687 4698757 4751216 -8438 4698789 4750895 -8470
Chr20 Complement NT_028392.4 GGGTCACTGCAACCT 4292406 C20orf173 4283969 4281320 -8437 4283969 4281320 -8437 4283379 4282608 -9027
Chr17 Normal NT_010718.13 AGGTCACTGTCACCA 10022222 LOC146839 10030659 10033264 -8437 10030659 10033264 -8437 10031874 10032188 -9652
Chr12 Complement NT_029419.10 GGGTCTTCCTGACCA 32155707 LOC283395 32147271 32145657 -8436 32147271 32145657 -8436 32147269 32146934 -8438
Chr4 Normal NT_022792.15 TGGGCACCCTGACCT 18340950 LOC345131 18349386 18353447 -8436 18349386 18353447 -8436 18349386 18353447 -8436
Chr12 Complement NT_009775.13 CGGTCTTTCCGACCC 5759067 LOC349879 5750631 5626554 -8436 5750631 5626554 -8436 5750631 5626554 -8436
Chr8 Complement NT_008046.13 TGGTAAAGATGACCT 44843793 LOC352532 44835358 44778771 -8435 44835358 44778771 -8435 44835358 44778771 -8435
Chr20 Normal NT_011387.8 AGGTTATGCTGACCT 23276586 ZNF336 23282819 23292889 -6233 23285021 23291078 -8435 23285021 23291078 -8435
Chr12 Complement NT_078089.1 AGGTCTTTATGACCT 1279025 LOC349822 1270592 1256542 -8433 1270592 1256542 -8433 1270592 1256542 -8433
ChrX Normal NT_011651.13 AGGTCGTGGTAACCC 26771283 LOC352799 26779715 26907656 -8432 26779715 26907656 -8432 26779715 26907656 -8432
Chr16 Normal NT_010393.13 AGGTCTTCCTGACCT 13229478 UQCRC2 13237199 13268171 -7721 13237910 13267884 -8432 13237963 13267710 -8485
Chr6 Complement NT_007592.13 AGGTCAAAGTGATCA 35458717 LOC346211 35450287 35334928 -8430 35450287 35334928 -8430 35450287 35334928 -8430
Chr13 Complement NT_009799.12 GGGTCACCAGGACCC 174244 LOC197049 165815 164438 -8429 165815 164438 -8429 165744 164727 -8500
Chr13 Complement NT_024524.12 GGGTCACCATGTCCC 4852760 LOC341635 4844332 4821715 -8428 4844332 4821715 -8428 4844332 4821715 -8428
Chr8 Complement NT_008183.16 AGGTCACCATGACTT 23242272 LOC346991 23233844 23178972 -8428 23233844 23178972 -8428 23233844 23178972 -8428
Chr9 Complement NT_008470.15 GGGTCAGTCTGAACC 19711493 TNC 19703065 19605440 -8428 19703065 19605440 -8428 19675923 19606062 -35570
Chr7 Complement NT_007819.13 GGGTCACTCCCACCC 25077331 LOC340279 25068907 25058352 -8424 25068907 25058352 -8424 25068907 25058352 -8424
Chr11 Complement NT_033899.5 AGGTCACCCTGCCCT 32327251 MGC35558 32318829 32312698 -8422 32318829 32312698 -8422 32317698 32315689 -9553
Chr6 Complement NT_007299.12 AGGTTGTAGTGACCC 8335392 FLJ11240 8327061 8205872 -8331 8326971 8205924 -8421 8326946 8206223 -8446
Chr13 Complement NT_027140.5 GGGTGAGCGTGACCA 1514143 GRTP1 1514449 1474522 306 1505723 1475166 -8420 1505722 1475868 -8421
Chr3 Complement NT_005612.13 GGGTCAGTTTGAGCA 21366417 LOC351475 21357998 21189772 -8419 21357998 21189772 -8419 21357965 21189772 -8452
ChrX Complement NT_011568.12 GGCTCACTGCGACCT 7230363 MGC51029 7222115 7202773 -8248 7221946 7203312 -8417 7221946 7203312 -8417
Chr5 Normal NT_023089.13 TGGGCACAATGACCT 10410164 LOC285693 10418579 10420698 -8415 10418579 10420698 -8415 10419962 10420234 -9798
Chr11 Complement NT_033927.5 AGGTGATAATGACCA 4012449 DKFZP586P0123 4004035 3922794 -8414 4004035 3944516 -8414 4002592 3944616 -9857
Chr1 Normal NT_004559.10 ATGTCGGACTGACCT 563864 PSEN2 571635 597117 -7771 572278 597117 -8414 582927 596598 -19063
Chr11 Normal NT_009237.15 GGATCAAGCCGACCT 8152884 SMAP 8161252 8178796 -8368 8161298 8178541 -8414 8161430 8177755 -8546
Chr4 Complement NT_016354.15 CGGTCCTCTCGACCC 7263472 LOC345253 7255059 7253020 -8413 7255059 7253020 -8413 7255059 7253020 -8413
Chr16 Normal NT_010498.13 GGCTCAGGCTGACCA 16178188 HSD11B2 16186130 16193011 -7942 16186600 16193011 -8412 16186710 16192464 -8522
Chr2 Normal NT_005403.13 AGGCCAGCCTGACCA 58812876 LOC351354 58821287 58841982 -8411 58821287 58841982 -8411 58821287 58841982 -8411
Chr9 Complement NT_019501.12 AGTTCAGCTCGACCT 1809834 LOC352591 1801423 1785140 -8411 1801423 1785140 -8411 1801423 1785140 -8411
Chr17 Complement NT_010718.13 TGGTCAGGCTGATCT 16297271 FLJ23022 16288862 16286750 -8409 16288862 16286750 -8409 16288091 16287648 -9180
Chr5 Complement NT_023089.13 GGGTCAGAGCGAGCT 6850157 LOC345697 6841748 6804913 -8409 6841748 6804913 -8409 6841748 6804913 -8409
Chr21 Complement NT_011515.10 GGGTCAGTGCAACCT 2969823 LSS 2961415 2920793 -8408 2961415 2922900 -8408 2961397 2923756 -8426
Chr1 Normal NT_032962.4 GGGTCACTGCAACCT 217810 H4FN 226217 228190 -8407 226217 226608 -8407 226245 226556 -8435
Chr10 Complement NT_077569.2 TCGTCAGGGTGACCT 5365360 LOC254312 5356954 5339800 -8406 5356954 5339800 -8406 5352348 5349078 -13012
Chr19 Complement NT_011109.15 AGGTAGGACTGACCC 21035820 LOC342915 21027414 21023202 -8406 21027414 21023202 -8406 21027414 21023202 -8406
Chr1 Complement NT_004511.15 TGGGCAGTTTGACCC 4420098 LOC350767 4411692 4260824 -8406 4411692 4260824 -8406 4375892 4260824 -44206
Chr14 Normal NT_026437.10 GGGTCACTGCAACCT 1335353 RNASE2 1343758 1344722 -8405 1343758 1344722 -8405 1344059 1344544 -8706
Chr12 Normal NT_029419.10 TGGTCACACTGGCCC 17383223 LOC118430 17376466 17395476 6757 17391627 17395409 -8404 17391673 17395332 -8450
Chr18 Complement NT_010966.13 GGGTCACAATGTCCT 30682931 LOC220124 30674527 30628346 -8404 30674527 30628346 -8404 30674527 30628346 -8404
Chr1 Normal NT_004668.15 GGGTGAAGTTGACCT 9154517 LOC343423 9162921 9191935 -8404 9162921 9191935 -8404 9165226 9191935 -10709
Chr12 Normal NT_029419.10 AGGTCATAAAGACCT 13308832 ATF1 13301186 13358249 7646 13317235 13356868 -8403 13317235 13356868 -8403
Chr3 Normal NT_006014.14 AGGTTACCTTGACCA 1404405 LOC285404 1412808 1415862 -8403 1412808 1415862 -8403 1412929 1413423 -8524
Chr11 Normal NT_009237.15 AGGACAACTTGACCT 27790291 FLJ14213 27718942 27887619 71349 27798692 27887619 -8401 27798811 27885390 -8520
Chr11 Normal NT_028310.10 AGGTCACTCCGACTC 1675541 SLC22A1L 1681362 1706880 -5821 1683942 1706870 -8401 1684985 1706836 -9444



Chr17 Complement NT_030843.6 AGGTGATGGTGACCT 1324261 LOC339259 1315861 1308613 -8400 1315861 1308613 -8400 1315748 1315410 -8513
Chr6 Normal NT_034880.2 GGTTCACTGCGACCT 294955 LOC345962 303354 319576 -8399 303354 319576 -8399 303354 319576 -8399
Chr16 Complement NT_024797.13 TGGTCAAGTGGACCC 12073459 LOC342490 12065061 12036224 -8398 12065061 12036224 -8398 12057166 12044870 -16293
Chr1 Normal NT_077920.1 TGGTCAGGCTGATCT 249063 DKFZP566C0424 257460 286604 -8397 257460 286604 -8397 257500 285375 -8437
Chr7 Normal NT_007914.12 AGGTTAACGTGACCT 4283675 LOC346525 4292071 4335904 -8396 4292071 4335904 -8396 4292071 4335904 -8396
Chr20 Complement NT_011387.8 AGCTCAGAATGACCT 2769726 C20orf81 2761836 2755971 -7890 2761332 2755971 -8394 2760558 2756108 -9168
Chr15 Complement NT_010194.15 TGGTAAAAATGACCT 19268346 MYEF2 19260161 19222038 -8185 19259952 19224460 -8394 19259886 19224716 -8460
Chr16 Complement NT_010498.13 AGGTCGCCATGAGCC 16700704 PSMB10 16692438 16689965 -8266 16692310 16689965 -8394 16692209 16690020 -8495
Chr8 Normal NT_008046.13 TGGTCATCCTGATCC 31742814 TRAP25 31751130 31770679 -8316 31751208 31770679 -8394 31751294 31770395 -8480
Chr10 Normal NT_030059.10 AGTTCATCTTGACCA 39646797 LOC283087 39655189 39657810 -8392 39655189 39657810 -8392 39655253 39655639 -8456
Chr16 Complement NT_010552.13 AGGTCAGATTGTCCT 423765 HPIP 415713 414059 -8052 415374 414059 -8391 415368 414290 -8397
Chr7 Normal NT_007758.10 AGCTCAAAATGACCA 6130664 LOC136505 6139055 6175755 -8391 6139055 6175755 -8391 6139055 6175755 -8391
Chr5 Complement NT_023133.11 AGGCCAGCCTGACCA 16090539 LOC345436 16082150 16078932 -8389 16082150 16078932 -8389 16082150 16078932 -8389
Chr3 Normal NT_005962.15 GGGTCACCACGTCCT 22304802 LOC351560 22313191 22437963 -8389 22313191 22437963 -8389 22313191 22437963 -8389
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 123959 LOC352671 115572 86298 -8387 115572 86298 -8387 115572 86298 -8387
Chr11 Normal NT_008984.15 TGATCATTATGACCT 7035809 LOC120082 7044195 7046111 -8386 7044195 7046111 -8386 7044195 7046111 -8386
Chr14 Normal NT_026437.10 GCGTCACCCTGACCG 85726841 KIAA0602 85735226 85763268 -8385 85735226 85763221 -8385 85735229 85762685 -8388
Chr2 Normal NT_005403.13 GGCTCAACCTGACCA 83350026 MGC42174 82985625 83368011 364401 83358410 83361019 -8384 83358432 83360673 -8406
ChrX Complement NT_011651.13 TGGACATCATGACCT 23235448 SYTL4 23227674 23170057 -7774 23227064 23170057 -8384 23197599 23171591 -37849
Chr1 Normal NT_004668.15 GGGGCAGTATGACCA 3005589 APOA1BP 3013971 3016490 -8382 3013971 3016490 -8382 3013998 3016277 -8409
Chr18 Normal NT_010966.13 GGGTCACTCCCACCC 18634929 LOC342725 18643309 18771091 -8380 18643309 18771091 -8380 18643309 18771091 -8380
Chr1 Normal NT_077964.1 GGGCCAGGCTGACCC 16207 LOC350878 24587 47176 -8380 24587 47176 -8380 24587 47176 -8380
Chr16 Complement NT_024812.10 AGGTCAGAGCCACCT 1865311 SPS2 1856931 1854620 -8380 1856931 1854620 -8380 1856715 1855369 -8596
Chr4 Complement NT_022792.15 TGGCCAGGCTGACCT 6675492 HMGB2 6667113 6664309 -8379 6667113 6664309 -8379 6666321 6664752 -9171
Chr5 Normal NT_006713.13 TGGTCAGGCTGGCCT 5498619 F2RL1 5506986 5523272 -8367 5506996 5521865 -8377 5507140 5521758 -8521
Chr16 Complement NT_037887.3 AGTTCATGATGACCC 2008139 LOC90850 1999797 1987657 -8342 1999762 1987657 -8377 1999582 1988234 -8557
Chr5 Complement NT_023133.11 GGGTCAGACAGACCT 19689124 DRD1 19680749 19677623 -8375 19680749 19677623 -8375 19679688 19678348 -9436
Chr2 Complement NT_005058.13 AGGACACCGCGACCT 1168228 LOC351229 1159853 1151113 -8375 1159853 1151113 -8375 1159837 1151113 -8391
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026349 MCM3AP 3018836 2967786 -7513 3017974 2967786 -8375 3017938 2967920 -8411
Chr3 Complement NT_005612.13 TGGTCAGGCTGGCCT 15442766 LOC151871 15434394 15411795 -8372 15434394 15411795 -8372 15432543 15418394 -10223
Chr10 Normal NT_008583.15 TGGTCTCTGTGACCC 20081703 LOC347800 20090075 20094343 -8372 20090075 20094343 -8372 20090075 20094343 -8372
Chr5 Complement NT_034772.4 AGGTAAAACTGACCA 15053694 MCC 15045634 14776549 -8060 15045322 14776549 -8372 15045102 14778019 -8592
Chr15 Complement NT_010274.15 AGGTTGCAGTGACCT 5411101 AP3S2 5402730 5342316 -8371 5402730 5342316 -8371 5402708 5344274 -8393
Chr10 Complement NT_008583.15 AGGTCAGACTCACCC 3090985 MBL2 3082615 3076296 -8370 3082615 3076296 -8370 3082550 3079052 -8435
Chr15 Complement NT_010194.15 AGGTCTGTGTGACCG 49218332 KIP2 49210468 49183392 -7864 49209963 49183392 -8369 49209957 49184055 -8375
Chr1 Complement NT_032962.4 AGGTCGATTTGAGCC 128963 LOC199882 120601 113426 -8362 120601 113426 -8362 120589 113566 -8374
Chr7 Normal NT_007933.12 AGGTCTTTATGACCT 1120641 LOC340319 1129001 1133575 -8360 1129001 1133575 -8360 1131848 1132234 -11207
Chr8 Normal NT_008046.13 TGGTCAAGGTTACCC 41636951 LOC340361 41645310 41647619 -8359 41645310 41647616 -8359 41646291 41647370 -9340
Chr17 Normal NT_010663.13 GGGACGGTGTGACCC 187028 MGC20806 195304 203133 -8276 195387 203133 -8359 195627 202788 -8599
Chr9 Complement NT_008470.15 TGGCCAGGCTGACCT 32044677 RPL12 32036319 32032590 -8358 32036319 32032590 -8358 32036231 32032635 -8446
Chr10 Normal NT_008583.15 AGGTCATTATGGCCT 19482838 SUPV3L1 19491141 19519995 -8303 19491196 19519939 -8358 19491196 19519939 -8358
Chr1 Normal NT_004511.15 GGGTGACCGTGACCT 1059915 LOC343336 1068271 1079229 -8356 1068271 1079229 -8356 1068271 1079229 -8356
Chr7 Normal NT_007933.12 GGGCCAAACTGACCA 53599893 DKFZP434G156 53608248 53638331 -8355 53608248 53638331 -8355 53617389 53632085 -17496
Chr22 Complement NT_011519.10 AGGTTGCAGTGACCT 3164813 ARVCF 3156459 3109571 -8354 3156459 3109571 -8354 3130467 3110901 -34346
Chr7 Normal NT_007758.10 AGGTCATAAAGACCT 10058355 LOC285913 10066709 10068890 -8354 10066709 10068890 -8354 10066825 10067118 -8470
Chr6 Normal NT_025741.12 AGGTCAACATGTCCT 43755484 LOC340147 43763838 43796197 -8354 43763838 43796197 -8354 43763838 43796197 -8354
Chr3 Complement NT_005825.15 TGGTCAAGATGACTC 4056634 LOC348819 4048280 4001407 -8354 4048280 4001407 -8354 4048280 4001407 -8354
Chr22 Complement NT_011520.9 AGGTCACCAGGACCC 21395861 NHP2L1 21393942 21378997 -1919 21387510 21378997 -8351 21387416 21379991 -8445
Chr11 Normal NT_009237.15 AAGTCAGTATGACCT 2165627 SH2BP1 2173670 2202391 -8043 2173978 2202391 -8351 2174064 2201756 -8437
Chr19 Complement NT_011255.13 GGGTCATTGTTACCT 3648801 PIP5K1C 3640451 3570182 -8350 3640451 3570182 -8350 3640388 3573165 -8413
Chr19 Normal NT_011109.15 TGGTCAGACTGATCT 14163592 BCKDHA 14171941 14205865 -8349 14171941 14199124 -8349 14171951 14198731 -8359
Chr2 Complement NT_022184.12 TGGTCAGGCTGGCCT 26206707 FLJ40172 26198358 26171519 -8349 26198358 26171519 -8349 26198322 26172997 -8385
Chr8 Normal NT_023666.15 AGGCCAGCCTGACCA 6717712 FZD3 6726061 6796247 -8349 6726061 6796247 -8349 6734819 6794816 -17107
ChrX Normal NT_011786.13 TAGTCACTGTGACCT 18385115 LOC352837 18393464 18524057 -8349 18393464 18524057 -8349 18393464 18524057 -8349
Chr1 Normal NT_004610.15 GGCTCACTGCGACCT 3174084 CDC42 3182411 3222685 -8327 3182432 3222685 -8348 3208222 3221260 -34138
Chr5 Complement NT_029289.9 AGGTCACCATGGCCG 10840619 CAMK2A 10832273 10761992 -8346 10832273 10761992 -8346 10832125 10765210 -8494
Chr2 Normal NT_022184.12 AGGTCTAAATGACCA 34659194 LOC348687 34667540 34674505 -8346 34667540 34674505 -8346 34667721 34668020 -8527
Chr17 Complement NT_010718.13 AGGGCAGGGTGACCA 696297 DKFZp547J144 687952 684864 -8345 687952 684864 -8345 687901 686681 -8396
Chr14 Normal NT_026437.10 GGGTCACTCCCACCC 50934319 LOC338915 50942662 50943280 -8343 50942662 50943280 -8343 50942724 50943280 -8405
Chr17 Normal NT_010799.13 GCGTCGTCCTGACCC 1775654 RPL23A 1783405 1788367 -7751 1783997 1787947 -8343 1784018 1787893 -8364
Chr1 Normal NT_004671.15 TGGTCAGTGTGTCCC 12207311 FLJ10901 12215653 12239847 -8342 12215653 12239847 -8342 12215653 12237741 -8342
Chr14 Normal NT_026437.10 AGGACAGCCCGACCC 83907208 FLJ40452 83915550 83923449 -8342 83915550 83922423 -8342 83916357 83921791 -9149
Chr12 Complement NT_029419.10 AGGTTGCAGTGACCC 30705151 IFNG 30696809 30691855 -8342 30696809 30691855 -8342 30696701 30692439 -8450
Chr4 Complement NT_006081.15 AGGTCAGCATGACCA 647159 LRPAP1 638845 618968 -8314 638817 618968 -8342 638812 619374 -8347
Chr11 Normal NT_033903.5 AGATCAGCCTGACCA 7197891 ASRGL1 7206187 7262149 -8296 7206232 7261307 -8341 7206717 7261023 -8826
Chr3 Complement NT_005612.13 CGGTCTGATTGACCC 57328824 H963 57320524 57315156 -8300 57320483 57315680 -8341 57316709 57315750 -12115
Chr9 Normal NT_078058.1 TGGTCAAAATGATCT 31272 LOC349287 39613 47578 -8341 39613 47578 -8341 45986 46315 -14714
Chr12 Normal NT_009775.13 AGGTCAGCCAGACCT 2274035 DTX1 2282374 2322709 -8339 2282374 2321625 -8339 2282877 2321623 -8842
Chr1 Normal NT_004559.10 TGGCCATTCTGACCT 1832997 GUK1 1841103 1849969 -8106 1841335 1849962 -8338 1846532 1849716 -13535
Chr1 Complement NT_077386.2 CGGACATGATGACCC 70999 SF3A3 62763 29670 -8236 62661 29670 -8338 62653 30874 -8346
Chr8 Complement NT_008183.16 AGGTCAGTACAACCT 17565835 LOC340429 17557498 17556217 -8337 17557498 17556217 -8337 17556551 17556279 -9284
Chr8 Complement NT_008183.16 TGGTCATCATGACGT 35540476 LOC347053 35532139 35187175 -8337 35532139 35187175 -8337 35532139 35187175 -8337
Chr16 Normal NT_037887.3 GTGTCAGGGTGACCT 548696 FLJ36208 557032 559495 -8336 557032 559495 -8336 559072 559452 -10376
Chr12 Complement NT_029419.10 GGGTCACAGAGACCA 14866813 KRTHB3 14858477 14851391 -8336 14858477 14851391 -8336 14858425 14851721 -8388
Chr15 Normal NT_010194.15 AGGTAGACCTGACCT 14667532 CKMT1 14675815 14681214 -8283 14675865 14681193 -8333 14676028 14681082 -8496
Chr7 Normal NT_007758.10 TGGTCATGGTGACAC 4792077 FLJ13195 4800409 4819282 -8332 4800409 4819282 -8332 4803753 4817867 -11676
Chr18 Complement NT_010859.12 AGGTTGCAGTGACCC 12701036 FLJ12542 12692705 12651968 -8331 12692705 12662634 -8331 12692549 12663366 -8487
Chr3 Normal NT_005962.15 GGGTCACTGCAACCT 21600869 LOC201682 21609200 21624097 -8331 21609200 21624097 -8331 21609200 21624097 -8331
Chr15 Normal NT_035325.4 AGGTCATAAAGACCT 875251 LOC51049 883582 885346 -8331 883582 885346 -8331 884169 885119 -8918
Chr17 Complement NT_010783.13 GGGTCAGACTGGCCT 3580522 COL1A1 3572192 3553849 -8330 3572192 3554656 -8330 3572073 3556062 -8449
Chr11 Complement NT_033903.5 AGGTTGCAGTGACCT 10010858 HRD1 10002542 9995279 -8316 10002529 9995279 -8329 10001598 9996380 -9260
Chr6 Complement NT_007592.13 AGATCACACTGACCC 20627409 HCGIV 20619081 20617047 -8328 20619081 20617047 -8328 20618758 20617763 -8651
Chr17 Normal NT_010783.13 AGGTTGCAGTGACCC 1410617 NFE2L1 1418903 1432046 -8286 1418945 1432040 -8328 1421680 1430202 -11063
Chr1 Complement NT_077939.1 GGGTGGGAGTGACCT 259443 FLJ10052 251200 108049 -8243 251116 108049 -8327 250458 110339 -8985
Chr17 Complement NT_010641.13 GGGTCCTCATGACCC 6427736 TREM5 6419409 6409118 -8327 6419409 6409118 -8327 6419404 6410681 -8332
Chr11 Normal NT_033903.5 AGGTCATGGTGAGCT 9200624 FLJ37970 9208950 9226261 -8326 9208950 9226252 -8326 9208994 9221540 -8370
ChrX Normal NT_011757.12 CGGTCAATCTGTCCT 22677209 LOC139604 22685534 22735755 -8325 22685534 22735755 -8325 22685534 22735755 -8325
Chr4 Complement NT_006051.15 AGGTCGCAGTGAGCC 2307116 LOC351733 2298791 2295375 -8325 2298791 2295375 -8325 2298791 2295375 -8325
Chr9 Complement NT_008470.15 AGGTCACCCTCACCT 34075775 LOC286214 34067452 34065519 -8323 34067452 34065519 -8323 34066510 34066187 -9265
Chr14 Normal NT_026437.10 AGGTGGGCATGACCC 84953927 C14orf90 84962248 84972648 -8321 84962248 84972648 -8321 84962250 84972648 -8323
Chr20 Normal NT_011362.8 GGGTAGGAGTGACCC 9375249 WFDC13 9383570 9390371 -8321 9383570 9390371 -8321 9383678 9387459 -8429
Chr17 Normal NT_010663.13 GGGTCAAAAAGACCT 215558 GPS1 223878 229453 -8320 223878 229453 -8320 223878 229110 -8320
Chr9 Complement NT_078083.1 CGGTCACCATCACCC 123891 LOC352671 115572 86298 -8319 115572 86298 -8319 115572 86298 -8319



Chr11 Complement NT_033927.5 AGGTCATCCTGATCT 1308992 LOC254145 1300676 1292676 -8316 1300676 1292676 -8316 1300676 1292676 -8316
Chr12 Normal NT_009775.13 AGGTCAAAATCACCC 9206249 LOC92558 9214563 9318581 -8314 9214563 9318581 -8314 9286420 9317844 -80171
Chr7 Normal NT_007819.13 TGGTCATTCTCACCT 25029466 LOC340278 25037779 25054487 -8313 25037779 25054487 -8313 25037779 25054487 -8313
Chr17 Complement NT_078101.1 TGGTCACAATGAGCC 165374 LOC348263 157084 155529 -8290 157062 155529 -8312 156987 155765 -8387
Chr2 Complement NT_022184.12 TGGTCACTATGACAT 52344853 EGR4 52336846 52333998 -8007 52336542 52333998 -8311 52336377 52334517 -8476
Chr18 Complement NT_025028.13 AGGTCATAGTGAGCC 13744579 LOC342800 13736269 13735967 -8310 13736269 13735967 -8310 13736269 13735967 -8310
Chr2 Complement NT_005403.13 AGGTCTTTGTGACCT 32454762 LOC344315 32446452 32399120 -8310 32446452 32399120 -8310 32446452 32399120 -8310
Chr7 Complement NT_007933.12 AGGGCATAGTGACCT 49590029 GPR37 49582905 49562751 -7124 49581720 49563269 -8309 49581720 49563269 -8309
Chr4 Normal NT_016354.15 GGCTCAGTTTGACCT 3270297 MRPL1 3278514 3368642 -8217 3278606 3368642 -8309 3287638 3368466 -17341
Chr6 Normal NT_007299.12 AGGTAAAAGTGACCA 25778689 ZNF292 25786998 25793575 -8309 25786998 25793575 -8309 25787137 25791690 -8448
Chr15 Complement NT_010194.15 AGGTCAAGCCGACCT 29840095 ADAM10 29831788 29677016 -8307 29831788 29678688 -8307 29831344 29679357 -8751
Chr1 Complement NT_021877.15 AGGTCAAATTCACCC 1555928 CD34 1547790 1520718 -8138 1547622 1522991 -8306 1547532 1524556 -8396
Chr1 Complement NT_077959.1 TGGTCATTTTGTCCT 25945 LOC350871 17639 16758 -8306 17639 16758 -8306 17639 16758 -8306
Chr19 Normal NT_011109.15 GGGTCAGGGCGCCCC 8496408 PEN2 8504712 8506629 -8304 8504712 8506121 -8304 8505050 8505966 -8642
Chr19 Complement NT_011109.15 GGGACAGAGTGACCC 15698466 PSG10 15690162 15674782 -8304 15690162 15674782 -8304 15690162 15674782 -8304
Chr17 Complement NT_010799.13 AGGTGATTATGACCT 1114093 LOC339272 1105790 1085690 -8303 1105790 1085690 -8303 1086431 1085690 -27662
Chr22 Normal NT_011519.10 AGGTCATCCTGCCCT 3073157 COMT 3081459 3108680 -8302 3081459 3108680 -8302 3102350 3108409 -29193
Chr5 Complement NT_023133.11 TGGTCACTCTCACCC 19689051 DRD1 19680749 19677623 -8302 19680749 19677623 -8302 19679688 19678348 -9363
Chr5 Complement NT_006576.13 AGATCAGCCTGACCA 21922997 LOC345549 21914695 21866003 -8302 21914695 21866003 -8302 21914695 21866003 -8302
Chr13 Complement NT_009799.12 AGGTCAGTGTGATCA 6734726 FLJ25477 6726425 6723229 -8301 6726425 6723229 -8301 6725520 6723742 -9206
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026275 MCM3AP 3018836 2967786 -7439 3017974 2967786 -8301 3017938 2967920 -8337
Chr1 Complement NT_077920.1 AGGTCTGTGTGACCC 391236 KIAA1922 382936 357671 -8300 382936 357671 -8300 373718 366065 -17518
Chr3 Normal NT_005612.13 GGGTCACACCGACAC 34612038 LOC285225 34620338 34621584 -8300 34620338 34621584 -8300 34621196 34621495 -9158
Chr15 Complement NT_026446.12 TGGTCATGGAGACCC 375576 NDN 367276 365353 -8300 367276 365353 -8300 367163 366198 -8413
Chr2 Complement NT_005403.13 GGGTGGGAGTGACCC 10310700 FLJ36175 10302565 10251650 -8135 10302401 10251650 -8299 10298918 10251882 -11782
Chr8 Complement NT_028251.10 GGGTCATGCCGGCCT 6898016 LOC286112 6889717 6887759 -8299 6889717 6887759 -8299 6889595 6889263 -8421
Chr9 Normal NT_008413.15 AGGCCAGCCTGACCA 6739786 GASC1 6748061 7165647 -8275 6748083 7165647 -8297 6782989 7164729 -43203
Chr2 Complement NT_005416.10 GGGTGAGACTGACCC 1386233 HDLBP 1425097 1338610 38864 1377936 1338610 -8297 1376264 1338996 -9969
Chr14 Normal NT_026437.10 GGGTCAGGCTGACAA 83526678 LOC348054 83534975 83535784 -8297 83534975 83535784 -8297 83534975 83535784 -8297
Chr4 Complement NT_016606.15 GGGTCATAAGGACCT 25351100 LOC351669 25342803 25284174 -8297 25342803 25284174 -8297 25342803 25284174 -8297
Chr1 Complement NT_037485.3 GGGTCAGACTGACAC 1851960 LOC92719 1843663 1841944 -8297 1843663 1841944 -8297 1843184 1842855 -8776
Chr10 Normal NT_077570.1 GGGTCATCTGGACCC 209542 ANXA8 217767 241702 -8225 217838 233869 -8296 217943 233018 -8401
Chr9 Normal NT_008470.15 GGGTAGTTCTGACCT 30903467 FLJ00001 30911763 31091953 -8296 30911763 31091951 -8296 30911844 31088177 -8377
Chr22 Normal NT_011520.9 TGGTCATCCTGAGCC 18737469 APOBEC3F 18745694 18758968 -8225 18745763 18757754 -8294 18746020 18757754 -8551
Chr16 Complement NT_010498.13 GGGTCATGCTGACAA 16011183 FHOD1 16003116 15984852 -8067 16002889 15984852 -8294 16002871 15985097 -8312
Chr11 Normal NT_035136.1 AGGTCCCTGTGACCA 7818 LOC341135 16111 65525 -8293 16111 65525 -8293 16111 65525 -8293
ChrX Normal NT_011568.12 AGATCAGCCTGACCA 6038860 LOC352784 6047153 6084542 -8293 6047153 6084542 -8293 6047153 6084542 -8293
Chr8 Normal NT_008183.16 TGGCCAATTTGACCC 34478945 MGC22825 34487238 34514296 -8293 34487238 34513631 -8293 34487412 34513329 -8467
Chr1 Complement NT_077960.1 GGGTCCGCCTGACCC 90794 LOC126796 82502 78683 -8292 82502 78683 -8292 79432 78683 -11362
Chr21 Complement NT_011515.10 TGGTCAGTCTGAGCT 1675917 C21orf69 1667626 1665467 -8291 1667626 1665467 -8291 1666836 1666345 -9081
Chr3 Normal NT_005612.13 TGGTCATGGTGGCCC 35388929 DC12 35397220 35424562 -8291 35397220 35423669 -8291 35398112 35423254 -9183
Chr17 Complement NT_010663.13 TGGTCACAATGAGCC 15322 LOC284121 7033 5476 -8289 7033 5481 -8289 6936 6482 -8386
Chr17 Normal NT_010783.13 GGGTCAGCTCTACCT 1303848 FLJ10535 1312136 1318853 -8288 1312136 1318853 -8288 1312241 1317347 -8393
Chr20 Normal NT_011387.8 AGGCCAATCTGACCT 13191764 LOC284775 13200052 13203382 -8288 13200052 13203382 -8288 13200543 13200872 -8779
Chr7 Normal NT_007819.13 GGGTCATTGTGGCCC 25962810 LOC285941 25971098 25980497 -8288 25971098 25980497 -8288 25972372 25979767 -9562
Chr16 Normal NT_037887.3 AGGTGGCCTTGACCT 509573 SOLH 517733 544635 -8160 517860 544056 -8287 536840 543517 -27267
Chr17 Complement NT_010718.13 TGGTCAGGCTGATCT 9677579 LOC342553 9669293 9633735 -8286 9669293 9633735 -8286 9669293 9633735 -8286
Chr12 Normal NT_019546.15 AGGTCAGGCTGACTC 31997371 KIAA0789 32005655 32126085 -8284 32005655 32126085 -8284 32071800 32124310 -74429
Chr6 Normal NT_007592.13 CCGTCATACTGACCT 19800397 LOC346166 19808681 19812658 -8284 19808681 19812658 -8284 19808681 19812658 -8284
Chr6 Normal NT_034874.2 CCGTCATACTGACCT 245536 LOC347631 253820 257798 -8284 253820 257798 -8284 253820 257798 -8284
Chr8 Normal NT_008046.13 GGGTTAGCATGACCA 12110094 MATN2 12099493 12266613 10601 12118378 12266613 -8284 12118502 12266113 -8408
Chr20 Normal NT_028392.4 GGGTTACAGTGACCC 1526144 DNMT3B 1516959 1563929 9185 1534426 1563929 -8282 1534898 1562477 -8754
Chr3 Complement NT_037565.3 GGATCAGATTGACCA 2745981 LOC351448 2737701 2690502 -8280 2737701 2690502 -8280 2737690 2690502 -8291
Chr15 Normal NT_010194.15 TGGGCACAGTGACCT 46082269 SCAMP5 46074299 46100234 7970 46090549 46100234 -8280 46090579 46097722 -8310
Chr16 Complement NT_037887.3 GGGTCACAGTCACCC 1377962 FLJ23360 1369685 1355014 -8277 1369685 1355014 -8277 1360213 1356242 -17749
Chr6 Complement NT_034874.2 AGATCACACTGACCC 1072529 HCGIV 1064253 1062219 -8276 1064253 1062219 -8276 1063930 1062935 -8599
Chr15 Normal NT_010194.15 TGGTCAGGCTGATCT 16203530 DUOX1 16211803 16247385 -8273 16211803 16247385 -8273 16213776 16246710 -10246
Chr10 Complement NT_008583.15 TGGTCCTGGTGACCC 3081619 LOC340864 3073349 2920734 -8270 3073349 2920734 -8270 3073091 2920734 -8528
Chr22 Complement NT_011520.9 AGGTCACAAAGACCT 18219635 DDX17 18211396 18188509 -8239 18211367 18190768 -8268 18192977 18190994 -26658
Chr19 Normal NT_011109.15 GGGTCGAGGTGATCC 14463607 LOC350607 14471875 14479175 -8268 14471875 14479175 -8268 14471875 14479175 -8268
Chr14 Normal NT_026437.10 GGGTCACTGCAACCT 1271421 RNASE3 1279685 1280637 -8264 1279685 1280637 -8264 1279974 1280456 -8553
Chr5 Complement NT_023089.13 GGGTCACTGCAACCT 10188735 LOC340095 10180472 10178037 -8263 10180472 10178037 -8263 10179951 10179679 -8784
Chr17 Complement NT_010641.13 GGGTCGGAATCACCC 6258031 LOC146724 6249770 6245337 -8261 6249770 6245337 -8261 6249762 6245357 -8269
Chr22 Normal NT_011520.9 GGGTGATCTCGACCC 701744 FLJ30473 710003 726218 -8259 710003 726218 -8259 712802 725889 -11058
Chr11 Normal NT_033903.5 TGGTCAGGATGATCT 7568141 GNG3 7576400 7577937 -8259 7576400 7577937 -8259 7577035 7577545 -8894
Chr19 Complement NT_011109.15 GGGACAGAGTGACCC 15698466 PSG6 15690261 15674457 -8205 15690207 15675986 -8259 0 0 -15698466
Chr1 Normal NT_004464.15 GGGTGGGAGTGACCT 822038 PIN1L 830296 831291 -8258 830296 831291 -8258 830331 830633 -8293
Chr10 Complement NT_030059.10 TGGTCACCTTCACCT 563305 LOC143241 555059 534409 -8246 555048 534409 -8257 550905 534460 -12400
Chr9 Complement NT_008413.15 GGGTGGGAGTGACCC 20225592 LOC347211 20217335 20188037 -8257 20217335 20188037 -8257 20217335 20188037 -8257
Chr11 Normal NT_009237.15 GGGTTGATTTGACCC 8691159 NUCB2 8682991 8772625 8168 8699416 8754174 -8257 8717975 8754070 -26816
Chr9 Complement NT_008470.15 TGGTCAGGCTGGCCT 32915588 CLONE24922 32907653 32890075 -7935 32907332 32894031 -8256 32907322 32894464 -8266
Chr19 Normal NT_011109.15 CAGTCACCCTGACCC 27186625 TTYH1 27194829 27216088 -8204 27194881 27216088 -8256 27194917 27215499 -8292
Chr14 Normal NT_026437.10 GGGTGAGTGTGACCA 31618676 TXNDC 31626924 31642797 -8248 31626932 31641427 -8256 31627049 31641275 -8373
Chr6 Normal NT_025741.12 AGGTTGCAGTGACCC 53164637 UST 53172893 53502554 -8256 53172893 53502554 -8256 53172996 53499681 -8359
Chr17 Complement NT_010799.13 AGGTCACCTTGCCCA 9050557 CCL16 9042303 9037315 -8254 9042303 9037315 -8254 9042236 9038382 -8321
Chr19 Normal NT_011255.13 GGGCCACTCCGACCT 3550918 LOC148056 3559172 3563939 -8254 3559172 3563939 -8254 3559181 3563749 -8263
Chr3 Complement NT_005612.13 ATGTCAGGCTGACCT 54950924 LOC348811 54942670 54942272 -8254 54942670 54942272 -8254 54942670 54942272 -8254
Chr3 Complement NT_005612.13 CAGTCATAGTGACCT 29827769 MYLK 29949665 29732045 121896 29819515 29732046 -8254 29738295 29732106 -89474
Chr3 Complement NT_005612.13 CAGTCATAGTGACCT 29827769 MYLK 29949665 29732045 121896 29819515 29732046 -8254 29818702 29732106 -9067
Chr3 Complement NT_005612.13 CAGTCATAGTGACCT 29827769 MYLK 29949665 29732045 121896 29819515 29732046 -8254 29911842 29732106 84073
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 123824 LOC352671 115572 86298 -8252 115572 86298 -8252 115572 86298 -8252
Chr11 Normal NT_009237.15 TGGCCAGGCTGACCT 24430586 LOC91614 24438514 24456230 -7928 24438832 24456230 -8246 24439095 24456105 -8509
Chr20 Normal NT_028392.4 AGGTTGCAGTGACCT 4288095 SDBCAG84 4296291 4311925 -8196 4296341 4311925 -8246 4296368 4311796 -8273
Chr22 Complement NT_011520.9 AGGTCAACCTGGCCC 15946952 APOL4 15938707 15923004 -8245 15938707 15923004 -8245 15935608 15924951 -11344
Chr15 Normal NT_010194.15 GGGTCACCTTGTCCT 28378289 LOC283663 28386534 28389567 -8245 28386534 28389567 -8245 28388082 28388372 -9793
ChrX Complement NT_025302.11 GGTTCACTTTGACCC 277084 LOC347523 268839 242764 -8245 268839 242764 -8245 268839 242764 -8245
Chr3 Complement NT_005927.15 CGGTCACCTTAACCT 16492598 KIAA0084 16484355 16283935 -8243 16484355 16286207 -8243 16464230 16287189 -28368
Chr5 Complement NT_023089.13 CTGTCAGAGTGACCT 515427 SLC9A3 507287 456163 -8140 507185 456163 -8242 507175 456232 -8252
Chr4 Complement NT_037622.3 TGGTCAGGCTGGCCT 466158 FLJ14297 457918 409224 -8240 457918 409224 -8240 410752 410282 -55406
Chr4 Normal NT_016354.15 TGGTCAAGGGGACCC 35810054 LOC255997 35818294 35834450 -8240 35818294 35834450 -8240 35818294 35834450 -8240
Chr7 Normal NT_007933.12 AGCTCAAGTTGACCA 41019031 TES 41027237 41075525 -8206 41027271 41075525 -8240 41051278 41074226 -32247
Chr11 Complement NT_033899.5 GGGTCACCCCGCCCC 37359481 KIAA1030 37351243 37328434 -8238 37351243 37328434 -8238 37345336 37332182 -14145
Chr19 Complement NT_011255.13 AGGTCAGGTCCACCC 3574985 LOC148055 3566748 3563936 -8237 3566748 3563936 -8237 3566666 3563936 -8319



Chr20 Complement NT_011387.8 AGGTCTTACTGACCA 391382 C20orf140 383187 356126 -8195 383147 356126 -8235 383049 359230 -8333
Chr3 Normal NT_005612.13 AGATCAGCCTGACCA 28493962 E2IG5 28502177 28528504 -8215 28502196 28528504 -8234 28502267 28527935 -8305
Chr20 Complement NT_011362.8 AGGTCATTTTGGCCA 16299482 LOC343610 16291248 16219682 -8234 16291248 16219682 -8234 16291248 16219682 -8234
Chr1 Normal NT_004852.15 GGGTCAGAGTGACAT 1615655 RPS8 1623889 1627326 -8234 1623889 1627055 -8234 1623912 1627000 -8257
Chr4 Complement NT_006238.10 AGGTGATTTTGACCT 4636836 LOC348898 4628603 4473397 -8233 4628603 4473397 -8233 4628603 4473397 -8233
Chr18 Normal NT_025028.13 AGGTAGACATGACCT 11200103 CDH7 11208334 11339021 -8231 11208334 11339021 -8231 11220925 11338976 -20822
Chr7 Normal NT_034885.2 GGGCCACTGTGACCA 416308 LOC202781 424539 426754 -8231 424539 426754 -8231 425016 425306 -8708
Chr5 Normal NT_023089.13 AGGTCAAGATGCCCT 10378025 TEB4 10336566 10418229 41459 10386256 10418229 -8231 10386320 10416534 -8295
Chr6 Normal NT_007592.13 GGGTCATGACGACCT 23966268 RING1 23973449 23977652 -7181 23974496 23977652 -8228 23974571 23977335 -8303
Chr12 Normal NT_029419.10 AGTTCATTCTGACCA 8186687 LOC283467 8194914 8196755 -8227 8194914 8196755 -8227 8195118 8195450 -8431
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026201 MCM3AP 3018836 2967786 -7365 3017974 2967786 -8227 3017938 2967920 -8263
Chr5 Normal NT_006713.13 GGGTGGGAGTGACCC 12151490 CSPG2 12159715 12269113 -8225 12159715 12269113 -8225 12171470 12268385 -19980
Chr16 Normal NT_037887.3 GGGTCAGACTGACGG 696947 MGC2601 705172 709655 -8225 705172 707479 -8225 705291 707388 -8344
Chr3 Normal NT_005962.15 AGGTCATCATGAACA 6765430 LOC348827 6773654 6846150 -8224 6773654 6846150 -8224 6773696 6786957 -8266
Chr6 Normal NT_033951.3 GGGTCATGACGACCT 4549270 RING1 4556447 4560650 -7177 4557494 4560650 -8224 4557569 4560333 -8299
Chr11 Normal NT_033899.5 AGGTCAACATGTCCC 5755046 BIRC2 5761800 5793240 -6754 5763269 5793234 -8223 5764428 5792754 -9382
Chr7 Normal NT_007933.12 TGGGCATGGTGACCC 21207207 LOC346598 21215430 21272805 -8223 21215430 21272805 -8223 21215430 21272805 -8223
Chr18 Normal NT_010966.13 GGGTCAGAACCACCC 25395067 FLJ34218 25403289 25406192 -8222 25403289 25406192 -8222 25403941 25404423 -8874
Chr7 Complement NT_007914.12 AGGTCATTGAGACCT 13919920 LOC352336 13911698 13879023 -8222 13911698 13879023 -8222 13911698 13879023 -8222
ChrX Normal NT_019686.7 AGGCCGACCTGACCT 1357872 LOC91966 1366093 1367499 -8221 1366093 1367499 -8221 1366093 1367499 -8221
Chr16 Normal NT_010498.13 GGGTCATTTTGCCCA 14851172 LOC350293 14859391 14944150 -8219 14859391 14944150 -8219 14859455 14944150 -8283
Chr19 Normal NT_011109.15 GGGTCATGCTGGCCA 17228405 LOC147711 17236622 17245790 -8217 17236622 17245790 -8217 17244359 17245318 -15954
Chr9 Complement NT_023929.15 AGCTCACTGTGACCT 181728 LOC85026 173587 170034 -8141 173514 170034 -8214 170900 170280 -10828
Chr12 Complement NT_009755.15 GGGTCACTGCAACCT 782503 FLJ12750 774571 743462 -7932 774292 743462 -8211 774189 745243 -8314
Chr2 Normal NT_022135.13 AAGTCACCACGACCC 9802530 INHBB 9810741 9816716 -8211 9810741 9816716 -8211 9811507 9815192 -8977
Chr3 Complement NT_005825.15 AGGTCTCTCTGACCT 513595 FLJ25467 505385 478926 -8210 505385 478926 -8210 490477 479278 -23118
Chr14 Normal NT_026437.10 GGGTCTTGGTGACCA 84622378 C14orf144 84630587 84632536 -8209 84630587 84632536 -8209 84630835 84631418 -8457
Chr1 Complement NT_032977.5 AGCTCACTGCGACCT 15418089 KIAA1771 15470516 15369595 52427 15409880 15406888 -8209 15408994 15407268 -9095
Chr3 Complement NT_005612.13 GGGTCAATTTGACTC 18259371 GCET2 18251293 18238846 -8078 18251163 18240529 -8208 18251121 18241456 -8250
Chr3 Complement NT_005999.15 AGGTCACCACCACCC 1426181 LOC56920 1417973 1406198 -8208 1417973 1406198 -8208 1417973 1408549 -8208
Chr16 Complement NT_024797.13 GGGTGGGAGTGACCC 575769 LOC350315 567562 554858 -8207 567562 554858 -8207 567562 554858 -8207
Chr17 Normal NT_010641.13 AGGTCTCCTTGACCC 6892378 ICT1 6900573 6909159 -8195 6900584 6909159 -8206 6900586 6908904 -8208
Chr1 Normal NT_077965.1 GGCTCAAATTGACCG 4830 LOC348496 13035 16426 -8205 13035 16426 -8205 13047 13337 -8217
Chr1 Normal NT_077969.1 GGGTCAAACTCACCC 87850 LOC350888 96054 105111 -8204 96054 105111 -8204 96054 105111 -8204
Chr4 Normal NT_006307.14 AGGTCAGCAAGACCA 699788 CPZ 707855 734947 -8067 707990 734944 -8202 708029 734812 -8241
Chr3 Normal NT_005612.13 GGGGCATTCTGACCC 33532465 LOC351491 33540663 33586151 -8198 33540663 33586151 -8198 33540663 33586151 -8198
Chr14 Complement NT_026437.10 ACGTCACTGCGACCC 82903392 ANKRD9 82896169 82893224 -7223 82895195 82893224 -8197 82894267 82893314 -9125
Chr3 Normal NT_005962.15 TGGTCAGGCTGGCCT 21601003 LOC201682 21609200 21624097 -8197 21609200 21624097 -8197 21609200 21624097 -8197
Chr3 Normal NT_005612.13 GGGTCAGCCTCACCT 57879575 LOC201651 57887771 57891201 -8196 57887771 57891201 -8196 57887921 57891038 -8346
Chr6 Complement NT_007592.13 AGGTCAGTGAGACCG 2792881 LOC221703 2784685 2720108 -8196 2784685 2720108 -8196 2784685 2720108 -8196
ChrX Complement NT_011651.13 AGGTCAAATTGACAT 26020414 RAB40A 26012221 25991862 -8193 26012221 25992486 -8193 25993488 25992655 -26926
Chr12 Complement NT_009759.15 TGGTCAATTTGACCG 2828880 LOC121629 2820688 2818319 -8192 2820688 2818319 -8192 2818873 2818319 -10007
Chr17 Normal NT_010783.13 TGGTCAATCTCACCC 2572597 NESH 2580788 2593786 -8191 2580788 2593786 -8191 2581286 2593276 -8689
Chr5 Complement NT_029289.9 TGTTCATACTGACCC 10706436 PDGFRB 10698358 10656340 -8078 10698247 10656340 -8189 10679547 10658263 -26889
Chr2 Normal NT_026970.9 GGGTCCTGATGACCA 734091 CGI-105 742277 752708 -8186 742277 752708 -8186 745136 752534 -11045
Chr7 Complement NT_007914.12 AGGTCTGTATGACCT 14682602 LOC346555 14674416 14669948 -8186 14674416 14669948 -8186 14674416 14669948 -8186
Chr17 Complement NT_010783.13 AGGTCATTGTGCCCA 21150287 LOC348240 21142102 21138103 -8185 21142102 21138103 -8185 21142102 21138103 -8185
Chr1 Complement NT_021937.15 TGGTCATTTTGTCCT 3399804 LOC343069 3391620 3390739 -8184 3391620 3390739 -8184 3391620 3390739 -8184
Chr7 Complement NT_007819.13 TGGTTATAATGACCT 43480974 MYLC2A 43473078 43470581 -7896 43472790 43470581 -8184 43472790 43470636 -8184
Chr5 Complement NT_034772.4 AGGTCAAGGTGACGC 24237986 MGC32805 24229803 24187213 -8183 24229803 24187213 -8183 24229463 24205115 -8523
Chr19 Normal NT_011295.10 AGGTCACTGCAACCT 10197408 RENT1 10205549 10241840 -8141 10205590 10241840 -8182 10205821 10239774 -8413
Chr20 Normal NT_011387.8 AGCTCACTGCGACCT 21178373 LOC348557 21186554 21188698 -8181 21186554 21188698 -8181 21186554 21188698 -8181
Chr8 Normal NT_008046.13 GAGTCAGGGTGACCA 32335726 LOC346836 32343905 32664653 -8179 32343905 32664653 -8179 32343905 32664653 -8179
Chr16 Complement NT_024797.13 TGGTCTGTCTGACCC 9297578 LOC350332 9289399 9185233 -8179 9289399 9185233 -8179 9289399 9185233 -8179
Chr4 Normal NT_006307.14 AGGTCAGGCAGACCC 306385 FLJ20356 314496 356298 -8111 314562 356298 -8177 320390 356150 -14005
Chr4 Complement NT_006316.15 TGGTCATGCAGACCT 11567867 KCNIP4 11980887 11406403 413020 11559691 11406403 -8176 11527625 11407063 -40242
Chr13 Normal NT_024524.12 AGGTCACCGTGAGCC 5497825 LOC349935 5505999 5579699 -8174 5505999 5579699 -8174 5506045 5579699 -8220
Chr2 Normal NT_005058.13 CAGTCAGGCTGACCC 3609894 MGAT5 3618067 3815367 -8173 3618067 3815367 -8173 3620874 3815317 -10980
Chr1 Normal NT_032977.5 AGGTCAGGCTTACCC 17110228 MGC35130 17118207 17181962 -7979 17118401 17158938 -8173 17118645 17158727 -8417
Chr12 Normal NT_078089.1 AGGTTGCAGTGACCT 899435 MGC10854 907588 960583 -8153 907607 924387 -8172 910341 923937 -10906
Chr16 Normal NT_010393.13 AGGTTGCAGTGACCC 16493328 AQP8 16500268 16513468 -6940 16501499 16513467 -8171 16501583 16513029 -8255
Chr11 Complement NT_028310.10 AGGTCACTCCGACTC 1675541 CDKN1C 1667402 1664859 -8139 1667370 1665274 -8171 1667128 1665643 -8413
Chr20 Normal NT_011387.8 CTGTCAGCCTGACCC 1807257 PTPNS1 1815425 1860539 -8168 1815425 1860537 -8168 1816094 1858214 -8837
Chr21 Complement NT_011515.10 AGGTCACTGTGGCCA 400279 HSF2BP 392112 261811 -8167 392112 261811 -8167 390715 262372 -9564
Chr6 Complement NT_025741.12 AGGTCAAGCTGGCCA 35030566 LOC352021 35022399 34985291 -8167 35022399 34985291 -8167 35022399 34985291 -8167
Chr1 Complement NT_077923.1 GGGTGAGTTTGACCC 30231 LOC350850 22066 13008 -8165 22066 13008 -8165 22066 13008 -8165
Chr16 Normal NT_010498.13 AGGTTGCAGTGACCC 2184154 RBL2 2192279 2249477 -8125 2192318 2249477 -8164 2192387 2248130 -8233
Chr2 Complement NT_005403.13 AGGTCAAAATGACCT 72452265 LOC151283 72444102 72442090 -8163 72444102 72442090 -8163 72444045 72443728 -8220
Chr3 Normal NT_005999.15 AGGCCAGCCTGACCA 3087135 CACNA2D3 3095297 4046391 -8162 3095297 4046391 -8162 3292356 4046042 -205221
ChrX Normal NT_011669.13 GGGTGGGAGTGACCC 9068521 LOC347355 9076682 9164504 -8161 9076682 9164504 -8161 9076682 9164504 -8161
Chr8 Normal NT_008183.16 GGGTGGGAGTGACCT 7363014 RP1 7371175 7385942 -8161 7371175 7385942 -8161 7376075 7385461 -13061
Chr14 Normal NT_026437.10 AGGTTGTGGTGACCC 84225939 LOC145216 84234099 84244427 -8160 84234099 84244427 -8160 84240775 84242816 -14836
Chr11 Normal NT_033903.5 GGGTAGGAGTGACCC 202221 LOC219421 210380 256160 -8159 210380 256160 -8159 210380 256160 -8159
Chr11 Normal NT_028310.10 GGGTCAATATCACCC 89552 LOC255512 97711 98648 -8159 97711 98648 -8159 97733 98023 -8181
Chr14 Complement NT_026437.10 AGGTCGCGGTGAGCC 53422014 ZFYVE1 53413880 53356201 -8134 53413855 53356201 -8159 53411257 53357631 -10757
Chr11 Complement NT_033903.5 GGGTCACTCCCACCC 1088479 LOC219463 1080321 1079614 -8158 1080321 1079614 -8158 1080321 1079614 -8158
Chr3 Normal NT_005825.15 TGGTCCCAGTGACCC 6170698 TREX1 6178772 6199680 -8074 6178855 6197691 -8157 6178887 6197590 -8189
Chr14 Normal NT_026437.10 AGGTCACCATGTCCC 83917361 LOC350105 83925515 83939601 -8154 83925515 83939601 -8154 83925515 83939601 -8154
Chr8 Normal NT_028251.10 TGGCCATTCTGACCT 7155969 LOC340389 7164122 7165726 -8153 7164122 7165726 -8153 7164122 7165726 -8153
Chr10 Normal NT_030059.10 AGGTTGCAGTGACCT 42540133 LOC349516 42548286 42577632 -8153 42548286 42577632 -8153 42548286 42577632 -8153
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026127 MCM3AP 3018836 2967786 -7291 3017974 2967786 -8153 3017938 2967920 -8189
Chr1 Normal NT_004668.15 AGGTCGTGTTGACAC 3274975 NTRK1 3283008 3304043 -8033 3283128 3303835 -8153 3283128 3303835 -8153
Chr12 Complement NT_029419.10 TGGTCAAACTGTCCT 30798743 IL22 30790591 30785331 -8152 30790591 30785806 -8152 30790534 30785885 -8209
ChrX Complement NT_011568.12 AGGTCTTTATGACCT 7164688 LOC139340 7156536 7155141 -8152 7156536 7155141 -8152 7156536 7155141 -8152
Chr9 Complement NT_008413.15 GGGTCATGGGGACCT 2866769 LOC352682 2858617 2855184 -8152 2858617 2855184 -8152 2858617 2855184 -8152
Chr2 Complement NT_005403.13 GGCTCACTGCGACCT 23134755 DLX2 23126812 23123505 -7943 23126604 23123505 -8151 23126604 23124609 -8151
Chr14 Complement NT_026437.10 AGGTCACCATGTCCC 83917361 CKB 83915376 83906037 -1985 83909211 83906037 -8150 83908871 83906242 -8490
Chr10 Complement NT_024040.14 GGGTCAAACTGACAC 607087 LOC338546 598938 591053 -8149 598938 591053 -8149 598938 591053 -8149
Chr1 Normal NT_037485.3 AGGTCACAGTGAGCC 1751783 DKFZP564D0478 1759883 1774099 -8100 1759931 1774099 -8148 1759958 1773166 -8175
Chr14 Normal NT_026437.10 TGGCCAGGCTGACCC 82971126 RCOR 82979040 83116932 -7914 82979274 83112884 -8148 82979274 83112884 -8148
Chr5 Normal NT_006431.13 AGGTCATAAAGACCT 7596035 LOC285665 7604180 7612287 -8145 7604180 7612287 -8145 7611348 7611635 -15313
Chr2 Normal NT_005403.13 GGGGCAAAATGACCC 16301785 SCN2A2 16255293 16405877 46492 16309930 16405877 -8145 16311672 16405672 -9887
Chr2 Complement NT_022184.12 AGGTCGCAGTGAGCT 46875155 LOC344451 46867013 46804881 -8142 46867013 46804881 -8142 46867013 46804881 -8142



Chr8 Normal NT_078037.1 AGTTCATACTGACCC 385553 LOC347056 393695 400326 -8142 393695 400326 -8142 393695 400326 -8142
Chr16 Normal NT_037887.3 GGGTCACGCCGCCCC 2508496 LOC348208 2516638 2520973 -8142 2516638 2520973 -8142 2519946 2520317 -11450
Chr12 Normal NT_078091.1 AGGTCACAGTGAGCT 106086 U1SNRNPBP 112304 121051 -6218 114228 121051 -8142 120202 120942 -14116
Chr16 Complement NT_010498.13 TGGTCAAAGTGATCT 16732223 SLC12A4 16724114 16699787 -8109 16724082 16699787 -8141 16724013 16700301 -8210
Chr21 Complement NT_030188.2 AGGTGATCTTGACCA 573667 TMPRSS3 565526 541326 -8141 565526 541326 -8141 557902 542197 -15765
Chr11 Normal NT_033927.5 AGGTCATTGTGCCCA 3837625 LOC283207 3845765 3846745 -8140 3845765 3846745 -8140 3845856 3846230 -8231
Chr5 Complement NT_023133.11 AGGTCAGCCGGACCT 16667223 LOC285590 16659085 16561774 -8138 16659085 16570090 -8138 16642941 16570314 -24282
Chr3 Normal NT_022459.12 GAGTCATCCTGACCC 5372365 LOC344704 5380502 5385441 -8137 5380502 5385441 -8137 5380502 5385441 -8137
Chr20 Complement NT_011362.8 AGGTCACTCTGTCCC 20568205 LOC343623 20560069 20381930 -8136 20560069 20381930 -8136 20560069 20381930 -8136
Chr20 Normal NT_011362.8 GGGGCAGTCTGACCC 23616190 CDH26 23586378 23661962 29812 23624325 23642479 -8135 23624522 23640681 -8332
Chr9 Complement NT_008470.15 TGGTCAGTCTTACCC 33317155 ZDHHC12 33309037 33305786 -8118 33309020 33305786 -8135 33309007 33306095 -8148
ChrX Complement NT_011638.11 TGGCCAGGCTGACCT 305527 LOC286431 297393 295393 -8134 297393 295393 -8134 296663 296337 -8864
Chr1 Complement NT_032977.5 TGGTCAGGCTGATCT 11612376 KIAA1915 11604245 11569326 -8131 11604245 11569326 -8131 11596867 11574580 -15509
Chr5 Complement NT_006713.13 GGGTGGAAATGACCT 8865573 LOC256987 8857443 8831104 -8130 8857443 8831104 -8130 8857440 8831618 -8133
Chr12 Complement NT_009755.15 GGGTCAATGGGACCT 5081703 LOC341509 5073574 5067028 -8129 5073574 5067028 -8129 5073574 5067028 -8129
Chr3 Complement NT_006014.14 GGGCCAGCATGACCT 519231 GPX1 511103 509685 -8128 511103 509685 -8128 510784 509900 -8447
Chr9 Normal NT_024000.15 GGGTCGTGATGAGCC 826084 SSNA1 834178 835897 -8094 834212 835894 -8128 834258 835445 -8174
Chr4 Complement NT_022792.15 AGGTCAGACTGACTT 17217727 LOC351709 17209600 17191972 -8127 17209600 17191972 -8127 17209600 17191972 -8127
Chr8 Complement NT_008046.13 AGGCCATTTTGACCA 20510433 LOC346888 20502307 20500908 -8126 20502307 20500908 -8126 20502307 20500908 -8126
Chr3 Complement NT_005612.13 GAGTCACTTTGACCA 4648636 C3orf4 4640962 4624473 -7674 4640512 4633481 -8124 4639422 4634657 -9214
Chr16 Complement NT_010393.13 TGGTCAAGCTGATCT 19853780 LOC112869 19845656 19807803 -8124 19845656 19807804 -8124 19818522 19807886 -35258
Chr19 Complement NT_011109.15 AGATCAGCCTGACCA 24893728 LOC284372 24885604 24884534 -8124 24885604 24884534 -8124 24885266 24885123 -8462
Chr19 Normal NT_011295.10 GGGTAAGTTTGACCA 9954287 FLJ20850 9962337 9965948 -8050 9962410 9965948 -8123 9962414 9965728 -8127
Chr20 Complement NT_011362.8 TGCTCACTGTGACCT 869028 C20orf132 860906 782545 -8122 860906 810139 -8122 860798 810338 -8230
Chr7 Normal NT_007819.13 TGGTAAGTCTGACCC 43362765 LOC255031 43370886 43374021 -8121 43370886 43374021 -8121 43372620 43372961 -9855
Chr4 Normal NT_006238.10 AGGTCCTGTTGACCA 1686395 C4orf1 1694510 1791504 -8115 1694515 1791504 -8120 1694635 1790109 -8240
Chr21 Complement NT_011512.8 AGATCAGCCTGACCG 21271796 LOC343767 21263676 21219019 -8120 21263676 21219019 -8120 21263676 21219019 -8120
ChrX Complement NT_011786.13 GGGTCAATACGAGCC 12224518 LOC347484 12216398 12215848 -8120 12216398 12215848 -8120 12216398 12215848 -8120
Chr15 Complement NT_010194.15 AGATCAGCCTGACCA 14738769 CATSPER2 14827948 14712372 89179 14730650 14712383 -8119 14729870 14712510 -8899
Chr15 Normal NT_010194.15 AGGTTGCAGTGACCC 43468941 LOC338949 43477060 43487107 -8119 43477060 43487107 -8119 43485443 43486633 -16502
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 123690 LOC352671 115572 86298 -8118 115572 86298 -8118 115572 86298 -8118
Chr7 Complement NT_007914.12 AGGTCACTGTGCCCT 11435364 ASB10 11427249 11415556 -8115 11427249 11415556 -8115 11426988 11415970 -8376
Chr19 Normal NT_011109.15 TGGCCATTCTGACCT 8843691 DKFZP434J046 8848158 8864225 -4467 8851806 8864225 -8115 8858663 8864148 -14972
Chr1 Normal NT_004671.15 AGGTCAACATGCCCA 13503924 LOC148713 13512039 13513565 -8115 13512039 13513565 -8115 13512085 13513465 -8161
Chr5 Normal NT_023133.11 AGGTCAGGATGCCCT 7734069 MAT2B 7739790 7755886 -5721 7742183 7755886 -8114 7742251 7754927 -8182
Chr12 Complement NT_029419.10 AGATCACTCTGACCT 31099156 LOC144247 31091044 31090015 -8112 31091044 31090015 -8112 31090968 31090081 -8188
Chr14 Normal NT_026437.10 GGGACACAGTGACCC 61526395 LOC341921 61534507 61559211 -8112 61534507 61559211 -8112 61534507 61559211 -8112
Chr7 Complement NT_007758.10 TGGTCAAAGTGAGCT 11013383 BCL7B 11005274 10983936 -8109 11005274 10983936 -8109 11005158 10984515 -8225
Chr1 Normal NT_004754.14 AGGTCAAAGTCACCC 1204585 CD2 1212677 1227432 -8092 1212694 1227432 -8109 1212700 1226990 -8115
Chr17 Normal NT_010755.13 GGGTCAGCCTAACCC 1037515 LOC284108 1045622 1048033 -8107 1045622 1048033 -8107 1045640 1045915 -8125
Chr7 Complement NT_007933.12 GGGTCGCTATCACCC 25480849 TFR2 25473986 25451627 -6863 25472743 25451921 -8106 25472716 25452064 -8133
Chr1 Normal NT_021877.15 GGGGCACAGTGACCA 1448906 LOC148696 1457011 1459047 -8105 1457011 1459047 -8105 1458610 1458996 -9704
Chr17 Normal NT_010718.13 CAGTCACGCTGACCC 16843054 MYO15A 16851157 16922252 -8103 16851157 16922252 -8103 16861252 16921321 -18198
Chr4 Complement NT_006051.15 GGGACGCAGTGACCT 600147 STX18 592112 469052 -8035 592048 469557 -8099 592045 470115 -8102
Chr11 Normal NT_033903.5 GGGTCACTCTCACCC 6101840 PGA5 6109936 6120180 -8096 6109936 6120180 -8096 6109966 6120019 -8126
Chr11 Normal NT_028310.10 CGGTCAGGCTGACCT 5097340 LOC341275 5105434 5161861 -8094 5105434 5161861 -8094 5105434 5161861 -8094
Chr6 Complement NT_007592.13 ATGTCACAGTGACCT 19233856 ZNF305 19225795 19204983 -8061 19225762 19204983 -8094 19224433 19208517 -9423
Chr5 Complement NT_023133.11 AGGTCTGAGTGACCA 4663744 SLU7 4655959 4639715 -7785 4655652 4639715 -8092 4651859 4639850 -11885
Chr6 Complement NT_033951.3 AGATCACACTGACCC 1221534 HCGIV 1213446 1211435 -8088 1213446 1211435 -8088 1213123 1212149 -8411
Chr8 Normal NT_008046.13 GGGCCATTATGACCT 2089646 LOC286107 2097734 2098612 -8088 2097734 2098612 -8088 2097734 2098612 -8088
Chr7 Normal NT_007819.13 AGGTCAGTATTACCC 28876689 LOC346429 28884776 28885060 -8087 28884776 28885060 -8087 28884776 28885060 -8087
Chr19 Complement NT_011295.10 TGGTCAAGCTGATCT 1056622 FLJ20079 1048536 1022132 -8086 1048536 1022132 -8086 1034222 1026427 -22400
Chr17 Complement NT_010748.12 AGGTCACTGCAACCT 2230251 KIAA0356 2222183 2167337 -8068 2222166 2167337 -8085 2213917 2169291 -16334
Chr17 Normal NT_010783.13 AGGTCTTTATGACCT 14040131 BCAS3 14048215 14763180 -8084 14048215 14763173 -8084 14049801 14762468 -9670
Chr10 Normal NT_008583.15 AGGCCAATCTGACCA 28178822 LOC340781 28186906 28212830 -8084 28186906 28212830 -8084 28186906 28212830 -8084
Chr1 Normal NT_004668.15 TGGTGACAGTGACCT 4937971 LOC348419 4946055 4946786 -8084 4946055 4946786 -8084 4946055 4946786 -8084
Chr12 Normal NT_009759.15 AGGTCAGCCTCACCC 6339535 LTBR 6347526 6354993 -7991 6347618 6354993 -8083 6347786 6354364 -8251
Chr19 Complement NT_011255.13 AGGTCACAGCCACCC 6618682 TNFSF14 6610599 6604568 -8083 6610599 6604568 -8083 6610080 6604937 -8602
Chr3 Complement NT_006014.14 CGGTCAGTGTGACAC 1017141 TRIP 1009058 981133 -8083 1009058 981133 -8083 1008959 981609 -8182
Chr5 Normal NT_077451.2 AGGTTGCAGTGACCT 1374124 ZNF354B 1382167 1407235 -8043 1382207 1406621 -8083 1383255 1406498 -9131
Chr2 Complement NT_005120.13 AGATCATGTTGACCT 969399 LOC344234 961317 937934 -8082 961317 937934 -8082 961317 937934 -8082
Chr5 Normal NT_029289.9 AGCTCAATATGACCG 1757924 PCDHB14 1766006 1768788 -8082 1766006 1768788 -8082 1766006 1768402 -8082
Chr16 Normal NT_010393.13 AGGTCATTGTGCCCG 13790022 KIAA0220 13764803 13821052 25219 13798103 13820990 -8081 13798341 13820924 -8319
ChrX Complement NT_011568.12 TGGGCAAGCTGACCC 11463322 LOC255870 11455242 11453931 -8080 11455242 11453931 -8080 11455082 11454753 -8240
Chr11 Normal NT_033899.5 GGGTCAGAGTGATCT 7964110 LOC341223 7972189 8078241 -8079 7972189 8078241 -8079 7972189 8078241 -8079
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3026053 MCM3AP 3018836 2967786 -7217 3017974 2967786 -8079 3017938 2967920 -8115
Chr13 Normal NT_009952.13 GGGTCACTACAACCC 13506676 CLYBL 13514754 13651389 -8078 13514754 13634494 -8078 13514754 13633343 -8078
Chr12 Normal NT_029419.10 TGGGCAGGGTGACCC 17594601 LOC121360 17602679 17653387 -8078 17602679 17653387 -8078 17602679 17653387 -8078
Chr5 Normal NT_029289.9 AGCTCAACATGACCT 3223796 LOC345534 3231874 3271011 -8078 3231874 3271011 -8078 3231874 3271011 -8078
Chr15 Complement NT_010194.15 AGGTCATAGTGAGCT 46799572 CSPG4 46791566 46753094 -8006 46791496 46753365 -8076 46791496 46754292 -8076
Chr12 Complement NT_019546.15 AGGTCAATATCACCG 19018875 FLJ11183 19085247 18955936 66372 19010799 18956974 -8076 19010793 18957487 -8082
Chr1 Complement NT_077386.2 AGGTCTGTCTGACCT 295536 LOC339442 287460 281728 -8076 287460 281728 -8076 285132 284480 -10404
Chr1 Normal NT_004511.15 AGGTCAGCGTGGCCT 2419457 DKFZp451J0118 2426872 2445470 -7415 2427532 2442381 -8075 2427532 2442381 -8075
Chr2 Normal NT_015926.13 AGCTCAGTGTGACCT 2412332 LOC351086 2420406 2513874 -8074 2420406 2513874 -8074 2420406 2513874 -8074
Chr19 Complement NT_011295.10 AGGTTGCGGTGACCC 5857004 PTGER1 5848976 5846081 -8028 5848930 5846081 -8074 5847934 5846174 -9070
Chr12 Normal NT_029419.10 AGCTCACTGCGACCT 7745091 DKFZp313M0720 7753164 7969436 -8073 7753164 7969436 -8073 7753430 7966400 -8339
Chr1 Complement NT_004511.15 GGGTCATGGTGAACT 3574643 LOC127550 3566570 3553952 -8073 3566570 3553952 -8073 3566570 3553952 -8073
Chr19 Complement NT_011109.15 AGGTCAGCATGGCCC 4024134 LOC342873 4016063 3915491 -8071 4016063 3915491 -8071 4016063 3915491 -8071
Chr19 Complement NT_011295.10 AGGTCGCACTGAGCC 1721171 ICAM3 1713139 1707256 -8032 1713102 1707256 -8069 1713092 1707335 -8079
Chr11 Normal NT_028310.10 AGGTTGACTTGACCC 5699758 ZNF215 5707827 5769891 -8069 5707827 5739241 -8069 5713677 5737935 -13919
Chr17 Normal NT_010641.13 AGGTTGCAGTGACCT 392703 PRKAR1A 400246 439618 -7543 400770 420559 -8067 403702 418751 -10999
Chr7 Normal NT_007933.12 TGGCCAGCCTGACCT 60375007 LOC136321 60383073 60383687 -8066 60383073 60383687 -8066 60383073 60383687 -8066
Chr1 Complement NT_077960.1 AGGTCACACCCACCC 138061 LOC348493 129995 126974 -8066 129995 126974 -8066 129995 126974 -8066
Chr17 Complement NT_030843.6 CAGTCATCTTGACCC 2231879 LOC146733 2223814 2220112 -8065 2223814 2220112 -8065 2222068 2221610 -9811
Chr21 Normal NT_011512.8 GGGTCACCCTGATCT 20094780 OLIG1 20102845 20105120 -8065 20102845 20105120 -8065 20102948 20103763 -8168
Chr8 Normal NT_008046.13 AGGTCACAGTGAGCT 7922845 LOC137392 7930908 7958918 -8063 7930908 7958849 -8063 7931049 7957570 -8204
Chr18 Normal NT_010859.12 TGGTCAGGCTGGCCT 3429546 TGIF 3401607 3448405 27939 3437609 3448405 -8063 3440489 3447939 -10943
Chr16 Normal NT_024812.10 ATGTCATATTGACCA 3791300 LOC283957 3799362 3847443 -8062 3799362 3847443 -8062 3799389 3842988 -8089
Chr14 Complement NT_026437.10 GGGTCACCGCAACCT 2955433 LOC350011 2947371 2942908 -8062 2947371 2942908 -8062 2947371 2942908 -8062
Chr21 Complement NT_011512.8 GGGTCAATGTGAGCC 25161909 DSCR4 25153849 25086711 -8060 25153849 25086711 -8060 25153744 25087344 -8165
Chr10 Normal NT_037750.1 GGGACAAACTGACCC 177072 LOC340733 185131 193190 -8059 185131 193190 -8059 185131 193190 -8059
Chr10 Complement NT_030059.10 AGGACAGGTTGACCT 18474624 LOXL4 18466565 18446008 -8059 18466565 18446008 -8059 18461334 18447236 -13290
Chr1 Normal NT_019273.15 GGGGCAGGGTGACCG 606776 LOC284614 614834 632536 -8058 614834 632536 -8058 614834 632536 -8058



Chr2 Normal NT_005403.13 AGCTCACTGTGACCT 69339268 BRP17 69294550 69370846 44718 69347325 69370846 -8057 69347325 69369038 -8057
Chr12 Normal NT_009775.13 AGGTCTGGGTGACCC 7991157 LOC341540 7999213 8057072 -8056 7999213 8057072 -8056 7999213 8057072 -8056
Chr6 Complement NT_078024.1 AGGTCAAAATAACCA 95706 LOC352179 87650 41969 -8056 87650 41969 -8056 87650 41969 -8056
Chr9 Complement NT_024000.15 GGGTCACCATGTCCC 598236 FBXW5 590262 585967 -7974 590181 585967 -8055 589614 586459 -8622
Chr19 Normal NT_011295.10 AGGTCACAAAGACCC 8194981 SIN3B 8203036 8253962 -8055 8203036 8253962 -8055 8203488 8252340 -8507
Chr10 Complement NT_030059.10 GAGTCACTGTGACCG 23685608 LOC119395 23677555 23671136 -8053 23677555 23671136 -8053 23677347 23671528 -8261
Chr13 Complement NT_009799.12 GGGTCACTGCAACCT 1154079 LOC341758 1146026 1122803 -8053 1146026 1122803 -8053 1146026 1122803 -8053
Chr3 Complement NT_005999.15 GGGTCTCCCTGACCA 9911211 LOC344929 9903158 9882058 -8053 9903158 9882058 -8053 9903158 9882058 -8053
Chr12 Complement NT_009714.15 AGGTCAATTTAACCA 24415863 MGC24039 24407810 24297615 -8053 24407810 24363610 -8053 24407720 24363719 -8143
Chr3 Complement NT_005612.13 GGGTCACTGCAACCT 33706869 TPRA40 33716614 33691452 9745 33698816 33691452 -8053 33698525 33691900 -8344
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 123622 LOC352671 115572 86298 -8050 115572 86298 -8050 115572 86298 -8050
Chr1 Normal NT_004671.15 TGGTCACCGTGACAC 12189101 GPR25 12197150 12198235 -8049 12197150 12198235 -8049 12197150 12198232 -8049
Chr11 Complement NT_009237.15 GGGTCACTCCCACCC 18642623 LOC338648 18634574 18601577 -8049 18634574 18601577 -8049 18634574 18601577 -8049
Chr11 Complement NT_035113.4 GGGCCAGGGTGACCG 651799 LOC347864 643751 635525 -8048 643751 635525 -8048 643743 643459 -8056
Chr3 Normal NT_005612.13 AGGTCAGGATGACTG 4842671 ST3GALVI 4850284 4913843 -7613 4850719 4911990 -8048 4886439 4911759 -43768
Chr6 Complement NT_007592.13 AGGTCGCAGTGAGCT 44375467 LOC352153 44367421 44323628 -8046 44367421 44323628 -8046 44367421 44323628 -8046
Chr8 Normal NT_023736.15 GGGTCAAGTGGACCA 1935782 MYOM2 1943738 2064048 -7956 1943828 2043959 -8046 1949461 2043483 -13679
Chr1 Complement NT_004511.15 GGGTCAGGACCACCC 986516 MATN1 978471 967580 -8045 978471 967580 -8045 977982 968013 -8534
Chr16 Complement NT_024812.10 AGGTTGCAGTGACCC 1849085 MGC5627 1841063 1834607 -8022 1841040 1834688 -8045 1840968 1835221 -8117
Chr20 Complement NT_011362.8 GGGTCACATTGGCCA 9236977 SPINLW1 9228932 9218773 -8045 9228932 9222182 -8045 9228911 9223700 -8066
Chr17 Normal NT_024871.10 GGGGCATGATGACCA 404084 FLJ20753 412119 476084 -8035 412128 443377 -8044 412139 443158 -8055
Chr2 Normal NT_005403.13 GGGTAATATTGACCT 3343280 FHOD2 3351322 3665685 -8042 3351322 3665685 -8042 3594753 3663758 -251473
Chr1 Normal NT_032962.4 AGATCAGCCTGACCA 936369 FLJ13544 943893 948595 -7524 944410 946363 -8041 944762 945532 -8393
Chr16 Normal NT_010393.13 GGGTCAAGATCACCA 18703629 IL21R 18711617 18734917 -7988 18711669 18734844 -8040 18714431 18733642 -10802
Chr19 Normal NT_011109.15 AGGGCACTGTGACCT 30635663 FLJ20813 30640531 30644676 -4868 30643702 30644676 -8039 0 0 30635663
Chr16 Normal NT_078099.1 AGATCACAGTGACCA 225026 LOC283919 233065 234247 -8039 233065 234247 -8039 233512 233991 -8486
Chr5 Normal NT_023089.13 GGGCCAGGGTGACCA 1176409 LOC340024 1184448 1206123 -8039 1184448 1206123 -8039 1184504 1199436 -8095
Chr5 Normal NT_006713.13 GGGTCACAATGTCCA 7916567 LOC345776 7924606 7925649 -8039 7924606 7925649 -8039 7924606 7925649 -8039
Chr6 Normal NT_007299.12 GGGTGGGAGTGACCC 25858883 DKFZP586E1923 25866898 25871645 -8015 25866921 25870163 -8038 25866921 25870163 -8038
Chr5 Complement NT_077451.2 GGGTCAGCTGGACCC 1875341 ADAMTS2 1867307 1636074 -8034 1867307 1636074 -8034 1867307 1636074 -8034
Chr7 Complement NT_007933.12 TGGTCAGAGTGTCCT 25007810 GAL3ST-4 24999800 24990451 -8010 24999776 24990451 -8034 24998302 24991135 -9508
Chr17 Complement NT_010641.13 AGGCCACAATGACCC 10902563 SHAPY 10894601 10876516 -7962 10894529 10876516 -8034 10882421 10878349 -20142
Chr11 Normal NT_033903.5 GGGTCAGACTTACCT 8542220 RTN3 8550239 8628641 -8019 8550252 8628638 -8032 8550376 8626958 -8156
Chr12 Normal NT_009759.15 AGGTGGCAGTGACCC 6489914 GAPD 6497927 6501797 -8013 6497945 6501797 -8031 6498260 6501597 -8346
Chr17 Complement NT_010755.13 TGGTCAAAATGAGCT 2552117 MGC45562 2544115 2507771 -8002 2544086 2535241 -8031 2544073 2535376 -8044
Chr7 Complement NT_007758.10 TGGTCAACATAACCT 10382307 LOC202802 10374277 10365367 -8030 10374277 10365367 -8030 10374218 10367737 -8089
Chr8 Complement NT_023736.15 GGGTGGCTCTGACCC 967671 LOC352419 959642 941936 -8029 959642 941936 -8029 959642 941936 -8029
Chr6 Complement NT_033951.3 TGGTCACGCTGCCCC 3143663 LY6G6C 3135746 3132549 -7917 3135634 3132549 -8029 3135580 3132997 -8083
Chr6 Complement NT_034874.2 TGGTCACGCTGCCCC 3000942 LY6G6C 2993025 2989828 -7917 2992913 2989828 -8029 2992859 2990276 -8083
Chr7 Normal NT_007819.13 AGGTCAAGATGACAG 17632104 LOC346386 17640131 17697438 -8027 17640131 17697438 -8027 17640131 17697438 -8027
Chr5 Complement NT_034772.4 TGGTCATCCTCACCT 26283908 LOC345399 26275882 26146146 -8026 26275882 26146146 -8026 26275882 26146146 -8026
Chr6 Complement NT_007592.13 TGGTCACGCTGCCCC 22552088 LY6G6C 22544174 22540977 -7914 22544062 22540977 -8026 22544008 22541425 -8080
Chr17 Complement NT_010718.13 TGGACATCGTGACCT 14015806 PMP22 14007781 13972234 -8025 14007781 13972234 -8025 14003181 13973371 -12625
Chr3 Complement NT_022517.15 GGGTCATTCTGAGCT 18387215 LOC132235 18379191 18377191 -8024 18379191 18377191 -8024 18378159 18377716 -9056
Chr10 Normal NT_031847.7 GGGACAAACTGACCC 286648 LOC349519 294671 297931 -8023 294671 297931 -8023 294671 297931 -8023
Chr7 Normal NT_007933.12 TGGTCAGGCTGATCT 25529330 RPP20 25537260 25538701 -7930 25537353 25538701 -8023 25538038 25538460 -8708
Chr8 Complement NT_008183.16 GGGTCGCTAAGACCT 34603251 SNX16 34596985 34554370 -6266 34595228 34554370 -8023 34594771 34556282 -8480
Chr9 Normal NT_008470.15 CAGTCAATTTGACCC 23317275 LOC347165 23325297 23349181 -8022 23325297 23349181 -8022 23325416 23349181 -8141
Chr10 Normal NT_077572.1 GGGACAAACTGACCC 69158 LOC340846 77179 82385 -8021 77179 82385 -8021 77179 82385 -8021
Chr11 Complement NT_033899.5 CTGTCACACTGACCC 32445269 RICS 32577540 32381079 132271 32437249 32381079 -8020 32411556 32382039 -33713
Chr2 Complement NT_005120.13 AGGTCAAGCTGACAA 1148900 LOC285106 1140881 1121765 -8019 1140881 1121765 -8019 1140881 1121765 -8019
Chr19 Normal NT_011109.15 GGGTAACCCTGACCT 30431526 LOC339360 30439542 30444541 -8016 30439542 30444541 -8016 30439542 30444541 -8016
Chr4 Complement NT_016354.15 AGGTCAGAGTGAGCA 19758510 PGDS 19758708 19714418 198 19750494 19715160 -8016 19750484 19715335 -8026
Chr22 Normal NT_011519.10 GCGTCACTCTGACCA 2149482 DGCR9 2157497 2159907 -8015 2157497 2159907 -8015 2157740 2158102 -8258
Chr2 Normal NT_022184.12 GGCTCACTGCGACCT 6454172 LOC285127 6462186 6463823 -8014 6462186 6463823 -8014 6462686 6462961 -8514
Chr1 Normal NT_004391.15 AGGTAGCACTGACCC 977155 LOC57822 984994 1030081 -7839 985169 1020920 -8014 997153 1020091 -19998
Chr10 Complement NT_008705.14 TGGTCATGGGGACCC 12621586 FLJ10486 12638702 12577084 17116 12613573 12577084 -8013 12613529 12577863 -8057
Chr17 Normal NT_010755.13 GGGTCACCACAACCT 4476443 TUBG1 4484417 4489972 -7974 4484456 4489968 -8013 4484479 4489782 -8036
Chr2 Complement NT_022135.13 AGGTCACTGGGACCA 10999297 CLASP1 11114905 10803096 115608 10991285 10803096 -8012 10968503 10866941 -30794
Chr4 Complement NT_022778.13 AGGTCAGTGTGGCCA 9176565 LOC345101 9168554 9133632 -8011 9168554 9133632 -8011 9168554 9133632 -8011
Chr6 Normal NT_007592.13 AGATCAGCCTGACCA 33241198 LOC219635 33249204 33264883 -8006 33249204 33264883 -8006 33249204 33264883 -8006
Chr14 Complement NT_026437.10 TGGTCAGCATGGCCC 82757299 CINP 82749294 82728997 -8005 82749294 82734662 -8005 82749229 82734935 -8070
Chr1 Normal NT_034403.3 AAGTCAATATGACCT 67017 LOC343241 75022 78183 -8005 75022 78183 -8005 75022 78183 -8005
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025979 MCM3AP 3018836 2967786 -7143 3017974 2967786 -8005 3017938 2967920 -8041
Chr1 Normal NT_004671.15 TGGTCAGGATGAACT 13439042 ET(B)R-LP-2 13447046 13452806 -8004 13447046 13452806 -8004 13447076 13452668 -8034
Chr16 Complement NT_024812.10 TGGTCACTGTGATCT 5413669 LOC283935 5405665 5404479 -8004 5405665 5404479 -8004 5405218 5404682 -8451
Chr1 Complement NT_077385.1 AGGTCAGGGTTACCC 125239 LOC339555 117237 112226 -8002 117237 112226 -8002 117237 112226 -8002
Chr16 Complement NT_010542.13 GGCTCACTGCGACCT 1448370 FANCA 1440375 1361274 -7995 1440369 1361274 -8001 1440338 1362324 -8032
ChrX Complement NT_011630.13 GGGTGGAAGTGACCT 238629 KIAA1111 230628 122347 -8001 230628 123384 -8001 230555 124823 -8074
Chr3 Complement NT_022459.12 AGGACAAGATGACCC 6053519 LOC351388 6045519 6010606 -8000 6045519 6010606 -8000 6045519 6010606 -8000
Chr2 Complement NT_005403.13 ATGTCATTATGACCT 58197950 KLF7 58190908 58104415 -7042 58189951 58104866 -7999 58189629 58105274 -8321
Chr16 Normal NT_010552.13 GGCTCAGAGTGACCT 518566 ZNF213 526350 534230 -7784 526565 534102 -7999 528708 532774 -10142
Chr3 Complement NT_005612.13 AGGTCACTTCAACCT 61801739 KIAA1069 61793745 61492909 -7994 61793745 61597211 -7994 61793368 61600695 -8371
Chr5 Complement NT_023133.11 GAGTCACACTGACCG 20429755 LOC133634 20435884 20409935 6129 20421762 20409935 -7993 20421726 20412977 -8029
Chr1 Complement NT_077965.1 GGCTCACTGTGACCT 125314 LOC348498 121573 114913 -3741 117324 114913 -7990 117155 116784 -8159
Chr9 Complement NT_008470.15 AGGTTGCAGTGACCT 32868841 GOLGA2 32860901 32840744 -7940 32860854 32841981 -7987 32860854 32841981 -7987
ChrX Normal NT_011786.13 GGCTCAATGCGACCC 4234760 OCRL 4242747 4295023 -7987 4242747 4295023 -7987 4242912 4292742 -8152
Chr3 Complement NT_006014.14 TGGTCATTATGAACC 1506190 BLu 1499356 1493619 -6834 1498204 1493619 -7986 1498083 1493914 -8107
Chr9 Complement NT_035014.3 TGGCCATGCTGACCT 3068090 XPMC2H 3060104 3048128 -7986 3060104 3048128 -7986 3059904 3049017 -8186
Chr5 Normal NT_034772.4 GGGACAGCCTGACCA 29033651 MEGF10 29041560 29216450 -7909 29041636 29211929 -7985 29082022 29208031 -48371
Chr1 Normal NT_004321.15 AGGTCTTGGTGACCT 678913 ARHGEF16 678015 704450 898 686897 704450 -7984 692775 703926 -13862
Chr3 Complement NT_005612.13 GGCTCACCCTGACCC 32560932 FLJ20123 32552948 32551179 -7984 32552948 32551179 -7984 32552122 32551577 -8810
Chr16 Complement NT_024797.13 TGGTCAGGCTGATCT 2187054 CFDP1 2179140 2039328 -7914 2179072 2039328 -7982 2178963 2039563 -8091
Chr5 Normal NT_034772.4 AGGTTAAGATGACCC 36616466 FLJ22625 36624448 36654975 -7982 36624448 36651973 -7982 36625139 36650396 -8673
Chr12 Complement NT_019546.15 GGGTCACTCCGACCC 4353757 LOC120879 4345775 4331446 -7982 4345775 4331446 -7982 4345775 4331446 -7982
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 123554 LOC352671 115572 86298 -7982 115572 86298 -7982 115572 86298 -7982
Chr10 Normal NT_030059.10 GGGGCAGTATGACCC 20537603 SCD 20545411 20563146 -7808 20545585 20563139 -7982 20545820 20559248 -8217
Chr15 Normal NT_010194.15 GGGTCAAAATTACCA 7653675 HH114 7661446 7892060 -7771 7661656 7892056 -7981 7739666 7890265 -85991
Chr1 Complement NT_019273.15 GGGTCGTGTTTACCT 101164 LOC127003 94287 86391 -6877 93183 86391 -7981 93115 86464 -8049
Chr22 Normal NT_011520.9 ATGTCAGTCTGACCA 14425238 LOC343881 14433218 14531164 -7980 14433218 14531164 -7980 14433218 14531164 -7980
Chr18 Normal NT_025004.13 GGGTCATCTAGACCA 1629797 LOC284275 1637776 1638724 -7979 1637776 1638724 -7979 1637912 1638674 -8115
Chr6 Normal NT_007422.12 GGATCAGTTTGACCT 1350446 SYTL3 1358425 1473240 -7979 1358425 1473240 -7979 1371640 1472975 -21194
Chr16 Normal NT_037887.3 GGGGCAGCGTGACCC 1213535 LOC348206 1221513 1221950 -7978 1221513 1221950 -7978 1221513 1221950 -7978



ChrX Normal NT_011651.13 AGGTTGCAGTGACCC 11240972 CPXCR1 11242792 11250352 -1820 11248946 11250352 -7974 11248982 11249887 -8010
Chr7 Normal NT_007933.12 AGCTCAGCGTGACCC 7372843 LOC352345 7380817 7412232 -7974 7380817 7412232 -7974 7380817 7412232 -7974
Chr17 Normal NT_010718.13 TGGTCAGGCTGGCCT 3514103 TM4SF5 3522077 3533394 -7974 3522077 3533394 -7974 3522108 3533311 -8005
Chr1 Normal NT_004321.15 TGGTCAAGATGCCCC 867930 TP73 875904 956631 -7974 875904 956631 -7974 905705 956418 -37775
Chr17 Normal NT_010718.13 AGGTCACTGTAACCT 16131868 LOC124555 16139841 16166066 -7973 16139841 16166066 -7973 16139841 16166066 -7973
Chr14 Normal NT_026437.10 AGGTCAGTCTGACCC 32529422 LOC341859 32537395 32622616 -7973 32537395 32622616 -7973 32537395 32622616 -7973
Chr15 Normal NT_010274.15 GGGTCGTGTTGATCC 5261376 MESP2 5269349 5287507 -7973 5269349 5287507 -7973 5273649 5287092 -12273
Chr21 Normal NT_011512.8 TGGTGACTATGACCT 25230673 DSCR10 25238645 25241133 -7972 25238645 25241133 -7972 25240658 25240921 -9985
Chr1 Normal NT_004511.15 TGGTCAGGCTGAGCT 2347270 KPNA6 2355242 2420359 -7972 2355242 2420359 -7972 2355317 2418080 -8047
Chr1 Normal NT_004836.14 AGGTCATCGTCACCA 9456872 PNAS-4 9464634 9518874 -7762 9464842 9517842 -7970 9464900 9517372 -8028
Chr16 Normal NT_010498.13 GGCTCACTGCGACCT 15591980 CA7 15599840 15609605 -7860 15599949 15609598 -7969 15599949 15608959 -7969
Chr6 Complement NT_025741.12 TGGTCACCTGGACCC 16104459 C6orf4 16096878 16047086 -7581 16096491 16049572 -7968 16091846 16050037 -12613
Chr6 Complement NT_025741.12 TGGTCACCTGGACCC 16104459 C6orf4 16096878 16047086 -7581 16096491 16049572 -7968 16082718 16050037 -21741
Chr17 Normal NT_010663.13 GGGTCAGGCTGCCCC 1238157 LOC284207 1245631 1260770 -7474 1246125 1260770 -7968 1250940 1260501 -12783
Chr8 Normal NT_008046.13 ATGTCACTCTGACCC 18562261 DCSTAMP 18570227 18587089 -7966 18570227 18587089 -7966 18578954 18586599 -16693
Chr22 Complement NT_011520.9 TGGTCAGGCTGATCT 20569707 ST13 20562010 20529657 -7697 20561741 20529657 -7966 20561598 20531596 -8109
Chr12 Normal NT_009759.15 AGGGCATCTTGACCT 2759479 LOC144695 2767442 2768240 -7963 2767442 2768240 -7963 2767707 2767997 -8228
Chr11 Complement NT_028310.10 AGGGCATAACGACCT 7011813 LOC349621 7003850 6988141 -7963 7003850 6988141 -7963 7003821 6988141 -7992
Chr10 Complement NT_030059.10 TGGTAACACTGACCC 11063965 HTR7 11056219 10939123 -7746 11056003 10940736 -7962 11055976 10940787 -7989
Chr1 Normal NT_004668.15 TGGTCAGATTGCCCC 982129 CHRNB2 990089 998915 -7960 990089 998915 -7960 990353 998240 -8224
Chr12 Normal NT_029419.10 GGGCCAGCCTGACCT 15657836 LOC253028 15665794 15668906 -7958 15665794 15668906 -7958 15665858 15668906 -8022
Chr8 Complement NT_008183.16 AGGTCAGGGTGACCA 7230494 LOC286175 7222536 7220703 -7958 7222536 7220703 -7958 7222237 7221896 -8257
Chr14 Complement NT_026437.10 TGATCAGTCTGACCT 54826134 LOC283570 54818178 54813881 -7956 54818178 54813881 -7956 54817242 54816874 -8892
Chr11 Normal NT_009237.15 CGGTCAAAATGACCC 2166022 SH2BP1 2173670 2202391 -7648 2173978 2202391 -7956 2174064 2201756 -8042
Chr10 Complement NT_033985.5 AGGTCACAGTGAGCC 1034879 HNRPF 1026928 1003379 -7951 1026928 1003379 -7951 1005646 1004399 -29233
Chr9 Normal NT_019501.12 AGGTCACTGTGCCCC 1187362 LOC138160 1195313 1198252 -7951 1195313 1198252 -7951 1195313 1198252 -7951
Chr6 Complement NT_007592.13 GAGTCAAGTTGACCA 43540186 LOC340215 43532235 43520141 -7951 43532235 43520141 -7951 43532235 43520141 -7951
Chr10 Normal NT_033985.5 AGGTCACACTGCCCT 981456 FXYD4 989404 994096 -7948 989404 994096 -7948 991509 993928 -10053
Chr1 Normal NT_019273.15 AGGTTGCAGTGACCC 3971989 LOC343014 3979937 4038184 -7948 3979937 4038184 -7948 3979937 4038184 -7948
Chr2 Normal NT_005403.13 AGCTCACTGCGACCT 10720401 AXOT 10728308 10784421 -7907 10728348 10783682 -7947 10744872 10783191 -24471
Chr19 Complement NT_011295.10 AGGTCGAATGGACCC 5334942 FLJ23447 5326995 5305970 -7947 5326995 5305970 -7947 5311464 5306320 -23478
Chr15 Normal NT_010194.15 AGGTCACAGTGAGCT 36604250 HSPC121 36612176 36660055 -7926 36612196 36658524 -7946 36612342 36658122 -8092
Chr13 Complement NT_009952.13 AGGGCAGTTTGACCT 24780637 LOC349922 24772691 24733860 -7946 24772691 24733860 -7946 24772691 24733860 -7946
Chr1 Complement NT_004559.10 AGATCAGCCTGACCA 1818263 LOC128308 1810318 1807706 -7945 1810318 1807706 -7945 1809279 1807779 -8984
Chr1 Complement NT_004668.15 TGGGCAATGTGACCT 11334559 LOC339514 11326614 11261113 -7945 11326614 11261113 -7945 11326614 11261113 -7945
Chr17 Complement NT_010718.13 AGGTCACACTCACCT 17386727 LOC147165 17378783 17376941 -7944 17378783 17376941 -7944 17378467 17378051 -8260
Chr18 Normal NT_010859.12 AGGTCAGTATGACTG 8610988 LOC147622 8618932 8622282 -7944 8618932 8622282 -7944 8620139 8620420 -9151
Chr12 Complement NT_029419.10 GGGTCACTCCCACCC 19503353 RODH-4 19495409 19488525 -7944 19495409 19488525 -7944 19494552 19489119 -8801
Chr22 Normal NT_011520.9 TGGTCCATGTGACCC 17372754 LGALS1 17380697 17384861 -7943 17380697 17384857 -7943 17380764 17384810 -8010
Chr15 Normal NT_010274.15 GGTTCATAATGACCT 12820692 LOC350211 12828634 12858283 -7942 12828634 12858283 -7942 12828634 12858283 -7942
Chr9 Normal NT_008470.15 GGATCATCTTGACCC 1954385 KIAA1529 1962324 1965633 -7939 1962324 1965633 -7939 1963246 1965595 -8861
Chr19 Normal NT_011295.10 AGGTCAAGTTGAGCA 6376422 FLJ40365 6384358 6396883 -7936 6384358 6396883 -7936 6384440 6396733 -8018
ChrX Normal NT_011757.12 GAGTCAGACTGACCC 8865373 SMS 8873275 8927421 -7902 8873309 8927421 -7936 8873410 8926936 -8037
Chr19 Complement NT_011109.15 GGCTCACCGCGACCT 31140982 A1BG 31135781 31124734 -5201 31133047 31124734 -7935 31132993 31126578 -7989
Chr6 Complement NT_025741.12 GGGTCACTCCCACCC 32352049 FLJ40584 32344114 32133775 -7935 32344114 32133775 -7935 32326506 32135559 -25543
Chr5 Normal NT_023133.11 TGGTGACAATGACCC 17212441 ATP6V0E 17220346 17271479 -7905 17220375 17271479 -7934 17220450 17256920 -8009
Chr11 Complement NT_028310.10 GGGTCGCAGTGGCCC 950781 INS 942847 941432 -7934 942847 941432 -7934 942624 941505 -8157
Chr19 Normal NT_011109.15 AGGTCATAAAGACCT 24558702 FPRL2 24566635 24596253 -7933 24566635 24596253 -7933 24595192 24596253 -36490
Chr2 Normal NT_005403.13 GGGGCACAATGACCC 29824006 LOC351327 29831939 29853428 -7933 29831939 29853428 -7933 29831939 29853428 -7933
Chr6 Complement NT_007592.13 AGGTCGTAGTGAGCT 26285705 TULP1 26277780 26262780 -7925 26277772 26262781 -7933 26277762 26263231 -7943
Chr21 Normal NT_011512.8 AGGTCAGGCCCACCC 20380298 LOC348574 20388230 20391129 -7932 20388230 20391129 -7932 0 0 20380298
Chr1 Normal NT_032962.4 GGGTCACTGCAACCT 272590 HIST2H2AC 280521 280957 -7931 280521 280957 -7931 280521 280910 -7931
Chr16 Normal NT_010498.13 AGGTCTTTATGACCT 17286840 KIAA1954 17294771 17322587 -7931 17294771 17322587 -7931 17313505 17320156 -26665
Chr19 Normal NT_011109.15 AGGCCAGAGTGACCA 5187697 LOC147991 5195628 5245013 -7931 5195628 5245013 -7931 5195635 5226612 -7938
Chr6 Normal NT_007592.13 AGATCAGCCTGACCA 24932626 LOC349046 24940557 24955986 -7931 24940557 24955986 -7931 24940557 24955986 -7931
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025905 MCM3AP 3018836 2967786 -7069 3017974 2967786 -7931 3017938 2967920 -7967
Chr8 Complement NT_007995.13 AGGTCAGTGGGACCG 6797628 LOC347013 6789698 6739302 -7930 6789698 6739302 -7930 6789698 6739302 -7930
Chr19 Normal NT_011109.15 GGGTTACAGTGACCG 16591816 LOC284349 16599678 16621081 -7862 16599744 16621081 -7928 16619503 16621011 -27687
Chr19 Complement NT_011295.10 TGGCCAGGCTGACCT 2765748 EPOR 2757821 2751277 -7927 2757821 2751277 -7927 2757685 2751462 -8063
ChrY Complement NT_011875.9 GGGGCAGGTTGACCT 6915249 LOC140018 6907323 6904757 -7926 6907323 6904757 -7926 6907323 6904757 -7926
Chr16 Normal NT_024773.11 GCGTCACAGTGACCC 201931 LOC283911 209857 215586 -7926 209857 215586 -7926 212739 213182 -10808
Chr20 Normal NT_011387.8 GGGTGAATTTGACCT 21027438 LOC343683 21035364 21035838 -7926 21035364 21035838 -7926 21035364 21035838 -7926
Chr2 Normal NT_005058.13 TGGTGATTATGACCC 15552842 LOC344210 15560763 15844550 -7921 15560763 15844550 -7921 15560763 15844550 -7921
Chr9 Complement NT_008413.15 GTGTCAGGGTGACCT 36834314 LOC347245 36826393 36798341 -7921 36826393 36798341 -7921 36826382 36798341 -7932
Chr8 Normal NT_023666.15 AGGTCTTTATGACCA 7972235 LOC349164 7980156 8023170 -7921 7980156 8023170 -7921 7980211 8023040 -7976
ChrX Complement NT_011568.12 AGGTCCCTTTGACCT 926153 SRPX 918232 846696 -7921 918232 846696 -7921 918146 847065 -8007
Chr6 Normal NT_034874.2 AGATCATACTGACCT 1100685 LOC347989 1108603 1127009 -7918 1108603 1127009 -7918 1108603 1127009 -7918
Chr5 Complement NT_034772.4 AGGTCATAAAGACCT 8337587 LOC348952 8329669 8293814 -7918 8329669 8293814 -7918 8329669 8293814 -7918
ChrX Complement NT_011669.13 GGGTGGGAGTGACCC 457415 LOC352802 449497 44323 -7918 449497 44323 -7918 449453 44323 -7962
Chr10 Normal NT_077569.2 GGGTCATTTGGACCC 6592944 C10orf7 6600861 6655484 -7917 6600861 6655483 -7917 6601141 6655232 -8197
Chr13 Complement NT_024524.12 GGGTCAACTTGACAC 8759607 LHFP 8751818 8491520 -7789 8751692 8491520 -7915 8749844 8492564 -9763
Chr9 Complement NT_078083.1 CGGTCACCGTCACCC 123487 LOC352671 115572 86298 -7915 115572 86298 -7915 115572 86298 -7915
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCC 2192394 TRPM1 2184481 2084094 -7913 2184481 2084094 -7913 2152793 2084582 -39601
Chr21 Complement NT_030188.2 GGGTCATCTTGGCCC 673703 TSGA2 665790 641925 -7913 665790 641925 -7913 665622 642254 -8081
Chr20 Normal NT_011333.5 AGGTCACTGTCACCC 1019474 C20orf41 1025793 1066681 -6319 1027386 1066681 -7912 1064751 1066546 -45277
Chr20 Normal NT_011333.5 AGGTCACTGTCACCC 1019474 C20orf41 1025793 1066681 -6319 1027386 1066681 -7912 1027386 1065046 -7912
Chr1 Complement NT_034410.4 TGGTAAAACTGACCC 1089074 GAC1 1081278 1012984 -7796 1081162 1012984 -7912 1015801 1013660 -73273
Chr7 Complement NT_007819.13 AGGGCACCCCGACCC 26488887 HOXA6 26480976 26478724 -7911 26480976 26478724 -7911 26480976 26478885 -7911
Chr19 Complement NT_011109.15 GGGTCACCTTGGCCA 7608787 LOC342884 7600876 7591474 -7911 7600876 7591474 -7911 7600876 7591474 -7911
Chr1 Complement NT_077386.2 AGGGCAGCCCGACCT 1720249 HEYL 1712361 1696849 -7888 1712339 1696849 -7910 1712318 1699200 -7931
Chr11 Normal NT_028310.10 TGGTCATGCTGACCT 5862548 HNRNPG-T 5870456 5872062 -7908 5870456 5872062 -7908 5870525 5871703 -7977
Chr22 Complement NT_011519.10 AGGTCCCCTTGACCC 3164366 ARVCF 3156459 3109571 -7907 3156459 3109571 -7907 3130467 3110901 -33899
Chr4 Normal NT_037623.3 GGGTCAGGCTGGCCT 965868 RNF4 973724 1020483 -7856 973775 1020483 -7907 995123 1018448 -29255
Chr5 Complement NT_034772.4 GGGTCACCATCACCT 33752873 FACL6 33762800 33557857 9927 33744967 33704628 -7906 33744939 33704948 -7934
Chr2 Normal NT_005403.13 GGGTCAAGGTGAGCC 84048810 NEU2 84056715 84059100 -7905 84056715 84059100 -7905 84056715 84059100 -7905
Chr8 Complement NT_023736.15 AGGTCACACTGACAT 560609 LOC254266 552705 543581 -7904 552705 543581 -7904 546571 546203 -14038
Chr5 Normal NT_029289.9 TGGTCAGCATGGCCC 10701393 CDX1 10709296 10727000 -7903 10709296 10727000 -7903 10709377 10726180 -7984
Chr5 Complement NT_023089.13 AGATCATAGTGACCT 10751980 DAP 10744122 10662081 -7858 10744077 10662144 -7903 10743918 10663906 -8062
Chr11 Complement NT_033903.5 GGGTCTTTATGACCT 11314538 MRPL11 11306637 11302895 -7901 11306637 11303639 -7901 11306558 11303811 -7980
Chr5 Normal NT_023133.11 GGGTCACTGCAACCT 21362612 NSD1 21370382 21532365 -7770 21370512 21532365 -7900 21371691 21532064 -9079
Chr5 Normal NT_023133.11 GGGTCACTGCAACCT 21362612 NSD1 21370382 21532365 -7770 21370512 21532365 -7900 21371758 21532064 -9146
Chr3 Normal NT_005825.15 AGGTCACGGAGACCA 6178447 TREX1 6178772 6199680 -325 6186347 6199680 -7900 6198527 6199636 -20080
Chr3 Normal NT_005825.15 AGGTCACGGAGACCA 6178447 TREX1 6178772 6199680 -325 6186347 6199680 -7900 6198692 6199636 -20245



Chr11 Normal NT_033899.5 TGGTTAAGATGACCT 29688349 TIRAP 29696235 29710719 -7886 29696248 29710719 -7899 29704036 29706828 -15687
Chr3 Normal NT_005612.13 ATGTCAAATTGACCA 35445090 LOC339943 35452984 35463974 -7894 35452984 35463974 -7894 35452984 35463974 -7894
Chr16 Normal NT_024812.10 AGGTTGCAGTGACCC 2054095 MGC3121 2061690 2067428 -7595 2061988 2067400 -7893 2062634 2067299 -8539
Chr7 Complement NT_007933.12 GGGCCAAACTGACCA 53599893 OPN1SW 53592000 53588696 -7893 53592000 53588696 -7893 53591993 53588743 -7900
Chr19 Complement NT_011109.15 AGGTCGCAGTGAGCC 21508417 FLJ20401 21512168 21492033 3751 21500528 21492033 -7889 21498538 21492245 -9879
Chr1 Normal NT_031730.8 TGGTCTTTGTGACCT 744569 LOC343173 752458 777599 -7889 752458 777599 -7889 752458 777599 -7889
Chr2 Normal NT_005403.13 GGGTCAGCCCCACCT 83350522 MGC42174 82985625 83368011 364897 83358410 83361019 -7888 83358432 83360673 -7910
Chr11 Complement NT_033899.5 GGGTCATGTTGACCG 22517742 H2AFX 22509856 22508266 -7886 22509856 22508266 -7886 22509783 22509352 -7959
Chr17 Complement NT_010718.13 GGGACAGGCTGACCT 15623669 LOC350423 15615783 15613034 -7886 15615783 15613034 -7886 15615783 15613034 -7886
Chr6 Complement NT_025741.12 AGGACAAAATGACCT 47884104 LOC134637 47876219 47852557 -7885 47876219 47852557 -7885 47876131 47854029 -7973
Chr21 Normal NT_011515.10 TTGTCAAAGTGACCC 2180278 COL18A1 2137835 2246371 42443 2188162 2246371 -7884 2188183 2245040 -7905
Chr1 Normal NT_077383.2 TGGTCAAAATGAACT 475921 SMP1 483402 507853 -7481 483805 507853 -7884 485972 506197 -10051
Chr10 Normal NT_008583.15 GGGACAGCATGACCA 370940 FLJ10824 371893 444417 -953 378822 444417 -7882 378921 443860 -7981
Chr16 Normal NT_037887.3 GGGCCGCACTGACCC 163442 LOC350357 171324 177293 -7882 171324 177293 -7882 171324 177293 -7882
Chr8 Complement NT_023666.15 AGGTCATGGTGACCC 908789 BIN3 900951 852262 -7838 900908 852262 -7881 900877 853248 -7912
Chr3 Complement NT_022459.12 GAGTCACCATGACCA 9135556 LOC344717 9127675 9101399 -7881 9127675 9101399 -7881 9127675 9101399 -7881
Chr1 Normal NT_021973.15 AGGTAAAGATGACCA 1685670 DISC1 1693550 2093288 -7880 1693550 2093288 -7880 1693603 2093288 -7933
Chr11 Normal NT_033903.5 GGGTCAACCCGGCCC 9153506 KCNK4 9159822 9173496 -6316 9161386 9168732 -7880 9161746 9168453 -8240
Chr11 Normal NT_033903.5 GGGTCAACCCGGCCC 9153506 KCNK4 9159822 9173496 -6316 9161386 9168732 -7880 9160512 9168453 -7006
Chr2 Complement NT_005403.13 AGGTCAGGCTGACCA 70481036 LOC285182 70473156 70470968 -7880 70473156 70470968 -7880 70472846 70472385 -8190
Chr17 Normal NT_010783.13 TGGTCAGGTTGGCCT 13784976 LOC124773 13792085 13801745 -7109 13792855 13801745 -7879 13792936 13801609 -7960
Chr10 Normal NT_008705.14 TGGTCAAAATGACCT 17593428 CFP1 17511278 17834476 82150 17601306 17833985 -7878 17601307 17833423 -7879
Chr7 Normal NT_007933.12 GGCTCACTACGACCT 24262402 CPSF4 24270180 24288578 -7778 24270280 24288578 -7878 24270290 24287707 -7888
Chr17 Normal NT_010783.13 AGGTCATCTTGAGCT 16884749 KCNH6 16892627 16916017 -7878 16892627 16915532 -7878 16892707 16915195 -7958
Chr9 Normal NT_008470.15 GGGTTAAGGCGACCT 19991429 LOC347307 19999305 20074736 -7876 19999305 20074736 -7876 20008120 20074736 -16691
Chr14 Complement NT_026437.10 AGATCAGCCTGACCA 71454853 RPS6KA5 71447063 71257213 -7790 71446977 71257213 -7876 71446819 71258438 -8034
Chr12 Complement NT_009714.15 AGGTCTTTATGACCC 13240623 LOC341475 13232749 13002473 -7874 13232749 13002473 -7874 13232749 13002473 -7874
Chr1 Normal NT_004511.15 AGGTCACAATGACCT 1623370 LOC350765 1631244 1661747 -7874 1631244 1661747 -7874 1642111 1661747 -18741
Chr4 Complement NT_016354.15 GGGTCTCCATGACCG 11876862 MAPK10 11869011 11432337 -7851 11868988 11432337 -7874 11517880 11433217 -358982
Chr9 Complement NT_023935.15 AGGTCACATTCACCT 2633914 TRPM3 2648496 2314500 14582 2626040 2315401 -7874 2643960 2607287 10046
Chr1 Complement NT_004391.15 GGGCCACAGTGACCC 755507 LOC200000 747634 740920 -7873 747634 740920 -7873 747046 745621 -8461
Chr19 Normal NT_011255.13 CGGTGACCCTGACCC 428622 MADCAM1 436490 445342 -7868 436490 445342 -7868 441683 444965 -13061
Chr6 Complement NT_007592.13 GGGTCAGAATGTCCC 41873654 LOC352148 41865787 41790285 -7867 41865787 41790285 -7867 41865787 41790285 -7867
Chr17 Complement NT_010783.13 GGGACAGTTTGACCC 18931354 AXIN2 18926415 18893347 -4939 18923489 18894306 -7865 18923400 18894756 -7954
ChrX Complement NT_011568.12 GGGTCAGGATGACCT 10317437 PFC 10309572 10303481 -7865 10309572 10303493 -7865 10309111 10303542 -8326
Chr22 Normal NT_011520.9 AGGTCAGTCTGAGCA 19875137 KIAA1093 19749512 20028858 125625 19883000 20028858 -7863 19883194 20028299 -8057
Chr15 Normal NT_010194.15 AGGTCATAAAGACCT 30842277 LOC145767 30850140 30851019 -7863 30850140 30850998 -7863 30850162 30850956 -7885
Chr16 Complement NT_010505.13 GGGTCAGCAGGACCA 1881209 OAZ 1873346 1633115 -7863 1873346 1633213 -7863 1873346 1633785 -7863
Chr4 Normal NT_006316.15 GGGTCGCCTTGGCCT 17031672 KBF2 16840482 17111899 191190 17039534 17111899 -7862 17092504 17108009 -60832
Chr19 Normal NT_011109.15 AGGTCAAGCTGACAC 9548776 LOC284408 9556638 9563808 -7862 9556638 9563808 -7862 9562685 9562963 -13909
Chr20 Normal NT_011362.8 GGGTCAGGACGACCT 13954303 LOC284751 13962165 13984364 -7862 13962165 13984364 -7862 13962194 13967836 -7891
Chr6 Normal NT_078020.1 AGGTCATATTGAGCA 1035145 LOC352170 1043005 1065350 -7860 1043005 1065350 -7860 1043005 1065350 -7860
Chr3 Complement NT_005612.13 GGGTCAGCCTCACCT 29826686 MYLK 29949665 29732045 122979 29818827 29732046 -7859 29818702 29732106 -7984
Chr3 Complement NT_005612.13 GGGTCAGCCTCACCT 29826686 MYLK 29949665 29732045 122979 29818827 29732046 -7859 29911842 29732106 85156
Chr3 Complement NT_005612.13 GGGTCAGCCTCACCT 29826686 MYLK 29949665 29732045 122979 29818827 29732046 -7859 29738295 29732106 -88391
Chr11 Complement NT_033903.5 GGGACGGTGTGACCT 6768135 FADS3 6760790 6742266 -7345 6760277 6742266 -7858 6760120 6742553 -8015
Chr14 Complement NT_026437.10 GGCTCACTCTGACCC 4639786 TINF2 4632258 4628981 -7528 4631928 4628981 -7858 4631666 4629749 -8120
Chr5 Complement NT_077451.2 AGGTTGTCGTGACCC 2167081 LOC202404 2159224 2156771 -7857 2159224 2156771 -7857 2159053 2158360 -8028
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025831 MCM3AP 3018836 2967786 -6995 3017974 2967786 -7857 3017938 2967920 -7893
Chr1 Complement NT_034410.4 AGGTCAGCTTGGCCC 1089018 GAC1 1081278 1012984 -7740 1081162 1012984 -7856 1015801 1013660 -73217
Chr16 Complement NT_010552.13 GGGTCACTGCAACCT 2497049 LOC283880 2489194 2476837 -7855 2489194 2476837 -7855 2489174 2477067 -7875
Chr1 Normal NT_031730.8 GGGTGGGAGTGACCC 475599 LOC127062 483453 520592 -7854 483453 520592 -7854 483453 520592 -7854
Chr14 Complement NT_026437.10 GGGTGGGAGTGACCC 32187105 LOC341856 32179253 32149847 -7852 32179253 32149847 -7852 32179253 32149847 -7852
Chr7 Complement NT_007933.12 AGGTCACAAAGACCT 31463117 LOC346622 31455265 31427814 -7852 31455265 31427814 -7852 31455265 31427814 -7852
Chr6 Normal NT_025741.12 GGCTCACTGCGACCT 13628003 MGC21731 13585742 13654532 42261 13635854 13653602 -7851 13635854 13653602 -7851
Chr17 Complement NT_010755.13 AGGTCAGGATGGCCC 3415124 KRT19 3407274 3402592 -7850 3407274 3402592 -7850 3407221 3402717 -7903
Chr5 Normal NT_029289.9 GGGTCAGGCTGACTT 8802832 LOC153218 8810680 8828754 -7848 8810680 8828754 -7848 8812573 8828548 -9741
Chr7 Normal NT_007758.10 AGGTTGCAGTGACCC 4769550 LOC155081 4777397 4786748 -7847 4777397 4786748 -7847 4777534 4784375 -7984
Chr1 Complement NT_004610.15 GTGTCACTGTGACCG 2551112 LOC343381 2543265 2541230 -7847 2543265 2541230 -7847 2543236 2541230 -7876
Chr17 Complement NT_010641.13 AGTTCACTGCGACCT 3124522 LOC342502 3116677 3079972 -7845 3116677 3079972 -7845 3116677 3079972 -7845
Chr22 Normal NT_011520.9 TGGTCGGTGTGACCC 5343671 ADRBK2 5234617 5510485 109054 5351515 5510485 -7844 5351577 5508986 -7906
Chr4 Complement NT_016354.15 GGGTCACAATGATCC 40538006 NDST4 40530162 40244059 -7844 40530162 40244059 -7844 40493322 40244102 -44684
Chr11 Normal NT_033927.5 AGTTCAGCATGACCA 6697837 E2IG4 6693401 6708226 4436 6705680 6708217 -7843 6705690 6706751 -7853
ChrX Complement NT_011568.12 AGGTTGAGCTGACCC 11898923 LOC347348 11891080 11890496 -7843 11891080 11890496 -7843 11891080 11890496 -7843
Chr10 Normal NT_030059.10 AGGTCACAGTGAGCT 35012220 KIAA1600 35020061 35098141 -7841 35020061 35063026 -7841 35020396 35059857 -8176
Chr2 Complement NT_005416.10 AGGTCACAGTGACAA 179481 LOC150681 171642 138888 -7839 171642 138888 -7839 171642 138888 -7839
Chr1 Complement NT_004511.15 AGGTCACTATGCCCA 5448125 SFPQ 5440286 5423533 -7839 5440286 5430752 -7839 5440201 5431608 -7924
Chr16 Normal NT_010542.13 GGGTCAAGCCGAGCC 322854 LOC348180 330692 339608 -7838 330692 339608 -7838 330760 338741 -7906
Chr1 Normal NT_004668.15 AGATCAGCCTGACCA 405233 RPS27 413070 414455 -7837 413070 414455 -7837 413105 414401 -7872
Chr16 Complement NT_019609.11 GGGTCACTGCCACCT 286256 NOC4 285926 250733 -330 278420 257554 -7836 278219 258632 -8037
Chr10 Normal NT_008818.14 GGGACAGGCTGACCT 1060519 PTPRE 927830 1106623 132689 1068355 1103928 -7836 1068418 1103675 -7899
Chr6 Normal NT_078026.1 GGGTCAGTTCGACTT 64173 HLA-DRB4 72007 86927 -7834 72007 86927 -7834 72035 86615 -7862
Chr1 Normal NT_004487.15 TGGTCAGGCTGATCT 2675494 LOC348393 2683328 2688400 -7834 2683328 2688400 -7834 2683577 2683894 -8083
ChrX Normal NT_011651.13 AGGTCAGCATTACCC 25197285 LOC114928 25205118 25210463 -7833 25205118 25210463 -7833 25207602 25210118 -10317
Chr16 Complement NT_010552.13 AGGTGGGGGTGACCC 379568 PKMYT1 371893 364220 -7675 371735 364246 -7833 371084 364380 -8484
Chr10 Normal NT_033985.5 GGGTGGGAGTGACCC 2868528 LOC220974 2876358 2876885 -7830 2876358 2876885 -7830 2876358 2876885 -7830
Chr17 Complement NT_010718.13 AGGTCGCAGTGAGCC 214228 CRK 206539 172367 -7689 206400 173168 -7828 206302 173698 -7926
ChrX Complement NT_025965.11 ATGTCATCCTGACCC 83152 TREX2 100251 49457 17099 75324 49457 -7828 50167 49457 -32985
Chr4 Normal NT_022792.15 AGGTCATGGTGAGCT 17230203 DKFZp762K222 17238030 17350396 -7827 17238030 17350396 -7827 17239465 17349958 -9262
Chr18 Complement NT_010966.13 AGGTCATTGTGGCCA 18555112 LOC342723 18547285 18416130 -7827 18547285 18416130 -7827 18547285 18416130 -7827
Chr1 Normal NT_004391.15 AGGTTGCAGTGACCC 1240749 LOC343276 1248576 1271351 -7827 1248576 1271351 -7827 1248576 1271351 -7827
Chr19 Complement NT_011295.10 TGGTCACTGTCACCT 9988288 CRLF1 9980462 9966849 -7826 9980462 9966849 -7826 9980268 9967178 -8020
Chr7 Complement NT_007819.13 GGGTCTTCTTGACCT 24863091 LOC346409 24855265 24851138 -7826 24855265 24851138 -7826 24855265 24851138 -7826
Chr17 Normal NT_010641.13 AGGTCGCAGTGAGCC 4504593 LOC350378 4512415 4529688 -7822 4512415 4529688 -7822 4512415 4529688 -7822
Chr15 Complement NT_010194.15 GGGTCAGTGTGACAG 6077874 FLJ20582 6070053 6063198 -7821 6070053 6063198 -7821 6063592 6063311 -14282
Chr5 Normal NT_034772.4 GGCTCAGTGTGACCT 36777412 LOC285654 36785232 36786604 -7820 36785232 36786604 -7820 36785719 36786150 -8307
Chr6 Normal NT_034874.2 TGGTCTCACTGACCT 1330573 PPP1R11 1338268 1341509 -7695 1338392 1341509 -7819 1338591 1340486 -8018
Chr14 Normal NT_026437.10 AGCTCACTACGACCT 57627404 DKFZP434P0111 57635222 57645875 -7818 57635222 57645875 -7818 57635692 57643110 -8288
Chr6 Normal NT_007592.13 AGGTCACAATGAGCT 18942820 ZNF435 18950638 18956105 -7818 18950638 18956105 -7818 18951473 18955979 -8653
Chr2 Normal NT_022184.12 GGGTGGGAGTGACCT 63940910 TMSB10 63948683 63949733 -7773 63948727 63949733 -7817 63949076 63949481 -8166
Chr17 Complement NT_010799.13 GGCTCGGCCTGACCC 2023317 PF1 2015782 1969264 -7535 2015501 1969264 -7816 2014971 1970194 -8346
Chr16 Normal NT_010552.13 AGGGCAGAGTGACCC 135900 SRRM2 143711 162473 -7811 143716 162473 -7816 147428 161930 -11528
Chr6 Complement NT_007592.13 AGGTTGCAGTGACCT 32878615 LOC349050 32870800 32867112 -7815 32870800 32867112 -7815 32870661 32868626 -7954



Chr6 Normal NT_007592.13 AGGTCAGGGGGACCT 26887574 MAPK13 26895389 26906169 -7815 26895389 26904969 -7815 26895487 26904277 -7913
Chr4 Complement NT_022792.15 AGGTCACCTTCACCT 21445743 FLJ25801 21437929 21423948 -7814 21437929 21423948 -7814 21437893 21424048 -7850
Chr7 Complement NT_007819.13 AGCTCGACTTGACCT 43461635 POLD2 43455255 43446403 -6380 43453821 43446403 -7814 43453768 43446500 -7867
Chr6 Normal NT_007592.13 TGGTCTCACTGACCT 20883676 PPP1R11 20891366 20894607 -7690 20891490 20894607 -7814 20891689 20893584 -8013
Chr5 Complement NT_006431.13 TGGTCAGGTTGGCCT 11260359 LOC253387 11252546 11251238 -7813 11252546 11251238 -7813 11252546 11251238 -7813
Chr6 Normal NT_033951.3 TGGTCTCACTGACCT 1475783 PPP1R11 1483472 1486713 -7689 1483596 1486713 -7813 1483795 1485690 -8012
Chr21 Complement NT_011515.10 TGGTCAGGCTGGCCT 610267 LOC343801 602456 596147 -7811 602456 596147 -7811 602456 596147 -7811
Chr3 Normal NT_022517.15 ATGTCATGTTGACCA 8902661 LOC344777 8910472 8944842 -7811 8910472 8944842 -7811 8910472 8944842 -7811
Chr11 Normal NT_033899.5 AGGCCATGCTGACCT 14371641 LOC349631 14379448 14400728 -7807 14379448 14400728 -7807 14379553 14400728 -7912
Chr6 Normal NT_023451.12 AGGCCAGACTGACCA 4326126 OPRM1 4333900 4541457 -7774 4333933 4414050 -7807 4334137 4413312 -8011
Chr16 Complement NT_010505.13 GGGTGAAAATGACCA 2074439 LOC146272 2066633 2063209 -7806 2066633 2063209 -7806 2063886 2063593 -10553
Chr16 Complement NT_024812.10 AGGCCAGGCTGACCG 633053 LOC283894 625247 623940 -7806 625247 623940 -7806 625235 624810 -7818
Chr20 Complement NT_011362.8 TGGTGAGTCTGACCT 474635 LOC284740 466829 465094 -7806 466829 465094 -7806 465859 465119 -8776
Chr15 Normal NT_010194.15 TGGTCAGGCTGATCT 1910123 LOC283708 1898033 1920643 12090 1917928 1920643 -7805 1917945 1920343 -7822
Chr11 Complement NT_009237.15 TGGCCAGGTTGACCT 36709169 SYT13 36701429 36655412 -7740 36701366 36655412 -7803 36701317 36659162 -7852
Chr11 Normal NT_033899.5 GGGTCCAGCTGACCT 27429598 LOC219870 27437399 27438334 -7801 27437399 27438334 -7801 27437399 27438334 -7801
Chr17 Normal NT_010755.13 GGGTCGGGATGATCC 2234698 LOC284133 2242495 2244426 -7797 2242495 2244426 -7797 2243255 2243713 -8557
Chr15 Normal NT_010194.15 GGGTCGCAGTGAGCC 48002719 RCN2 48010394 48028645 -7675 48010516 48028645 -7797 48010583 48027963 -7864
Chr10 Normal NT_030059.10 AGGTCTTTTTGACCT 14593032 KIAA0608 14600828 14732426 -7796 14600828 14732426 -7796 14600929 14731411 -7897
Chr16 Normal NT_010542.13 AGGACGCGGTGACCT 847385 LOC283862 855181 856557 -7796 855181 856557 -7796 855725 856012 -8340
Chr21 Normal NT_011515.10 AGGTCGCAGTGAGCC 481040 LOC91097 488835 491565 -7795 488835 491565 -7795 490208 490519 -9168
Chr18 Complement NT_010879.13 AGGTCGTCCGGACCC 715117 LOC348274 707323 706841 -7794 707323 706841 -7794 707323 706841 -7794
Chr16 Normal NT_010498.13 GGGACAAATTGACCA 14954949 LOC342308 14962738 15084133 -7789 14962738 15084133 -7789 14962738 15084133 -7789
Chr5 Complement NT_029289.9 AGGTCACAGTGAGCC 11496868 LOC134466 11489080 11472956 -7788 11489080 11472956 -7788 11474347 11473793 -22521
Chr20 Complement NT_011362.8 AGGCCATATTGACCG 4378214 MAFB 4370478 4367434 -7736 4370426 4368522 -7788 4370405 4369434 -7809
ChrX Complement NT_025965.11 AGGTGGCCCTGACCT 1380476 MPP1 1372689 1345887 -7787 1372689 1345894 -7787 1372574 1346378 -7902
Chr17 Normal NT_010783.13 GGGTCACCTTGGCCA 10448034 AKAP1 10455798 10491808 -7764 10455820 10491808 -7786 10476025 10490884 -27991
Chr19 Normal NT_011109.15 AGGTTGCAGTGACCT 21849135 SNRP70 21856716 21880058 -7581 21856920 21880058 -7785 21857862 21879890 -8727
Chr5 Complement NT_034819.3 AGGACAAATTGACCA 212843 LOC153561 205059 115493 -7784 205059 156372 -7784 203450 162113 -9393
Chr4 Complement NT_006051.15 GGGTCAGCCTGAGCT 3100803 FLJ90575 3093020 3091252 -7783 3093020 3091252 -7783 3093019 3091352 -7784
ChrX Complement NT_077819.2 GGGTCAAATTAACCT 2659356 LOC139516 2651573 2643213 -7783 2651573 2643213 -7783 2651573 2643213 -7783
Chr15 Normal NT_010194.15 AGGTCAGGCTGAACA 46846588 LOC338952 46854371 46865721 -7783 46854371 46865721 -7783 46854371 46865721 -7783
Chr20 Normal NT_011387.8 AGGTCACAAAGACCT 19670295 LOC350959 19678078 19704912 -7783 19678078 19704912 -7783 19678078 19704912 -7783
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025757 MCM3AP 3018836 2967786 -6921 3017974 2967786 -7783 3017938 2967920 -7819
Chr9 Normal NT_008413.15 TGGTAAATCTGACCC 17561411 SH3GL2 17569068 17787120 -7657 17569194 17787120 -7783 17569241 17785741 -7830
Chr15 Complement NT_010194.15 AGCTCACTGCGACCT 48157696 TSPAN-3 48149913 48124732 -7783 48149913 48124732 -7783 48149696 48125577 -8000
Chr17 Normal NT_010641.13 AGCTCAATACGACCC 2121988 LOC124827 2129770 2153698 -7782 2129770 2153698 -7782 2129770 2153698 -7782
Chr17 Normal NT_010641.13 AGGTCAGCATGGCCC 6249702 LOC350383 6257484 6262900 -7782 6257484 6262900 -7782 6257484 6262900 -7782
Chr22 Complement NT_011520.9 AGGTCAATGTGACAT 1463384 YPEL1 1480739 1445341 17355 1455602 1445987 -7782 1455602 1445987 -7782
Chr19 Normal NT_011109.15 AGGTCATTCTGAGCA 8496931 PEN2 8504712 8506629 -7781 8504712 8506121 -7781 8505050 8505966 -8119
Chr19 Complement NT_011109.15 GGGGCACTGTGACCC 21844204 NTF5 21836425 21832587 -7779 21836425 21832587 -7779 21833444 21832812 -10760
Chr19 Complement NT_011109.15 CAGTCAACATGACCT 9340186 KIAA1615 9332408 9303508 -7778 9332408 9303508 -7778 9307362 9305986 -32824
Chr7 Normal NT_007933.12 AGGTCTCTCTGACCT 24651550 CYP3A43 24659220 24697757 -7670 24659323 24697312 -7773 24659323 24697208 -7773
Chr5 Normal NT_023089.13 GGGTCAGGGTGGCCC 1197594 LOC340023 1205367 1207234 -7773 1205367 1207234 -7773 1205376 1205900 -7782
ChrX Normal NT_025307.13 GGGTCACTCCCACCC 761476 LOC352849 769247 770598 -7771 769247 770598 -7771 769270 770598 -7794
Chr16 Normal NT_037887.3 GGGGCGCCGTGACCT 658306 RHBDL1 665684 668268 -7378 666076 668268 -7770 666103 668051 -7797
Chr7 Normal NT_007914.12 CGGTCAGAGGGACCC 10106067 LOC155066 10112828 10120554 -6761 10113836 10120549 -7769 10113836 10119537 -7769
ChrX Normal NT_078110.1 AGGTCAGGCTGAGCG 60233 LOC349433 68002 68844 -7769 68002 68844 -7769 68002 68844 -7769
Chr17 Complement NT_010718.13 TGGGCAGGCTGACCT 6984095 FLJ22170 6989937 6968733 5842 6976327 6969676 -7768 6974250 6970038 -9845
Chr15 Normal NT_010274.15 TGGTCAGGCTGGCCT 11949269 LOC339027 11957036 11993797 -7767 11957036 11993797 -7767 11957036 11993797 -7767
Chr16 Normal NT_010542.13 GGGTCATCTTGACCT 1176808 RPL13 1184534 1188393 -7726 1184575 1187292 -7767 1184812 1186894 -8004
Chr11 Normal NT_033899.5 AGGTTGGTTTGACCC 29688481 TIRAP 29696235 29710719 -7754 29696248 29710719 -7767 29704036 29706828 -15555
Chr6 Complement NT_025741.12 TGGTCACCTGGACCC 16104459 C6orf4 16096878 16047086 -7581 16096693 16047086 -7766 16082718 16050037 -21741
Chr6 Complement NT_025741.12 TGGTCACCTGGACCC 16104459 C6orf4 16096878 16047086 -7581 16096693 16047086 -7766 16091846 16050037 -12613
Chr7 Normal NT_007914.12 GGCTCACTGCGACCT 10665747 LOC285972 10673513 10687999 -7766 10673513 10687999 -7766 10682820 10686667 -17073
Chr11 Normal NT_033927.5 TGGACAGTATGACCT 11927075 LOC341163 11934839 12102463 -7764 11934839 12102463 -7764 11934839 12102463 -7764
Chr15 Complement NT_037852.3 TGGTCATGGTGACTC 174399 LOC350226 166636 156817 -7763 166636 156817 -7763 166636 156817 -7763
Chr12 Complement NT_009755.15 AGGTCAAAATGCCCC 2665252 SCARB1 2657616 2571272 -7636 2657489 2571279 -7763 2657363 2572222 -7889
Chr1 Complement NT_004559.10 GGGTCACCTTGTCCC 2115598 TRIM11 2107860 2094697 -7738 2107835 2094697 -7763 2107580 2095724 -8018
Chr9 Complement NT_008470.15 AAGTCAAACTGACCT 6335041 GRIN3A 6327281 6158054 -7760 6327281 6158054 -7760 6326680 6161875 -8361
Chr12 Complement NT_009775.13 AGGTTGCGGTGACCC 7336478 FLJ20674 7328719 7288279 -7759 7328719 7288279 -7759 7328355 7291329 -8123
Chr6 Complement NT_025741.12 TGGTCAGGCTGATCT 41225844 MAP3K5 41218085 40982614 -7759 41218085 40982616 -7759 41217724 40983325 -8120
Chr11 Normal NT_028310.10 AGATCAGCCTGACCA 2629585 STIM1 2637300 2874848 -7715 2637342 2874848 -7757 2637910 2873437 -8325
Chr15 Normal NT_010194.15 CGGTCACACGGACCT 48949656 LOC342111 48957411 48983038 -7755 48957411 48983038 -7755 48957411 48983038 -7755
Chr6 Complement NT_007592.13 AGATCAAAGTGACCT 2248583 LOC285809 2240829 2071186 -7754 2240829 2071186 -7754 2164494 2071760 -84089
Chr11 Complement NT_033899.5 TGGTCACTCAGACCC 23258613 LOC349642 23250862 23235806 -7751 23250862 23235806 -7751 23250862 23235806 -7751
Chr4 Normal NT_006081.15 GTGTCATATTGACCT 723416 LOC348894 731166 741058 -7750 731166 741058 -7750 731166 741058 -7750
Chr14 Normal NT_026437.10 TGGTCAGGCTGGCCC 49863975 LOC338912 49871724 49939353 -7749 49871724 49939353 -7749 49871724 49939353 -7749
Chr3 Normal NT_005612.13 TGGTCTTTGTGACCC 34612591 LOC285225 34620338 34621584 -7747 34620338 34621584 -7747 34621196 34621495 -8605
Chr19 Complement NT_011109.15 GGGTCAGGATGCCCA 20010414 BBC3 20004241 19992299 -6173 20002669 19992302 -7745 19999906 19993277 -10508
Chr16 Complement NT_024812.10 AGGTCACTGCGTCCT 1283498 CDIPT 1276299 1270922 -7199 1275755 1270922 -7743 1275422 1271754 -8076
Chr7 Complement NT_007758.10 GGCTCACTGCGACCT 8146907 LOC346345 8139165 8129253 -7742 8139165 8129253 -7742 8139165 8129253 -7742
Chr17 Complement NT_010718.13 AGGTCACCCCAACCT 5992385 GABARAP 5984644 5982361 -7741 5984644 5982631 -7741 5984540 5983064 -7845
Chr19 Normal NT_011295.10 GGGTCACTGCAACCT 14966010 LOC284457 14973751 14974090 -7741 14973751 14974090 -7741 14973761 14974036 -7751
Chr2 Normal NT_005334.13 GGGTCATAGTCACCT 1224788 LOC150626 1232528 1249498 -7740 1232528 1249498 -7740 1232528 1249498 -7740
Chr18 Normal NT_025004.13 AGATCACTGTGACCT 2195032 ZNF236 2202771 2349335 -7739 2202771 2349335 -7739 2202969 2315773 -7937
Chr5 Complement NT_023089.13 AGGTAAAGTTGACCA 10751815 DAP 10744122 10662081 -7693 10744077 10662144 -7738 10743918 10663906 -7897
Chr10 Normal NT_017795.15 GGGTCGCGTAGACCC 199251 VENTX2 206754 211012 -7503 206987 211012 -7736 206998 209389 -7747
Chr9 Complement NT_008470.15 AGGTCGGCCTGATCT 33620948 SH3GLB2 33613237 33592709 -7711 33613214 33592949 -7734 33613068 33593598 -7880
Chr3 Complement NT_005962.15 TGGTCAGAGAGACCT 19316129 THPO 19308395 19302236 -7734 19308395 19302267 -7734 19306510 19302764 -9619
Chr1 Normal NT_004873.14 GGGTGATCCTGACCT 1620057 KIAA1026 1302365 1770221 317692 1627790 1769737 -7733 1628026 1769458 -7969
Chr4 Complement NT_022853.14 AGGACAGTTTGACCT 2660506 LOC254938 2652773 2646552 -7733 2652773 2646552 -7733 2652718 2649835 -7788
Chr17 Normal NT_010783.13 AGGTCACTCTGACCA 3924288 CACNA1G 3931648 3997825 -7360 3932020 3997825 -7732 3932020 3997311 -7732
Chr2 Normal NT_022184.12 GGGTCATTTTGACCT 22809417 D2LIC 22817121 22853080 -7704 22817149 22853080 -7732 22817211 22852836 -7794
Chr21 Complement NT_011512.8 CGGTCAGGAAGACCC 19610429 LOC350999 19602697 19589050 -7732 19602697 19589050 -7732 19602697 19589050 -7732
Chr16 Complement NT_010498.13 AGATCACCCTGACCA 17124477 FLJ22593 17116746 17113789 -7731 17116746 17113789 -7731 17114745 17114302 -9732
Chr8 Complement NT_007995.13 AGGTCATCAAGACCT 268986 MGC8721 261433 241387 -7553 261255 241387 -7731 261239 242178 -7747
Chr19 Normal NT_011295.10 AGGTTATGCTGACCT 15200630 LOC339388 15208360 15210027 -7730 15208360 15210027 -7730 15208360 15210027 -7730
Chr13 Normal NT_009799.12 GGGTCACAATGGCCA 3821868 LOC341767 3829598 3866384 -7730 3829598 3866384 -7730 3829598 3866384 -7730
Chr17 Normal NT_010641.13 GGGTCAGCCTGATCC 8785428 LOC283995 8793155 8838217 -7727 8793155 8838217 -7727 8825864 8836678 -40436
Chr5 Normal NT_029289.9 GGGTCACTCCCACCT 8773371 LOC340060 8781098 8785754 -7727 8781098 8785754 -7727 8781098 8785754 -7727
Chr5 Complement NT_077451.2 AGGTCAAGATGTCCT 2332619 MGAT4B 2325211 2315877 -7408 2324892 2315877 -7727 2320378 2316312 -12241
Chr10 Normal NT_037750.1 CTGTCACAGTGACCT 177405 LOC340733 185131 193190 -7726 185131 193190 -7726 185131 193190 -7726



Chr16 Normal NT_010542.13 GGGTCATCTTGACCT 1176808 RPL13 1184534 1188393 -7726 1184534 1187292 -7726 1184812 1186894 -8004
Chr5 Complement NT_034772.4 AGGTCAGCAAGACCG 29841534 LOC133926 29833809 29691148 -7725 29833809 29691148 -7725 29813203 29707529 -28331
Chr2 Complement NT_022184.12 AGGTAAAAGCGACCC 53526468 FLJ14397 53526055 53515045 -413 53518745 53516849 -7723 53518731 53517916 -7737
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1490735 1482290 -7723 1484562 1483085 -13896
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1490735 1482290 -7723 1489823 1483085 -8635
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1490735 1482290 -7723 1493309 1484152 -5149
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1490735 1482290 -7723 1493309 1483085 -5149
Chr1 Complement NT_021979.15 TGGTGAAGTTGACCC 1340939 F3 1333260 1320687 -7679 1333219 1320777 -7720 1333096 1321920 -7843
Chr8 Complement NT_008046.13 GGGTGGGAGTGACCC 38096141 LOC346720 38088422 38084725 -7719 38088422 38084725 -7719 38088422 38084725 -7719
Chr3 Normal NT_005612.13 GGGTGGGAGTGACCC 28165657 CD86 28173375 28239136 -7718 28173375 28239136 -7718 28209606 28237535 -43949
Chr15 Complement NT_010194.15 TAGTCAAGGTGACCT 14420133 LCMT2 14412415 14409587 -7718 14412415 14409587 -7718 14412298 14410238 -7835
Chr12 Complement NT_029419.10 AGTTCAAGGTGACCC 37273651 LOC283312 37265933 37265163 -7718 37265933 37265163 -7718 37265933 37265163 -7718
Chr12 Complement NT_009759.15 AGGTTGCAGTGACCC 920827 RAD52 954520 875504 33693 913109 875504 -7718 896485 876815 -24342
Chr1 Normal NT_004610.15 AGCTCACTGCGACCT 2550216 LOC284667 2557930 2559983 -7714 2557930 2559983 -7714 2558801 2559280 -8585
Chr22 Normal NT_011519.10 GGGTCACTGTCACCT 1187620 SLC25A18 1195333 1225797 -7713 1195333 1225797 -7713 1214861 1225152 -27241
Chr2 Normal NT_005334.13 TGCTCATTTTGACCC 10455713 PRO2958 10463425 10465190 -7712 10463425 10465190 -7712 10464792 10464968 -9079
Chr10 Complement NT_024133.4 TGGTCAATATGACAT 121076 LOC282983 113365 44780 -7711 113365 65252 -7711 113338 96276 -7738
Chr20 Complement NT_028392.4 AGGTCAGCCCCACCT 4046824 ITGB4BP 4039309 4030682 -7515 4039114 4033246 -7710 4038811 4033521 -8013
Chr6 Complement NT_025741.12 TGGTCACCTGGACCC 16104459 C6orf4 16096878 16047086 -7581 16096750 16049572 -7709 16082718 16050037 -21741
Chr6 Complement NT_025741.12 TGGTCACCTGGACCC 16104459 C6orf4 16096878 16047086 -7581 16096750 16049572 -7709 16091846 16050037 -12613
Chr8 Complement NT_007995.13 AGGTCATGTTTACCT 2615724 LOC352471 2608015 2567339 -7709 2608015 2567339 -7709 2608015 2567339 -7709
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCT 3025683 MCM3AP 3018836 2967786 -6847 3017974 2967786 -7709 3017938 2967920 -7745
Chr22 Complement NT_011520.9 TGGTCATCCTGACTT 18201728 DDX17 18211396 18188509 9668 18194020 18190740 -7708 18192977 18190994 -8751
Chr3 Complement NT_005612.13 TGGTCAGGCTGGCCT 35566096 MBD4 35558535 35549329 -7561 35558388 35549329 -7708 35558212 35549880 -7884
Chr1 Complement NT_004671.15 GGGTCTCTGTGACCC 12486310 TMEM9 12495705 12458885 9395 12478602 12458885 -7708 12478035 12459775 -8275
Chr4 Complement NT_037623.3 AGGTCGCAGTGAGCT 521359 WHSC2 513651 487349 -7708 513651 487355 -7708 513588 487948 -7771
Chr20 Complement NT_011387.8 AGGTCAAATTGTCCC 23617368 CST4 23609662 23606277 -7706 23609662 23606277 -7706 23609606 23606531 -7762
Chr2 Normal NT_022184.12 GGGTCATTTTGACCT 22809417 D2LIC 22817121 22853080 -7704 22817121 22838244 -7704 22817211 22852836 -7794
Chr16 Complement NT_010505.13 AGGTCAAGGCAACCT 2272128 LOC339075 2264426 2242822 -7702 2264426 2242822 -7702 2264412 2243117 -7716
Chr20 Normal NT_011387.8 AGGTAGACTTGACCC 21414130 LOC339597 21421831 21427245 -7701 21421831 21427245 -7701 21421831 21427245 -7701
Chr16 Normal NT_037887.3 AGGCCACCCTGACCC 1475723 KIAA0683 1483368 1500454 -7645 1483423 1500454 -7700 1484284 1499938 -8561
Chr11 Normal NT_033903.5 AGGTCATGATGACTC 5195920 MS4A6E 5203620 5210073 -7700 5203620 5209706 -7700 5203634 5208693 -7714
Chr2 Normal NT_022171.13 GGGTGATGATGACCA 4861758 IL1RL2 4869457 4921835 -7699 4869457 4921835 -7699 4870352 4921725 -8594
Chr6 Complement NT_007592.13 TGGTCAGGCTGATCT 19757727 RFP 19750029 19729042 -7698 19750029 19729042 -7698 19749673 19730109 -8054
Chr6 Complement NT_034874.2 TGGTCAGGCTGATCT 202864 RFP 195166 174181 -7698 195166 174181 -7698 194810 175248 -8054
Chr1 Complement NT_032962.4 TGGTGACGGTGACCC 338419 CRA 330768 322540 -7651 330723 322540 -7696 330476 324718 -7943
Chr1 Complement NT_004559.10 AGGTCGCAGTGAGCC 1818014 LOC128308 1810318 1807706 -7696 1810318 1807706 -7696 1809279 1807779 -8735
Chr6 Normal NT_007592.13 AGGTCATAAAGACCT 16813832 TRIM38 16821314 16843609 -7482 16821528 16843609 -7696 16825002 16842166 -11170
Chr16 Normal NT_010393.13 AGGTCGCAGTGAGCT 10344451 COQ7 10352145 10364568 -7694 10352145 10364568 -7694 10352205 10362698 -7754
Chr20 Normal NT_011362.8 AGGTCATGCTGCCCA 11624152 LOC343597 11631846 11642469 -7694 11631846 11642469 -7694 11631846 11642469 -7694
Chr17 Complement NT_010755.13 AAGTCAAGGTGACCT 4158898 STAT5B 4151204 4073919 -7694 4151204 4076207 -7694 4106868 4076479 -52030
Chr6 Normal NT_007592.13 GGTTCACCCTGACCT 31866897 LOC221442 31874590 31905697 -7693 31874590 31905697 -7693 31886220 31897179 -19323
Chr19 Complement NT_011109.15 GGGTAATTTTGACCC 25645681 LOC348321 25637988 25633436 -7693 25637988 25633436 -7693 25637988 25633436 -7693
Chr10 Normal NT_031847.7 CTGTCACAGTGACCT 286981 LOC349519 294671 297931 -7690 294671 297931 -7690 294671 297931 -7690
Chr10 Normal NT_077572.1 CTGTCACAGTGACCT 69491 LOC340846 77179 82385 -7688 77179 82385 -7688 77179 82385 -7688
Chr20 Complement NT_011362.8 AGGTCGCAGTGAGCC 17490593 LOC343615 17482905 17444469 -7688 17482905 17444469 -7688 17482905 17444469 -7688
Chr10 Complement NT_008705.14 AGGTCACCATGATCA 15886786 LOC340938 15879099 15858810 -7687 15879099 15858810 -7687 15879099 15858810 -7687
Chr5 Normal NT_006713.13 AGGTCTGCCTGACCC 17339932 LOC345802 17347619 17363144 -7687 17347619 17363144 -7687 17347619 17363144 -7687
Chr1 Complement NT_021937.15 AGGTCATAAAGACCT 2260814 MAD2L2 2263784 2246472 2970 2253127 2246472 -7687 2252592 2246766 -8222
Chr15 Complement NT_010194.15 GGGTCAACATGACTT 6211582 LOC341995 6203896 6203248 -7686 6203896 6203248 -7686 6203896 6203248 -7686
Chr16 Normal NT_024812.10 GGGTCACCCTGATCT 5208865 LOC350352 5216550 5284664 -7685 5216550 5284664 -7685 5216550 5284664 -7685
Chr11 Normal NT_033903.5 GGGTCACTGCAACCT 11980203 FBXL11 11987129 12125530 -6926 11987887 12125530 -7684 11989177 12122915 -8974
Chr8 Complement NT_008251.13 TAGTCAGAATGACCT 4753463 FLJ10477 4745780 4739126 -7683 4745780 4739126 -7683 4745549 4740417 -7914
Chr5 Normal NT_023133.11 TGGTCAGGCTGGCCT 16886154 LOC153232 16893837 16895925 -7683 16893837 16895925 -7683 16895250 16895597 -9096
ChrX Normal NT_078114.1 AGGTCAAACTAACCA 149091 LOC349436 156774 158064 -7683 156774 158064 -7683 156774 158064 -7683
Chr17 Normal NT_010799.13 GGGGCATGCTGACCC 8551367 LOC342616 8559045 8559635 -7678 8559045 8559635 -7678 8559045 8559635 -7678
Chr12 Normal NT_029419.10 AGGTCACACTGATCC 11256875 LOC255411 11264552 11302875 -7677 11264552 11302875 -7677 11264570 11302744 -7695
Chr2 Normal NT_005403.13 GGGTCACACTGACCC 32908342 SSFA2 32915897 32954799 -7555 32916019 32954799 -7677 32916131 32953720 -7789
Chr17 Complement NT_010718.13 AGGTGATCATGACCC 16332557 PEMT 16334146 16243131 1589 16324882 16248014 -7675 16334077 16248242 1520
Chr17 Complement NT_010718.13 AGGTGATCATGACCC 16332557 PEMT 16334146 16243131 1589 16324882 16248014 -7675 16319463 16248242 -13094
ChrX Complement NT_011786.13 TGGTTAGTTTGACCT 38156 LOC349398 30482 29241 -7674 30482 29241 -7674 30482 29241 -7674
Chr16 Normal NT_037887.3 GGGTCACACTGAGCT 2002068 PPL8 2009742 2010752 -7674 2009742 2010752 -7674 2010060 2010621 -7992
Chr9 Normal NT_008470.15 GGGTGGGAGTGACCC 12621148 LOC352746 12628820 12629212 -7672 12628820 12629212 -7672 12628820 12629212 -7672
Chr22 Complement NT_011520.9 TGGTCACCCTGGCCT 3320735 IGLL1 3313064 3305881 -7671 3313064 3305881 -7671 3312946 3306022 -7789
Chr1 Normal NT_030584.9 AGGTCAGGACCACCC 80867 KIAA0445 88538 123795 -7671 88538 123795 -7671 96399 123283 -15532
Chr19 Normal NT_011109.15 TGCTCATGGTGACCC 11156158 LOC147965 11161994 11167939 -5836 11163829 11167939 -7671 11163873 11167755 -7715
Chr4 Complement NT_022792.15 TGGTCAGGCTGATCT 16375798 LOC254385 16368127 16362213 -7671 16368127 16362213 -7671 16368127 16362213 -7671
Chr7 Normal NT_007933.12 AGGTCTCTCTGACCT 24651550 CYP3A43 24659220 24697757 -7670 24659220 24697757 -7670 24659323 24697208 -7773
Chr4 Normal NT_016354.15 AGGTCGGAATGAGCC 48331690 SPATA5 48339360 48730940 -7670 48339360 48730940 -7670 48339429 48730350 -7739
Chr7 Complement NT_007914.12 TGGTCAGGCTGATCT 9373818 LOC155054 9366149 9342663 -7669 9366149 9342663 -7669 9366076 9343475 -7742
Chr18 Complement NT_010966.13 AGGTCGCAGTGAGCC 33247927 MBD2 33240260 33169677 -7667 33240260 33169677 -7667 33240031 33175249 -7896
Chr5 Normal NT_034772.4 GGATCAGACTGACCT 36319811 KIAA0239 36327477 36330185 -7666 36327477 36330185 -7666 36329288 36330028 -9477
Chr16 Complement NT_024812.10 AGGTTGCAGTGACCC 1773957 CD2BP2 1766292 1761755 -7665 1766292 1763834 -7665 1765667 1763971 -8290
Chr20 Normal NT_011387.8 GGGTCAAAGTGACAT 21619411 PAX1 21627075 21635441 -7664 21627075 21635441 -7664 21627075 21635441 -7664
Chr19 Normal NT_011109.15 AGGTCCATTTGACCA 7233991 LOC126374 7241654 7259526 -7663 7241654 7259526 -7663 7249555 7259392 -15564
Chr11 Complement NT_028310.10 TGGTCACTCTGCCCT 3769450 LOC119683 3761788 3754592 -7662 3761788 3754592 -7662 3761788 3754592 -7662
Chr3 Complement NT_005999.15 GTGTCAGAATGACCA 8589681 LOC339902 8582019 8560818 -7662 8582019 8560818 -7662 8581996 8561086 -7685
Chr1 Normal NT_004836.14 AGGTTGCAGTGACCT 7801097 LOC343481 7808757 7865719 -7660 7808757 7865719 -7660 7808757 7865719 -7660
Chr9 Complement NT_008470.15 AGGTCACTAGGACCT 22058532 LOC347162 22050872 22026011 -7660 22050872 22026011 -7660 22050872 22026011 -7660
Chr2 Complement NT_005120.13 AGGTCAAACTGTCCT 3902934 LOC93463 3895280 3890056 -7654 3895280 3890056 -7654 3895267 3894540 -7667
ChrX Complement NT_025965.11 AGGGCAGGGTGACCA 211513 MGC29729 203860 192664 -7653 203860 192664 -7653 203708 193102 -7805
Chr12 Complement NT_029419.10 GGGTCACTCCCACCC 18021369 LOC341417 18013717 18006290 -7652 18013717 18006290 -7652 18013717 18006290 -7652
Chr1 Normal NT_004610.15 GTGTCACTGTGACCG 2551112 LOC115051 2558762 2561962 -7650 2558762 2561962 -7650 0 0 2551112
Chr14 Normal NT_026437.10 AGATCAGCCTGACCA 82741692 KIAA0329 82749341 82888858 -7649 82749341 82886552 -7649 82763100 82884635 -21408
Chr2 Complement NT_022171.13 AGGTCACAGTGAGCC 1416603 MGAT4A 1409183 1303899 -7420 1408954 1307681 -7649 1408819 1308053 -7784
Chr12 Normal NT_009487.15 TGGTCTTTCTGACCT 110897 LOC144404 118545 183566 -7648 118545 183566 -7648 118673 181499 -7776
Chr6 Normal NT_007592.13 GGGTCATGGTGACTT 9238186 LOC255488 9245832 9327099 -7646 9245832 9327099 -7646 9258017 9323549 -19831
Chr17 Normal NT_010748.12 GGGTCAGCACAACCC 2991106 LOC350430 2998752 3008897 -7646 2998752 3008897 -7646 2998752 3008897 -7646
Chr17 Normal NT_010783.13 TGGCCATTTTGACCC 14762856 TBX2 14770502 14779467 -7646 14770502 14779419 -7646 14770550 14778849 -7694
Chr14 Normal NT_026437.10 AGGTCGCAGTGAGCT 15504173 KIAA0391 15511816 15666859 -7643 15511816 15666859 -7643 15512491 15662811 -8318
Chr18 Normal NT_025004.13 AGCTCATTACGACCT 1493965 LOC339298 1501608 1523864 -7643 1501608 1523864 -7643 1504709 1505056 -10744
Chr16 Complement NT_010393.13 GGGTCAGGTTGACAC 19584175 LOC283889 19576533 19569347 -7642 19576533 19569347 -7642 19571126 19570758 -13049
ChrX Normal NT_028405.9 AGGCCAGCTTGACCA 1395636 LOC352857 1403278 1404074 -7642 1403278 1404074 -7642 1403278 1404074 -7642



Chr7 Complement NT_007819.13 GGGTCTTTGTGACCT 912524 MGC10911 906314 902646 -6210 904882 902646 -7642 904649 903008 -7875
Chr19 Normal NT_011109.15 AGGTCAGGATGAACA 25038264 LOC90321 25045905 25064167 -7641 25045905 25064167 -7641 25048922 25063629 -10658
Chr6 Complement NT_007592.13 GGGTCATCTTGAACA 40486022 TPX1 40478405 40457180 -7617 40478382 40457180 -7640 40474017 40457594 -12005
Chr3 Complement NT_022459.12 AGGTAAAAATGACCA 4297962 LOC256317 4290323 4238347 -7639 4290323 4238347 -7639 4290323 4238347 -7639
Chr2 Complement NT_022184.12 AGGTGGAACTGACCT 64401491 FLJ20296 64397633 64385148 -3858 64393853 64385156 -7638 64392609 64386299 -8882
Chr4 Complement NT_025028.13 AGGTCACAAAGACCA 4216035 LOC285547 4211317 4203301 -4718 4208399 4203301 -7636 4206084 4204796 -9951
Chr6 Complement NT_007592.13 AGGTCATAAAGACCT 43366991 LOC346230 43359355 43349782 -7636 43359355 43349782 -7636 43359355 43349782 -7636
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025609 MCM3AP 3018836 2967786 -6773 3017974 2967786 -7635 3017938 2967920 -7671
Chr11 Complement NT_033899.5 TGGTCACTGTTACCC 22440370 RPS25 22433079 22427560 -7291 22432736 22430104 -7634 22432673 22430234 -7697
Chr5 Complement NT_034772.4 CGGTCAGGCTGATCT 34746455 LOC134550 34738823 34738413 -7632 34738823 34738413 -7632 34738823 34738413 -7632
Chr2 Complement NT_022184.12 GGGTCAGACAGACCT 22889522 ABCG5 22881937 22855544 -7585 22881891 22855544 -7631 22881751 22856188 -7771
Chr4 Normal NT_016354.15 GAGTCAGAGTGACCT 3856286 LOC201736 3863917 3866313 -7631 3863917 3866313 -7631 3864040 3866251 -7754
Chr15 Normal NT_035325.4 GGGTTACTATGACCT 2576942 ASB7 2584572 2612150 -7630 2584572 2612150 -7630 2594159 2611992 -17217
Chr18 Normal NT_010966.13 GGGTCACTCCCACCC 26676114 LOC342819 26683742 26740040 -7628 26683742 26740040 -7628 26698351 26740040 -22237
Chr10 Complement NT_017696.14 TGGTCACCCTGACTT 703754 LOC340632 696127 671565 -7627 696127 671565 -7627 696127 671565 -7627
Chr2 Complement NT_022184.12 GGGTGGGAGTGACCT 460294 LOC344292 452667 400864 -7627 452667 400864 -7627 452667 400864 -7627
Chr5 Complement NT_034772.4 TGGTCATTTTCACCT 5223293 LOC345761 5215666 5075192 -7627 5215666 5075192 -7627 5215666 5075192 -7627
Chr16 Complement NT_037887.3 GGGGCGAACTGACCT 1779111 SSB3 1772596 1766715 -6515 1771485 1767099 -7626 1771485 1767099 -7626
Chr6 Normal NT_007592.13 TGGTCAGTGTAACCC 16938289 HFE 16945699 16955310 -7410 16945914 16955310 -7625 16945920 16955076 -7631
Chr10 Normal NT_077569.2 GGGTCACTGCGGCCC 600393 PFKFB3 607791 640397 -7398 608018 640397 -7625 608120 637798 -7727
Chr5 Normal NT_023089.13 AGGCCACCATGACCC 1753100 LOC345417 1760723 1769013 -7623 1760723 1769013 -7623 1760723 1769013 -7623
Chr1 Complement NT_019273.15 GGGTGGGAGTGACCC 729096 GSTM3 721474 716940 -7622 721474 716940 -7622 720723 717507 -8373
Chr19 Complement NT_011109.15 AGGTGACTTTGACCA 18752496 NOVA2 18744875 18711009 -7621 18744875 18711009 -7621 18744827 18711339 -7669
Chr20 Normal NT_011387.8 AGGTCAAGCTGAGCA 17922097 LOC343673 17929717 17932703 -7620 17929717 17932703 -7620 17929717 17932703 -7620
Chr12 Normal NT_029419.10 AGGTAACCATGACCA 14870667 LOC349797 14878287 14896137 -7620 14878287 14896137 -7620 0 0 14870667
Chr6 Normal NT_007592.13 GGGACGCCGTGACCT 17965541 HIST1H2AH 17973159 17973645 -7618 17973159 17973597 -7618 17973159 17973545 -7618
Chr11 Normal NT_008984.15 TGGCCAAATTGACCT 7076978 KIAA0830 7084595 7127416 -7617 7084595 7127416 -7617 7084701 7124352 -7723
Chr11 Normal NT_028310.10 TGGTCACCTTGCCCT 350413 LOC338651 358029 386892 -7616 358029 386892 -7616 358253 358612 -7840
ChrX Complement NT_011812.12 AGGTCACAAAGACCT 2970612 LOC352842 2962997 2889613 -7615 2962997 2889613 -7615 2962997 2889613 -7615
Chr2 Complement NT_022184.12 AGGTCCACCTGACCC 50042661 MGC32043 50038007 49984889 -4654 50035046 50029006 -7615 50035046 50031662 -7615
Chr8 Normal NT_077531.2 AGGTCGACGTGGCCT 3868001 GATA4 3844500 3927541 23501 3875614 3926672 -7613 3875854 3926016 -7853
Chr20 Complement NT_011362.8 GGGTCAGGTTGACAT 3340246 LOC128450 3332633 3320463 -7613 3332633 3320463 -7613 3332633 3320463 -7613
ChrX Complement NT_011669.13 GAGTCAGCTTGACCT 8384507 LOC347518 8376894 8344704 -7613 8376894 8344704 -7613 8376894 8344704 -7613
Chr16 Normal NT_010393.13 TGGTCAGGCTGGCCT 16007175 TNRC6 16014788 16110758 -7613 16014788 16108344 -7613 16073939 16108344 -66764
Chr19 Normal NT_011109.15 AGGCCAGCCTGACCA 11111991 DKFZP434A1022 11094662 11129800 17329 11119601 11128926 -7610 11119601 11128926 -7610
Chr9 Complement NT_008413.15 GGGTCGGGATGAACC 21199815 IFNA7 21192205 21191469 -7610 21192205 21191469 -7610 21192165 21191596 -7650
Chr5 Complement NT_006431.13 AAGTCATAATGACCA 6427204 LOC345647 6419599 6375825 -7605 6419599 6375825 -7605 6419599 6375825 -7605
Chr7 Complement NT_007819.13 AGGTCAGCCTGGCCT 28330409 LOC346428 28322804 28320410 -7605 28322804 28320410 -7605 28322804 28320410 -7605
Chr1 Complement NT_037485.3 AGGACACTTTGACCT 799434 AIM1L 791830 759559 -7604 791830 759581 -7604 784357 783134 -15077
Chr1 Normal NT_032977.5 TGGTCATCTTCACCC 20468112 LOC127779 20475716 20499750 -7604 20475716 20499750 -7604 20475716 20499750 -7604
Chr17 Normal NT_010748.12 AGGTCAGGGTGGCCA 2508130 CRHR1 2515720 2567257 -7590 2515733 2567257 -7603 2515958 2566195 -7828
Chr19 Complement NT_011255.13 GGGTCACAGAGACCC 1811099 KLF16 1803496 1792399 -7603 1803496 1792399 -7603 1803496 1794458 -7603
Chr22 Complement NT_011520.9 AGGTCAAATTGACAC 9841354 LOC343868 9833751 9832747 -7603 9833751 9832747 -7603 9833751 9832747 -7603
Chr20 Normal NT_011387.8 GGGTCAGTCTGACAG 13714542 C20orf7 13705695 13739065 8847 13722144 13739065 -7602 13722174 13737856 -7632
Chr2 Normal NT_005403.13 AGGTCACCTTGAGCT 22695719 DNCI2 22703281 22764264 -7562 22703320 22764257 -7601 22706004 22763737 -10285
Chr6 Complement NT_007592.13 GGCTCACTGTGACCT 10385710 LOC346127 10378110 10321047 -7600 10378110 10321047 -7600 10378110 10321047 -7600
Chr11 Complement NT_033903.5 TGGTCATGGTGACTT 7715999 FLJ10439 7709139 7701651 -6860 7708400 7701651 -7599 7708309 7701691 -7690
Chr8 Complement NT_023736.15 AGGTCCTTGTGACCC 542419 LOC286163 534821 517922 -7598 534821 517922 -7598 532177 531773 -10242
Chr11 Normal NT_033903.5 GGGTCAAGATGTCCA 2102697 LOC341106 2110295 2138626 -7598 2110295 2138626 -7598 2110315 2138626 -7618
Chr2 Normal NT_005120.13 AGGTCTCCTTGACCA 219737 DGKD 193687 311283 26050 227334 311277 -7597 227413 308640 -7676
Chr9 Complement NT_008470.15 GGGTCATTCTAACCC 13453262 ACTL7B 13445666 13443290 -7596 13445666 13443290 -7596 13444629 13443382 -8633
Chr6 Normal NT_007592.13 TGGTCAGTGTAACCC 16938289 HFE 16945699 16955310 -7410 16945884 16952709 -7595 16945920 16955076 -7631
Chr15 Complement NT_077631.1 TGGTCATGGTGACTC 186350 LOC283695 178755 178055 -7595 178755 178055 -7595 178732 178106 -7618
Chr11 Complement NT_033899.5 GGGTCACTTCCACCC 8431135 CASP5 8423541 8408804 -7594 8423541 8408812 -7594 8423508 8410313 -7627
Chr20 Complement NT_011362.8 TGGTCAGGCTGATCT 7147045 LOC343586 7139452 7013518 -7593 7139452 7013518 -7593 7139452 7013518 -7593
Chr6 Normal NT_025741.12 AGGTCATATGGACCA 36689957 LOC349006 36697550 36698900 -7593 36697550 36698900 -7593 36697550 36698900 -7593
Chr19 Complement NT_011109.15 GGGTCACTCTCACCA 14221619 FLJ10241 14214029 14205442 -7590 14214028 14205442 -7591 14214022 14206354 -7597
Chr6 Complement NT_033951.3 AGGTCGCAGTGAGCT 4673226 ZNF297 4665636 4662335 -7590 4665636 4662335 -7590 4664832 4662928 -8394
Chr22 Complement NT_030872.2 GGGTCACAGTGACCA 138296 LOC164729 130707 25959 -7589 130707 25959 -7589 130344 129808 -7952
Chr19 Normal NT_011295.10 TGGTCAGATTAACCC 13506780 LOC253272 13514368 13516535 -7588 13514368 13516535 -7588 13514375 13515425 -7595
Chr6 Normal NT_007592.13 TGGTCAGTGTAACCC 16938289 HFE 16945699 16955310 -7410 16945876 16952736 -7587 16945920 16955076 -7631
Chr3 Complement NT_022517.15 AGGACAGTTTGACCA 14097804 CKLFSF6 14090774 14068678 -7030 14090218 14070103 -7586 14090111 14071326 -7693
Chr10 Normal NT_024040.14 AGGTCAACGCGGCCC 457413 LOC347759 464999 467483 -7586 464999 467483 -7586 465285 465560 -7872
Chr3 Normal NT_037565.3 AGGTGACAGTGACCA 111556 MYD88 119003 123499 -7447 119142 123499 -7586 119181 121766 -7625
Chr19 Complement NT_011255.13 AGGTCAGTGTCACCC 2687612 SLC39A3 2680054 2672525 -7558 2680026 2674525 -7586 2677255 2676938 -10357
Chr19 Normal NT_011109.15 TGGACAACATGACCT 18271432 VASP 18278246 18298456 -6814 18279018 18298456 -7586 18279248 18297653 -7816
Chr16 Normal NT_010552.13 AGGTCAGAGTGAGCT 647643 FLJ39639 655228 661627 -7585 655228 661627 -7585 655247 656005 -7604
Chr18 Complement NT_010879.13 GGGTCCTTCTGACCC 685836 LOC125283 678253 664236 -7583 678253 664236 -7583 678253 664236 -7583
Chr6 Complement NT_007592.13 AGGTCGCAGTGAGCT 24090237 ZNF297 24082654 24079355 -7583 24082654 24079355 -7583 24081852 24079948 -8385
Chr2 Complement NT_015926.13 AGGGCAGAGTGACCT 35407 LOC351078 27825 4615 -7582 27825 4615 -7582 27825 4615 -7582
Chr18 Normal NT_010966.13 AGGTCAAGGTGAGCA 28569948 LIPG 28577529 28608166 -7581 28577529 28608166 -7581 28577781 28605994 -7833
Chr15 Normal NT_026446.12 CTGTCACACTGACCC 2295278 LOC255674 2302859 2304922 -7581 2302859 2304922 -7581 2302859 2304922 -7581
Chr2 Complement NT_005334.13 GGGTCATTTTGACTC 7462357 LOC344367 7454777 7364842 -7580 7454777 7364842 -7580 7454777 7364842 -7580
Chr1 Normal NT_028054.12 AGATCACCCTGACCC 389008 FLJ32096 395737 407918 -6729 396587 399159 -7579 396587 399159 -7579
Chr12 Normal NT_029419.10 AGGTCATTTTGACTC 34468484 TPH2 34475932 34569527 -7448 34476063 34499988 -7579 34476073 34498783 -7589
Chr5 Complement NT_034772.4 GGGTCACAGTGTCCC 35935279 SKP1A 35927705 35907590 -7574 35927705 35907590 -7574 35924734 35908445 -10545
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 FUS1 1480741 1477414 -7573 1480741 1477414 -7573 1480603 1478625 -7711
Chr10 Normal NT_008705.14 AGGTCGCAGTGAGCT 19889910 LOC255052 19897478 19985985 -7568 19897478 19985985 -7568 19897478 19985985 -7568
Chr5 Complement NT_006576.13 AGATCAGCCTGACCA 25930958 LOC202108 25923391 25921619 -7567 25923391 25921629 -7567 25922844 25921921 -8114
Chr19 Complement NT_011255.13 GGGTGAACTTGACCA 4286380 STAP2 4278818 4264041 -7562 4278818 4264041 -7562 4278750 4264130 -7630
ChrX Complement NT_011757.12 TTGTCACTGTGACCT 6022892 GPR64 6055144 5921899 32252 6015331 5921899 -7561 6001419 5923449 -21473
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025535 MCM3AP 3018836 2967786 -6699 3017974 2967786 -7561 3017938 2967920 -7597
Chr15 Complement NT_010194.15 TGGTCAGGCTGATCT 16203530 DUOX2 16195970 16174464 -7560 16195970 16174464 -7560 16195220 16175959 -8310
Chr19 Normal NT_011295.10 AGATCAGCCTGACCA 2455378 LDLR 2462910 2507292 -7532 2462934 2507292 -7556 2463027 2504794 -7649
Chr8 Normal NT_008183.16 TGGTCACAGTGATCT 9335961 LOC346950 9343515 9343808 -7554 9343515 9343808 -7554 9343515 9343808 -7554
Chr21 Complement NT_030188.2 TGGTCACCGTGAGCT 527946 TFF2 520534 515795 -7412 520392 516921 -7554 520392 516921 -7554
Chr20 Complement NT_011387.8 GGGTGATGGTGACCC 5432812 LOC348552 5425259 5421006 -7553 5425259 5421006 -7553 5422500 5422204 -10312
Chr1 Complement NT_004668.15 GGGTCAGTGTGACCT 613022 TPM3 614441 578667 1419 605469 578674 -7553 605427 579947 -7595
Chr1 Complement NT_004668.15 GGGTCAGTGTGACCT 613022 TPM3 614441 578667 1419 605469 578674 -7553 614326 590245 1304
Chr4 Normal NT_016297.14 GGTTCATGCTGACCA 6601767 LIAS 6609308 6627912 -7541 6609319 6627912 -7552 6609381 6627378 -7614
Chr2 Normal NT_005403.13 AGGACACCGTGACCT 69836666 LOC285181 69844218 69846576 -7552 69844218 69846576 -7552 69845144 69845464 -8478
Chr8 Complement NT_008183.16 AGGTAAAACTGACCT 22622876 LOC346988 22615324 22614048 -7552 22615324 22614048 -7552 22615324 22614048 -7552
Chr16 Normal NT_010393.13 GGGTGAACTTGACCT 611817 LOC350247 619369 663219 -7552 619369 663219 -7552 619369 663219 -7552



Chr10 Complement NT_008583.15 GGGGCAGAGTGACCC 20919356 PRF1 20913663 20908010 -5693 20911806 20908957 -7550 20911806 20908957 -7550
Chr14 Normal NT_026437.10 AGATCACCCTGACCA 83156308 TRAF3 83163857 83292669 -7549 83163857 83292669 -7549 83256580 83292162 -100272
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCC 2192028 TRPM1 2184481 2084094 -7547 2184481 2084094 -7547 2152793 2084582 -39235
Chr6 Complement NT_034874.2 TGGGCAAATTGACCT 2021401 FLOT1 2013890 1998891 -7511 2013856 1998916 -7545 2013369 1999296 -8032
Chr3 Normal NT_005927.15 AGGTCACAATGGCCC 5323037 LOC339910 5330582 5420481 -7545 5330582 5420481 -7545 5330582 5420481 -7545
Chr17 Normal NT_010783.13 GGGTCATACTGATCT 8348630 LOC252983 8356174 8415336 -7544 8356174 8415336 -7544 8369956 8414189 -21326
Chr19 Complement NT_011109.15 TGGTCGAGCTGACCC 23495929 SHANK1 23488385 23433274 -7544 23488385 23433274 -7544 23488366 23433412 -7563
Chr11 Complement NT_033927.5 GGGCCACTCTGACCT 3131834 LOC283205 3124291 3122578 -7543 3124291 3122578 -7543 3123377 3123105 -8457
Chr15 Normal NT_010194.15 TGGCCAGACTGACCT 30281111 LDHL 30288653 30290318 -7542 30288653 30290318 -7542 30288751 30289896 -7640
Chr13 Normal NT_024524.12 TGGTCAGGCTGATCT 12164289 DNAJD1 12171830 12256073 -7541 12171830 12256073 -7541 12172254 12255875 -7965
Chr2 Complement NT_005058.13 AGGTCAGTGTAACCC 4355661 FLJ23074 4348121 4346131 -7540 4348121 4346131 -7540 4347792 4347286 -7869
Chr13 Normal NT_009952.13 AGGTCAAAGTGTCCA 20109555 LOC341604 20117095 20168102 -7540 20117095 20168102 -7540 20117095 20168102 -7540
Chr6 Complement NT_007592.13 TGGGCAAATTGACCT 21574426 FLOT1 21566921 21551914 -7505 21566887 21551939 -7539 21566400 21552319 -8026
Chr10 Complement NT_030059.10 GGGTCAGACTGACCT 16396088 LOC340671 16388549 16387674 -7539 16388549 16387674 -7539 16388533 16387674 -7555
Chr12 Normal NT_009714.15 TGGTGAATATGACCT 4983669 BCLG 4961772 5122992 21897 4991207 5122921 -7538 4991214 5050863 -7545
ChrX Complement NT_077819.2 TGGTCAGGCTGGCCT 4031304 C1GALT2 4023948 4019472 -7356 4023768 4019851 -7536 4020964 4020008 -10340
Chr1 Complement NT_077913.1 AGGTCACAGTGAGCA 62064 LOC284605 54530 52560 -7534 54530 52560 -7534 53439 52660 -8625
Chr2 Complement NT_005334.13 TGGTAAGTTTGACCT 6318939 ROCK2 6311405 6148472 -7534 6311405 6148472 -7534 6310956 6150257 -7983
Chr10 Complement NT_030059.10 AGGGCATTTTGACCA 17607156 KIAA0690 17599655 17554673 -7501 17599623 17555017 -7533 17599546 17555409 -7610
Chr16 Complement NT_010393.13 GGCTCACTGTGACCT 7915796 LOC339046 7908265 7893818 -7531 7908265 7893818 -7531 7908265 7893818 -7531
Chr6 Normal NT_023451.12 AGGTCGGGGTGCCCT 694297 LOC345833 701828 724711 -7531 701828 724711 -7531 701828 724711 -7531
Chr17 Complement NT_010755.13 GGGTCACTCTGAGCT 3698432 SC65 3691578 3680929 -6854 3690901 3680929 -7531 3690890 3681932 -7542
Chr16 Complement NT_010498.13 GGGCCAGGCCGACCT 19546463 FLJ10305 19556574 19442847 10111 19538934 19442847 -7529 19538475 19443334 -7988
Chr12 Complement NT_009714.15 TGGTCACTGTGAACT 14694250 KCNJ8 14686721 14676863 -7529 14686721 14676863 -7529 14685524 14677631 -8726
Chr7 Complement NT_007819.13 TGGTCTATATGACCT 5313517 LOC222967 5305988 5261451 -7529 5305988 5261451 -7529 5302304 5261673 -11213
Chr3 Normal NT_005962.15 CGGTCAGGGAGACCC 4961638 GPCR1 4968209 5015647 -6571 4969166 5015647 -7528 5014224 5015240 -52586
Chr12 Normal NT_009482.13 AGGTCACTGTGACCC 2964488 DKFZp434B1272 2938039 3008647 26449 2972015 3008647 -7527 2975925 3005081 -11437
Chr9 Complement NT_008470.15 AGTTCAGTGTGACCT 10743392 LOC352743 10735869 10663947 -7523 10735869 10663947 -7523 10735869 10663947 -7523
Chr12 Normal NT_029419.10 AGGTTGCAGTGACCC 11433715 NYD-SP28 11441238 11468929 -7523 11441238 11458664 -7523 11441426 11458532 -7711
Chr5 Normal NT_034772.4 AGGTCGTAATAACCT 28344105 PHAX 28351628 28377448 -7523 28351628 28377448 -7523 28351676 28375557 -7571
Chr19 Complement NT_011295.10 TGGTCAGGCTGATCT 6661586 BRD4 6706156 6611017 44570 6654064 6611103 -7522 6646712 6611990 -14874
Chr17 Complement NT_024871.10 GGGTCAGCCTGTCCT 320022 LOC284127 312500 309682 -7522 312500 309682 -7522 312327 311704 -7695
Chr17 Complement NT_010718.13 CGATCACTGTGACCT 1469870 LOC254124 1462349 1453503 -7521 1462349 1453503 -7521 1462238 1461945 -7632
Chr2 Normal NT_022184.12 AGGTCAGCATGACCC 50762362 LOC351183 50769883 50779728 -7521 50769883 50779728 -7521 50769883 50779728 -7521
Chr3 Normal NT_022459.12 GGTTCACAGTGACCA 2691976 LOC152122 2699494 2718877 -7518 2699494 2718877 -7518 2718502 2718783 -26526
Chr2 Normal NT_022135.13 TGTTCAGTATGACCC 7290887 LOC343958 7298404 7368656 -7517 7298404 7368656 -7517 7298404 7368656 -7517
Chr16 Normal NT_010498.13 AGCTCACTGCGACCT 6441945 DKFZp434I099 6449439 6486079 -7494 6449461 6486079 -7516 6452575 6485883 -10630
Chr8 Complement NT_008046.13 GGGTTAGAATGACCT 33876764 ENPP2 33903871 33787504 27107 33869248 33787504 -7516 33869198 33787939 -7566
Chr2 Complement NT_022184.12 GAGTCAGACTGACCA 64718755 SFTPB 64711246 64700375 -7509 64711240 64704530 -7515 64711240 64704530 -7515
Chr15 Normal NT_010194.15 AGGCCAGCCTGACCA 14594937 MAP1A 14592939 14613413 1998 14602451 14613413 -7514 14603283 14612033 -8346
Chr10 Normal NT_008705.14 AGGTCTTTCTGACCT 3650774 LOC219689 3658287 3658652 -7513 3658287 3658652 -7513 3658287 3658652 -7513
Chr1 Complement NT_004487.15 AGGTCAGCATTACCT 15449717 PTGS2 15442204 15433617 -7513 15442204 15433617 -7513 15442070 15436133 -7647
Chr22 Normal NT_011520.9 AGGTCTGTGTGACCT 1305075 UBE2L3 1312526 1368892 -7451 1312588 1368892 -7513 1312603 1366527 -7528
Chr16 Complement NT_024797.13 TGGTCAGGCTGATCT 1121294 LOC283922 1114500 1078029 -6794 1113782 1078029 -7512 1090440 1078080 -30854
Chr6 Complement NT_033951.3 TGGGCAAATTGACCT 2166540 FLOT1 2159063 2144061 -7477 2159029 2144086 -7511 2158542 2144466 -7998
Chr6 Normal NT_007592.13 TGGTCAGTGTAACCC 16938289 HFE 16945699 16955310 -7410 16945797 16955068 -7508 16945920 16955076 -7631
Chr19 Complement NT_077812.1 AGGTGAGGCTGACCC 211965 LOC147791 204457 201612 -7508 204457 201612 -7508 203590 203171 -8375
Chr5 Complement NT_006431.13 TGGTCATCATGACAT 5099181 LOC345643 5091674 5080937 -7507 5091674 5080937 -7507 5091674 5080937 -7507
Chr7 Normal NT_007914.12 AGGTTGCAGTGACCT 11278303 LOC285974 11285809 11287634 -7506 11285809 11287634 -7506 11286272 11286589 -7969
Chr7 Normal NT_007914.12 CTGTCAATGTGACCT 11641513 LOC340317 11649018 11653709 -7505 11649018 11653211 -7505 11649171 11653204 -7658
Chr17 Normal NT_010755.13 GGGTCAGAGAGACCC 4403177 NAGLU 4410681 4419190 -7504 4410681 4419190 -7504 4411014 4418979 -7837
Chr6 Normal NT_007592.13 AGGTCTTTTTGACCA 37511088 LOC221399 37518591 37523269 -7503 37518591 37523269 -7503 37522893 37523192 -11805
ChrX Normal NT_011757.12 CGGTCAGGCTGGCCT 10980030 EIF2S3 10987506 11010553 -7476 10987532 11010553 -7502 10987553 11009369 -7523
Chr15 Complement NT_010194.15 AGGTGAGTGTGACCC 45168791 GOLGA6 45161289 45148596 -7502 45161289 45148596 -7502 45161248 45149649 -7543
Chr13 Complement NT_009799.12 AGGTCAGCCTGGCCA 11898373 LOC341787 11890872 11870518 -7501 11890872 11870518 -7501 11890872 11870518 -7501
Chr6 Normal NT_025741.12 TGGTCAGGCTGGCCT 39315903 LOC154094 39323403 39324852 -7500 39323403 39324852 -7500 39323441 39323920 -7538
Chr12 Normal NT_029419.10 AGGTCACAGTGACCT 18531089 SUOX 18534349 18542148 -3260 18538588 18542148 -7499 18539754 18542117 -8665
Chr22 Normal NT_011526.5 AGGTCGCAGTGAGCC 112665 ALDRL6 120076 123341 -7411 120163 123341 -7498 120190 123148 -7525
Chr6 Complement NT_025741.12 AGGTCATTGTGTCCA 4193446 CCNC 4186170 4159721 -7276 4185949 4160322 -7497 4185921 4160889 -7525
Chr1 Complement NT_004873.14 AGGTTGTAGTGACCC 2547017 LOC149576 2539520 2537725 -7497 2539520 2537725 -7497 2539520 2538981 -7497
Chr2 Normal NT_005334.13 AGGTCTTTGTGACCT 5263024 HPCAL1 5269693 5394436 -6669 5270520 5394436 -7496 5386578 5393641 -123554
Chr16 Complement NT_010552.13 AGGTCAGCCTCACCG 175685 TCEB2 168360 162478 -7325 168191 163053 -7494 168191 163053 -7494
Chr7 Complement NT_007819.13 AGGTCAGCCTGTCCA 36916767 LOC352282 36909274 36897289 -7493 36909274 36897289 -7493 36909274 36897289 -7493
Chr13 Normal NT_024524.12 TGCTCATTGTGACCC 21003146 DKFZP434K1172 21010609 21014863 -7463 21010638 21014863 -7492 21014007 21014708 -10861
Chr8 Normal NT_028251.10 AGGTCATGATGCCCA 986542 KHDRBS3 994019 1184170 -7477 994033 1184170 -7491 994427 1183644 -7885
Chr1 Complement NT_021973.15 AGGTAAAGATGACCA 1685670 LOC343097 1678180 1658284 -7490 1678180 1658284 -7490 1678180 1658284 -7490
Chr2 Normal NT_005416.10 CGGTCAAGGTGAGCT 1613849 LOC351381 1621339 1651593 -7490 1621339 1651593 -7490 1621339 1651593 -7490
Chr19 Complement NT_011109.15 AGGTCATGTTTACCT 22419080 RRAS 22411648 22406740 -7432 22411590 22406742 -7490 22411545 22407023 -7535
Chr10 Complement NT_030059.10 GGGTCTATTTGACCC 34167879 LOC340705 34160391 34128169 -7488 34160391 34128169 -7488 34160391 34128169 -7488
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025461 MCM3AP 3018836 2967786 -6625 3017974 2967786 -7487 3017938 2967920 -7523
Chr2 Complement NT_022184.12 CGGCCACACTGACCT 65074374 LOC90784 65066888 65063947 -7486 65066888 65063947 -7486 65064430 65064104 -9944
Chr19 Normal NT_011295.10 GGGCCACTGTGACCG 2214395 LOC255809 2221880 2243268 -7485 2221880 2243268 -7485 2221987 2242845 -7592
Chr2 Normal NT_022135.13 TGGTCATGATGACTT 15332489 LOC285078 15339973 15423191 -7484 15339973 15423191 -7484 15339973 15423191 -7484
Chr19 Complement NT_011109.15 GGGTGGTCTTGACCT 10466155 MGC13071 10458671 10455487 -7484 10458671 10455487 -7484 10458274 10457159 -7881
Chr10 Complement NT_030059.10 GGGTCACTGCAACCT 228284 LOC219346 220801 193849 -7483 220801 193849 -7483 220801 193849 -7483
Chr16 Complement NT_010393.13 CGGGCACAATGACCT 12717946 LOC283891 12716373 12702507 -1573 12710463 12702507 -7483 12709637 12704236 -8309
Chr3 Complement NT_005999.15 TGGTCAGACTGGCCT 7141980 DNASE1L3 7134749 7116140 -7231 7134498 7116167 -7482 7134442 7116223 -7538
Chr11 Complement NT_033903.5 TGGTCAGGCTGATCT 10433436 LTBP3 10426225 10406557 -7211 10425956 10406802 -7480 10425956 10407077 -7480
Chr21 Complement NT_011512.8 AGGTCACAATGATCA 1625073 SAMSN1 1617594 1519426 -7479 1617594 1519426 -7479 1616588 1520104 -8485
Chr3 Normal NT_005962.15 TGATCATCCTGACCT 11053809 LOC165672 11061287 11503537 -7478 11061287 11503537 -7478 11061287 11503537 -7478
Chr1 Complement NT_004836.14 GGGTCTACTTGACCC 2873140 LOC348440 2865662 2847478 -7478 2865662 2847478 -7478 2865662 2847478 -7478
Chr6 Complement NT_007592.13 AGATCAGCCTGACCA 8988565 LOC346120 8981088 8979901 -7477 8981088 8979901 -7477 8981088 8979901 -7477
Chr4 Normal NT_006051.15 AGGTCACAGGGACCC 902283 MSX1 909760 913812 -7477 909760 913812 -7477 909999 913224 -7716
Chr6 Complement NT_007592.13 GGGGCGGGATGACCT 1281001 TFAP2A 1273720 1256421 -7281 1273524 1256657 -7477 1273476 1256908 -7525
Chr18 Normal NT_025028.13 AGGTCATAGTGAGCC 7775917 TNFRSF11A 7783394 7844348 -7477 7783394 7844348 -7477 7783432 7843113 -7515
Chr13 Complement NT_024524.12 GGGTCACTCCCACCC 43575220 LOC283496 43567744 43561586 -7476 43567744 43561586 -7476 43567439 43563174 -7781
Chr1 Normal NT_004668.15 GGGTCAGATGGACCA 8713597 LOC127936 8721071 8724032 -7474 8721071 8724032 -7474 8721071 8724032 -7474
Chr7 Normal NT_007758.10 GTGTCATCATGACCA 11894214 GTF2IRD1 11901370 12050161 -7156 11901687 12050161 -7473 11955661 12050010 -61447
Chr18 Complement NT_010879.13 ACGTCAAATTGACCC 504466 LOC348273 496993 496328 -7473 496993 496328 -7473 496993 496328 -7473
Chr4 Normal NT_016354.15 AGGTTACAATGACCA 34029469 RPL34 34036853 34046766 -7384 34036942 34046696 -7473 34038246 34041498 -8777
Chr9 Complement NT_008470.15 GGGTCAGCCTGCCCC 34234551 ASB6 34227079 34221808 -7472 34227079 34221808 -7472 34226913 34222704 -7638
Chr2 Normal NT_015926.13 TGGTCAAGTTAACCC 1694551 KCNS3 1701178 1756302 -6627 1702023 1756302 -7472 1754354 1755829 -59803
Chr6 Normal NT_007592.13 TGGTCAGTGTAACCC 16938289 HFE 16945699 16955310 -7410 16945760 16953696 -7471 16945920 16955076 -7631



Chr16 Normal NT_037887.3 GGGTCAGCCCGAGCC 631841 KIAA1924 639312 657830 -7471 639312 651076 -7471 639418 643846 -7577
Chr19 Normal NT_011295.10 AGGTCAAACTGACAC 6473566 7h3 6481035 6488597 -7469 6481035 6488597 -7469 6481047 6487576 -7481
Chr5 Complement NT_023133.11 GGGTCACAATGGCCT 16666552 LOC285590 16659085 16561774 -7467 16659085 16570090 -7467 16642941 16570314 -23611
Chr2 Normal NT_005058.13 AGGTCATGCTCACCT 1711697 LOC339742 1719164 1720754 -7467 1719164 1720754 -7467 1719246 1719782 -7549
Chr9 Complement NT_078053.1 GGGTCCTAATGACCA 36014 LOC352643 28547 22375 -7467 28547 22375 -7467 28547 22375 -7467
Chr7 Normal NT_007933.12 TGGTCAGGGAGACCC 32559838 HAKAI 32567069 32582742 -7231 32567304 32582742 -7466 32567327 32582341 -7489
Chr16 Normal NT_024812.10 GGGTCACTGCAACCT 361070 FLJ14639 363373 378255 -2303 368535 378255 -7465 368900 376428 -7830
Chr7 Normal NT_007819.13 GGGTCACTAGGACCA 36057711 LOC346456 36065176 36129371 -7465 36065176 36129371 -7465 36065176 36129371 -7465
ChrX Normal NT_011669.13 AGGTAAGGGCGACCT 5987122 EFNB1 5994584 6007722 -7462 5994584 6007722 -7462 5995364 6006241 -8242
Chr17 Normal NT_010799.13 AGGTCAGGGTGGCCT 8059525 LOC284095 8066986 8070385 -7461 8066986 8070385 -7461 8068164 8068448 -8639
Chr9 Complement NT_008470.15 CTGTCACCCTGACCC 15634202 EDG2 15626784 15461963 -7418 15626742 15462876 -7460 15560816 15464120 -73386
Chr1 Complement NT_034410.4 TGGTCACCATGGCCT 2035254 ELK4 2027982 1993590 -7272 2027794 2012129 -7460 2019902 2012566 -15352
Chr7 Complement NT_007933.12 GGGTCATCTTGCCCA 56242079 PODXL 56279811 56223462 37732 56234619 56223478 -7460 56234619 56227505 -7460
Chr12 Normal NT_029419.10 AGGTCATCTTTACCT 31275809 SLC35E3 31283192 31303150 -7383 31283269 31303150 -7460 31283340 31301975 -7531
ChrX Normal NT_011757.12 AGATCATCTTGACCA 9198069 FLJ25735 9205527 9207041 -7458 9205527 9207041 -7458 9205576 9206853 -7507
Chr15 Complement NT_010194.15 GGGTCAGGATGAGCA 49857506 DKFZP434H204 49850049 49837950 -7457 49850049 49837950 -7457 49845532 49838163 -11974
Chr19 Normal NT_011295.10 GGGTAATCTTGACCC 11193243 LOC342989 11200700 11210952 -7457 11200700 11210952 -7457 11200700 11210952 -7457
Chr7 Complement NT_007819.13 AGGTCACTATGGCCT 22904311 LOC346404 22896855 22895805 -7456 22896855 22895805 -7456 22896772 22895805 -7539
Chr1 Complement NT_077386.2 TGGTCATGGTGACGC 1851497 OXCT2 1844041 1842218 -7456 1844041 1842218 -7456 1843948 1842395 -7549
Chr10 Normal NT_077575.2 TGGTGACCTTGACCT 112614 SFTPA1 119193 123664 -6579 120070 122357 -7456 120070 122357 -7456
Chr14 Normal NT_026437.10 AGGACAGGCTGACCG 85080229 LOC348058 85087684 85089313 -7455 85087684 85089313 -7455 85087684 85089313 -7455
Chr9 Complement NT_019501.12 TGGTCAAGGTGCCCT 883737 LOC138167 876283 865827 -7454 876283 865827 -7454 876283 865827 -7454
Chr13 Normal NT_024524.12 TGGTCAGGCTGATCT 14509610 LOC253499 14517063 14517960 -7453 14517063 14517960 -7453 14517110 14517568 -7500
Chr9 Normal NT_008470.15 AGTTCACTGTGACCT 28835431 NEK6 28842520 28961339 -7089 28842884 28937352 -7453 28886879 28935861 -51448
Chr9 Normal NT_008470.15 AGGTCTATTTGACCT 11508512 DKFZP762N2316 11515964 11563670 -7452 11515964 11563670 -7452 11516078 11563062 -7566
Chr14 Complement NT_026437.10 TGGTCAGGCTGGCCT 15518930 C14orf10 15597231 15474718 78301 15511479 15474718 -7451 15511204 15474835 -7726
Chr16 Complement NT_010393.13 ATGTCAGTGCGACCC 12812431 LOC283843 12804983 12747744 -7448 12804983 12748205 -7448 12764109 12754291 -48322
Chr6 Normal NT_034880.2 TGGCCACACTGACCC 2932782 NQO2 2940066 2959994 -7284 2940230 2959993 -7448 2946786 2959888 -14004
Chr20 Normal NT_011333.5 GGGTCAGCCTGAGCT 165379 OGFR 172827 181982 -7448 172827 181982 -7448 175526 181632 -10147
Chr17 Complement NT_010755.13 AGGTCTTTATGACCT 1815597 ORMDL3 1808150 1801592 -7447 1808150 1801592 -7447 1804752 1803099 -10845
Chr17 Complement NT_010783.13 AGGTCACTGCAACCT 18034295 SMURF2 18027058 17910145 -7237 18026848 17910145 -7447 18026660 17910628 -7635
Chr12 Complement NT_019546.15 CGGTCATTGTGGCCT 12025630 FLJ13615 12018184 11969568 -7446 12018184 11987169 -7446 12017275 11993101 -8355
Chr16 Normal NT_010505.13 AGGTCACTCTGGCCA 1867167 LOC350297 1874610 1973579 -7443 1874610 1973579 -7443 1875260 1973579 -8093
ChrX Normal NT_011630.13 ATGTCAAATTGACCA 1459605 LOC347367 1467047 1539083 -7442 1467047 1539083 -7442 1467047 1539083 -7442
Chr20 Complement NT_028392.4 AGCTCACTATGACCT 4367210 C20orf124 4361966 4355145 -5244 4359769 4355145 -7441 4358259 4356943 -8951
Chr8 Normal NT_008046.13 GGGACAAGGTGACCT 39889762 LOC352523 39897201 39974632 -7439 39897201 39974632 -7439 39897201 39974632 -7439
Chr12 Normal NT_019546.15 AGGTCTTTATGACCT 22384194 TMPO 22391562 22424926 -7368 22391633 22410512 -7439 22391837 22410311 -7643
Chr12 Complement NT_019546.15 GGGTCACTACAACCT 25093616 AIT 25086181 25032949 -7435 25086181 25032949 -7435 25085817 25033248 -7799
ChrX Complement NT_025319.13 AGGTCGGGTTAACCT 3514047 LOC352850 3506612 3451316 -7435 3506612 3451316 -7435 3506612 3451316 -7435
Chr1 Normal NT_021937.15 CTGTCACACTGACCC 561774 CRBPIV 569198 588011 -7424 569208 588011 -7434 569251 587824 -7477
Chr6 Complement NT_007592.13 TGGTCAAACTGGCCC 22843057 TNXB 22898894 22830650 55837 22835623 22830650 -7434 22834714 22830844 -8343
Chr17 Normal NT_010718.13 GGGCCACGGTGACCA 14499701 LOC147151 14507134 14507861 -7433 14507134 14507861 -7433 14507228 14507700 -7527
Chr4 Complement NT_022792.15 AGGTCAATGGGACCT 21820897 LOC345147 21813464 21761739 -7433 21813464 21761739 -7433 21813464 21761739 -7433
Chr5 Normal NT_023089.13 GCGTCAGCTTGACCA 4841736 LOC345691 4849169 4862764 -7433 4849169 4862764 -7433 4849169 4862764 -7433
Chr6 Complement NT_033951.3 TGGTCAAACTGGCCC 3428496 TNXB 3484322 3416090 55826 3421063 3416090 -7433 3473144 3416288 44648
Chr6 Complement NT_034874.2 TGGTCAAACTGGCCC 3324740 TNXB 3380555 3312335 55815 3317307 3312335 -7433 3369377 3312533 44637
Chr16 Normal NT_010498.13 GGGTCACAGCGTCCC 16993401 LYPLA3 17000804 17016516 -7403 17000833 17016516 -7432 17000887 17015117 -7486
Chr2 Normal NT_005403.13 AGGTTACAGTGACCT 28409411 AGPS 28416841 28564157 -7430 28416841 28562343 -7430 28416856 28562261 -7445
Chr16 Complement NT_024797.13 AGCTCACCGCGACCT 7759600 DC13 7752410 7721390 -7190 7752170 7721390 -7430 7742690 7721681 -16910
Chr5 Normal NT_034772.4 GGGTCAACATCACCA 34401456 IL13 34407237 34411822 -5781 34408886 34411822 -7430 34408900 34410995 -7444
Chr17 Complement NT_010718.13 GGGTCACCCTGACCC 16332312 PEMT 16334146 16243131 1834 16324882 16248014 -7430 16334077 16248242 1765
Chr17 Complement NT_010718.13 GGGTCACCCTGACCC 16332312 PEMT 16334146 16243131 1834 16324882 16248014 -7430 16319463 16248242 -12849
Chr10 Complement NT_077569.2 GGGTCACTCCGACTT 1975263 LOC283067 1967835 1964730 -7428 1967835 1964730 -7428 1966520 1966155 -8743
ChrX Complement NT_025302.11 GGGTCAGAGTGACAG 621180 ARSE 613806 584116 -7374 613753 584294 -7427 609883 584315 -11297
Chr5 Complement NT_023133.11 TGGTCAAAATTACCT 4644028 LOC63920 4636618 4630091 -7410 4636601 4630094 -7427 4632055 4630271 -11973
Chr1 Normal NT_034410.4 GGGTCATAGCAACCT 1590847 LOC350721 1598273 1598825 -7426 1598273 1598825 -7426 1598273 1598825 -7426
Chr17 Normal NT_030843.6 GGGCCATGGTGACCA 1335898 LOC256223 1343323 1344050 -7425 1343323 1344050 -7425 1343417 1343889 -7519
Chr1 Normal NT_004836.14 TGGTCAGGCTGGCCT 4906759 LOC284711 4914183 4919919 -7424 4914183 4919919 -7424 4919328 4919669 -12569
Chr4 Normal NT_016354.15 AGGTCACTTTGACAC 3827474 FLJ22031 3834897 3862490 -7423 3834897 3862490 -7423 3844983 3857073 -17509
Chr19 Complement NT_011295.10 GGGTCACCCCGCCCC 9655459 KIAA1683 9648037 9630711 -7422 9648037 9630711 -7422 9643090 9630792 -12369
Chr16 Normal NT_037887.3 GGGTCACTGTGACCC 743680 MSLN 750767 758866 -7087 751102 758866 -7422 752682 758782 -9002
Chr6 Complement NT_078024.1 AGGTCAAAGTCACCA 220137 THBS2 212715 210674 -7422 212715 210674 -7422 212715 212708 -7422
Chr3 Complement NT_005612.13 GGGTCAAGTGGACCT 5027108 ESDN 5019687 4913968 -7421 5019687 4913968 -7421 5019324 4917370 -7784
Chr2 Normal NT_005334.13 GGGTCATTCTGACCT 6499353 GREB1 6500936 6609606 -1583 6506774 6555047 -7421 6523435 6607274 -24082
Chr22 Normal NT_011520.9 AGGTCAGAGTGAGCA 18430547 HSPC018 18437968 18438644 -7421 18437968 18438644 -7421 18438118 18438621 -7571
Chr20 Complement NT_011362.8 AGATCAGCCTGACCA 4894152 TIX1 4981649 4860006 87497 4886731 4860006 -7421 4886471 4866746 -7681
Chr7 Normal NT_007819.13 GGGTGATAGTGACCA 30237676 AQP1 30245076 30258739 -7400 30245095 30258739 -7419 30245133 30256852 -7457
Chr12 Normal NT_009775.13 AGGCCAGCCTGACCA 9713393 DNCL1 9694532 9723175 18861 9720812 9723169 -7419 9721104 9722892 -7711
Chr17 Normal NT_010783.13 AGGTCAGCATGACCA 12928534 FLJ22060 12935868 12978694 -7334 12935953 12978684 -7419 12936015 12977515 -7481
Chr3 Normal NT_005535.15 GGGGCACCATGACCC 540167 LOC344721 547586 700071 -7419 547586 700071 -7419 547586 700071 -7419
Chr16 Complement NT_010498.13 GGCTCACAGTGACCT 16694740 CTRL 16691477 16685031 -3263 16687322 16685031 -7418 16687312 16685394 -7428
Chr9 Complement NT_008470.15 CTGTCACCCTGACCC 15634202 EDG2 15626784 15461963 -7418 15626784 15462876 -7418 15560816 15464120 -73386
Chr1 Normal NT_021877.15 GGGTCAAACTGACCA 682332 PFKFB2 689750 717095 -7418 689750 709419 -7418 691170 708823 -8838
Chr16 Normal NT_010498.13 AGGTCATCACTACCC 16771340 FLJ20399 16778736 16834783 -7396 16778757 16834740 -7417 16793484 16834446 -22144
Chr8 Complement NT_037704.3 TGGTCAGGCTGGCCT 670804 MGC9718 663387 643089 -7417 663387 643089 -7417 652293 643459 -18511
Chr16 Normal NT_037887.3 GGGTCACTGTGACCC 743680 MSLN 750767 758866 -7087 751097 758866 -7417 752682 758782 -9002
Chr7 Normal NT_007933.12 GGTTCAACTTGACCA 60028653 LOC346675 60036067 60063172 -7414 60036067 60063172 -7414 60036067 60063172 -7414
Chr20 Normal NT_011387.8 TGGCCAGGCTGACCT 2606111 KIAA1442 2613524 2680747 -7413 2613524 2680747 -7413 2613792 2679625 -7681
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025387 MCM3AP 3018836 2967786 -6551 3017974 2967786 -7413 3017938 2967920 -7449
ChrX Complement NT_011669.13 GGGTCAGCACTACCC 9304907 KIAA2001 9297495 9292707 -7412 9297495 9292707 -7412 9297134 9295425 -7773
Chr22 Normal NT_011520.9 AGGTCACCACAACCT 20789434 EP300 20796844 20884599 -7410 20796844 20884599 -7410 20798063 20884014 -8629
Chr6 Normal NT_007592.13 TGGTCAGTGTAACCC 16938289 HFE 16945699 16955310 -7410 16945699 16955308 -7410 16945920 16955076 -7631
Chr20 Normal NT_011387.8 AGGTCAGCTTGACCT 10348536 LOC128710 10355945 10557477 -7409 10355945 10557477 -7409 10378853 10557012 -30317
Chr11 Normal NT_033903.5 AGGTCTTTATGACCT 4416887 LOC283196 4424296 4426494 -7409 4424296 4426494 -7409 4425744 4426016 -8857
Chr21 Normal NT_030188.2 TGGGCACCATGACCT 461022 LOC150150 468430 470244 -7408 468430 470244 -7408 469559 469960 -8537
Chr9 Normal NT_023935.15 GGATCATCATGACCT 10455665 LOC158450 10463073 10465382 -7408 10463073 10465382 -7408 10464364 10464657 -8699
Chr16 Complement NT_010393.13 AGGTTGCAGTGACCC 6468618 RRN3 6461257 6426978 -7361 6461211 6426978 -7407 6461189 6428700 -7429
Chr2 Normal NT_005120.13 AGGTCACTTCAACCC 4398281 PRH 4405687 4406288 -7406 4405687 4406288 -7406 4405687 4406288 -7406
Chr11 Normal NT_033899.5 GGGTCACTCTGAGCT 15487486 FLJ10726 15488701 15499539 -1215 15494891 15499539 -7405 15496918 15497363 -9432
Chr14 Complement NT_026437.10 GGGTGGCACTGACCT 57665100 NGB 57657696 57651869 -7404 57657696 57651869 -7404 57657321 57652920 -7779
Chr16 Normal NT_010542.13 GGGTCACTGCAACCT 187216 LOC124245 194619 256171 -7403 194619 256055 -7403 201332 255441 -14116
Chr22 Complement NT_011520.9 ATGTCAGACTGACCT 10323122 LOC150287 10315719 10311034 -7403 10315719 10311034 -7403 10315682 10311623 -7440
Chr6 Normal NT_007299.12 ATGTCATTATGACCA 20190693 LOC346026 20198095 20246130 -7402 20198095 20246130 -7402 20198095 20246130 -7402



Chr17 Complement NT_010663.13 GGGTCACCGTGGCCC 277623 FASN 270223 250322 -7400 270223 250322 -7400 268428 251132 -9195
Chr16 Normal NT_010498.13 AGGTCATGCTGGCCA 6415574 GPR-97 6422885 6444001 -7311 6422973 6443085 -7399 6422973 6443085 -7399
Chr16 Normal NT_010498.13 TGGTCAGGCTGATCT 6997178 HSPC065 7004576 7038445 -7398 7004576 7038445 -7398 7004632 7034394 -7454
Chr3 Normal NT_005825.15 AGGTTGCGGTGACCC 5527891 DDX30 5535036 5582319 -7145 5535288 5582319 -7397 5551385 5582247 -23494
Chr9 Normal NT_008470.15 GGGACACGCTGACCA 18884922 KIAA1870 18752621 18896434 132301 18892317 18896434 -7395 18892523 18895601 -7601
Chr3 Complement NT_029928.10 AGGTCACTTGGACCA 692373 LOC116211 685103 662691 -7270 684978 662691 -7395 674195 670422 -18178
Chr12 Normal NT_009775.13 AGGTCAGCCAGACCT 2274035 LOC196519 2281430 2282456 -7395 2281430 2282456 -7395 2281447 2282456 -7412
Chr7 Normal NT_007933.12 TGATCAACTTGACCT 12732366 ASK 12739760 12773072 -7394 12739760 12771906 -7394 12740264 12771694 -7898
Chr5 Complement NT_034772.4 AGGACGGGCTGACCC 31119648 LOC351904 31112254 31013547 -7394 31112254 31013547 -7394 31112254 31013547 -7394
Chr4 Normal NT_006316.15 AGGTCTACCTGACCA 6447943 CD38 6455293 6525985 -7350 6455333 6525844 -7390 6455396 6525583 -7453
Chr1 Normal NT_004610.15 TGTTCACCGTGACCT 4037785 LOC343386 4045175 4063036 -7390 4045175 4063036 -7390 4045206 4063036 -7421
Chr3 Complement NT_005927.15 GGGTCACTCTGACTA 9770654 TADA3L 9763266 9750504 -7388 9763266 9750504 -7388 9761996 9750887 -8658
Chr19 Complement NT_011109.15 AGGTCACAGTGAGCC 24196447 SIGLEC10 24189061 24181466 -7386 24189061 24182498 -7386 24189025 24182543 -7422
Chr19 Normal NT_011295.10 GGGCCAGCATGACCT 8703796 GTPBG3 8708632 8716341 -4836 8711181 8716332 -7385 8711223 8715314 -7427
Chr4 Normal NT_016354.15 AGGTTACAATGACCA 34029469 RPL34 34036853 34046766 -7384 34036853 34046696 -7384 34038246 34041498 -8777
Chr22 Complement NT_011519.10 GGGTGGGTGTGACCC 1416759 BID 1409402 1369058 -7357 1409376 1370119 -7383 1385032 1370496 -31727
Chr9 Normal NT_078066.1 GGGTCACTGCAACCT 174312 LOC349306 181692 187946 -7380 181692 187946 -7380 181711 182067 -7399
Chr9 Normal NT_008470.15 AGCTCAAGGTGACCA 3525230 COL15A1 3532557 3666588 -7327 3532609 3659477 -7379 3532763 3658587 -7533
Chr4 Normal NT_016606.15 AGCTCACTGCGACCT 2690728 SCOC 2698105 2848406 -7377 2698105 2823369 -7377 2784458 2821923 -93730
Chr1 Complement NT_021937.15 AGGTTGCCGTGACCC 2505790 MGC33867 2498419 2491584 -7371 2498414 2492059 -7376 2498228 2492306 -7562
Chr3 Normal NT_006014.14 AGGTCGCCTTGAGCC 1234065 RBM5 1241425 1271463 -7360 1241441 1271463 -7376 1242941 1270962 -8876
Chr1 Normal NT_028054.12 AGGTCAGCACGTCCT 420391 LOC284509 427766 432626 -7375 427766 432626 -7375 427904 432626 -7513
Chr4 Normal NT_016354.15 CGGTCAGGAAGACCC 22517985 LOC345364 22525359 22565108 -7374 22525359 22565108 -7374 22525359 22565108 -7374
Chr6 Complement NT_007592.13 AGGTCAAGGTGAGCA 32242763 LOC349048 32235389 32215826 -7374 32235389 32215826 -7374 32235389 32215826 -7374
Chr5 Normal NT_077451.2 GGGTCACTGTGACTC 719374 HNRPAB 726714 733387 -7340 726747 733387 -7373 727045 732827 -7671
Chr15 Normal NT_010274.15 AGGTCACACAGACCT 4140193 ISG20 4144414 4165240 -4221 4147566 4164406 -7373 4148125 4164289 -7932
Chr3 Complement NT_005962.15 TGCTCAGGCTGACCT 14542270 MRPL47 14534897 14518720 -7373 14534897 14518720 -7373 14528997 14519123 -13273
Chr7 Complement NT_007933.12 AGCTCACTGCGACCT 13090942 SRI 13090524 13068647 -418 13083569 13069664 -7373 13083557 13070009 -7385
Chr10 Normal NT_017795.15 GGCTCACTGCGACCT 340949 PAO 348274 360776 -7325 348320 360776 -7371 348400 360538 -7451
Chr6 Complement NT_025741.12 TGGTCACAGTGTCCT 49975322 LOC285742 49967952 49915327 -7370 49967952 49915327 -7370 49967952 49915327 -7370
Chr1 Normal NT_004559.10 GGGTCACCATGAGCA 1776378 ARF1 1783680 1800228 -7302 1783747 1800228 -7369 1798134 1799032 -21756
Chr4 Complement NT_016606.15 TGGCCAAGCTGACCT 6353749 GYPE 6346381 6311685 -7368 6346381 6316131 -7368 6346325 6317573 -7424
Chr1 Complement NT_034400.2 TGGTCATCATCACCC 86902 LOC284559 79536 63932 -7366 79536 63932 -7366 79286 65554 -7616
Chr2 Normal NT_005403.13 TGGTCAGGCTGATCT 41897569 GLS 41904898 41989609 -7329 41904934 41989609 -7365 41905148 41987049 -7579
Chr12 Normal NT_009775.13 AGGTCTTTGTGACCT 8396110 H11 8403474 8419430 -7364 8403474 8419430 -7364 8403997 8418542 -7887
Chr16 Normal NT_024797.13 GGGTCAACATGAGCA 125311 LOC146350 132675 148101 -7364 132675 148101 -7364 145876 146187 -20565
Chr18 Complement NT_010966.13 AGATCAGCCTGACCA 20652391 LOC342729 20645027 20526750 -7364 20645027 20526750 -7364 20645027 20526750 -7364
Chr3 Normal NT_005927.15 GGGTCAGAATGCCCC 13533301 FBLN2 13540664 13608771 -7363 13540664 13608771 -7363 13540705 13608268 -7404
Chr5 Normal NT_023133.11 AGGTCAAGTTGACAG 1079638 LOC153743 1086999 1088395 -7361 1086999 1088395 -7361 1087132 1087749 -7494
Chr6 Normal NT_034874.2 AGGTCACTGCAACCT 2461580 LOC282918 2468940 2475147 -7360 2468940 2475147 -7360 2473707 2473997 -12127
Chr7 Normal NT_007758.10 AGGTCATGCAGACCT 4770039 LOC155081 4777397 4786748 -7358 4777397 4786748 -7358 4777534 4784375 -7495
Chr22 Normal NT_011523.9 GGGTCCATGTGACCC 2393355 LOC351068 2400712 2424094 -7357 2400712 2424094 -7357 2400712 2424094 -7357
Chr16 Complement NT_010393.13 GGGTCACTGCAACCT 377776 USP7 370420 299036 -7356 370420 300429 -7356 370221 300934 -7555
Chr9 Complement NT_023929.15 AGGTCAGAGCCACCC 19593 DKFZP586J1624 14003 2926 -5590 12238 2932 -7355 12132 4095 -7461
Chr20 Normal NT_011362.8 AAGTCATTATGACCA 10653885 EYA2 10576171 10870398 77714 10661239 10870398 -7354 10671558 10869689 -17673
Chr20 Normal NT_011362.8 AAGTCATTATGACCA 10653885 EYA2 10576171 10870398 77714 10661239 10870398 -7354 10660179 10869689 -6294
Chr17 Normal NT_010748.12 GGGTGACAGTGACCA 504254 LOC284067 511608 516006 -7354 511608 516006 -7354 511636 515066 -7382
Chr3 Complement NT_005999.15 GGGCCACAGCGACCT 934780 LOC285392 927426 925372 -7354 927426 925372 -7354 926998 926654 -7782
Chr13 Normal NT_009799.12 AGGTTGAGGTGACCT 1410714 LOC283528 1418067 1419976 -7353 1418067 1419976 -7353 1418437 1418727 -7723
Chr2 Complement NT_005403.13 TGGTCACCTTGACAT 54106592 LOC344460 54099239 54098955 -7353 54099239 54098955 -7353 54099239 54098955 -7353
Chr1 Normal NT_004511.15 TGGCCACACTGACCC 7714352 FLJ23231 7721704 7731527 -7352 7721704 7731527 -7352 7722649 7730763 -8297
Chr6 Normal NT_007592.13 AGGTCACTGCAACCT 22014723 LOC253018 22022075 22028277 -7352 22022075 22028277 -7352 22026837 22027127 -12114
Chr6 Normal NT_033951.3 AGGTCACTGCAACCT 2609465 LOC282955 2616817 2623021 -7352 2616817 2623021 -7352 2621581 2621871 -12116
Chr6 Normal NT_007592.13 AGGTCACGGCGTCCC 18657340 H2BFD 18664615 18665145 -7275 18664691 18665139 -7351 18664691 18665071 -7351
Chr17 Complement NT_010718.13 AGGTCACAGTGATCT 8709253 GAS7 8940895 8653063 231642 8701903 8658432 -7350 8701760 8659682 -7493
Chr22 Normal NT_011523.9 GGCTCAGTGTGACCA 265841 GTSE1 272696 306590 -6855 273191 306590 -7350 273239 305911 -7398
Chr3 Complement NT_006014.14 AGGCCAGAGTGACCC 323453 FLJ12800 316107 313597 -7346 316107 313597 -7346 315907 315311 -7546
Chr2 Normal NT_005058.13 GGGTCACTGCAACCT 4890625 R3HDM 4897942 5091737 -7317 4897970 5091735 -7345 4971315 5090761 -80690
Chr12 Normal NT_029419.10 AGGACAGACTGACCT 12496940 AQP6 12504283 12514228 -7343 12504283 12514228 -7343 12510263 12512760 -13323
Chr2 Normal NT_022184.12 TGGGCAAGTTGACCT 7425175 FOSL2 7431658 7451770 -6483 7432518 7451266 -7343 7432521 7451248 -7346
Chr17 Complement NT_010755.13 GGGTCAAGCTGAGCT 3510873 KRT17 3503816 3498417 -7057 3503531 3498417 -7342 3503483 3498568 -7390
Chr3 Normal NT_005612.13 TGGTCACAATGCCCC 64970310 LOC344768 64977652 64997063 -7342 64977652 64997063 -7342 64977652 64997063 -7342
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025313 MCM3AP 3018836 2967786 -6477 3017974 2967786 -7339 3017938 2967920 -7375
Chr3 Normal NT_005927.15 TGGTCAGTGTGAACC 5150940 EDEM 5158203 5190487 -7263 5158278 5190487 -7338 5158336 5186448 -7396
Chr4 Complement NT_016354.15 AGATCAGCCTGACCA 38212509 LOC145240 38205186 38200647 -7323 38205171 38200647 -7338 38205164 38204548 -7345
Chr2 Normal NT_022184.12 AGGTCAATTCTACCT 17517513 LOC220717 17524850 17525945 -7337 17524850 17525945 -7337 17524926 17525879 -7413
Chr13 Normal NT_024524.12 AGGTCAGCTTCACCA 46126207 LOC341722 46133544 46137141 -7337 46133544 46137141 -7337 46133544 46137141 -7337
Chr8 Normal NT_023736.15 GGGTGGGAGTGACCC 682255 LOC346909 689592 692962 -7337 689592 692962 -7337 689592 692962 -7337
Chr2 Normal NT_022184.12 GGGTCACGTTGACAT 35748969 LOC348688 35756306 35794763 -7337 35756306 35794763 -7337 35756306 35794763 -7337
ChrX Normal NT_011651.13 GGGTGGGAGTGACCC 26524986 LOC286436 26532320 26534824 -7334 26532320 26534824 -7334 26532348 26533235 -7362
Chr5 Normal NT_034772.4 AGGCCAGCCTGACCA 25851149 LOC345398 25858483 25914050 -7334 25858483 25914050 -7334 25858483 25914050 -7334
Chr2 Normal NT_077996.1 GGGTCAAGGTGACAT 29560 SNTG2 36894 96444 -7334 36894 96444 -7334 36906 96321 -7346
ChrX Normal NT_077819.2 TGGTCAGGCTGATCT 2961164 UBE2A 2968460 2978327 -7296 2968498 2978324 -7334 2968618 2977161 -7454
Chr2 Normal NT_005058.13 AGGTCTTTATGACCT 4277959 CCNT2 4285292 4323483 -7333 4285292 4323483 -7333 4285324 4321117 -7365
Chr1 Normal NT_019273.15 ATGTCATCATGACCG 1173055 LOC284462 1180388 1182635 -7333 1180388 1182635 -7333 1180393 1180977 -7338
Chr14 Normal NT_026437.10 GGGTCACTTTGAGCT 56890965 LOC350068 56898297 56933657 -7332 56898297 56933657 -7332 56898337 56933657 -7372
Chr22 Complement NT_011520.9 GGGTCTGGCTGACCC 9542464 LOC55954 9553531 9517516 11067 9535132 9517516 -7332 9535102 9517783 -7362
Chr10 Complement NT_030059.10 GGGTCACTCCCACCC 154741 SFTPD 147409 136055 -7332 147409 136056 -7332 144963 136156 -9778
Chr2 Normal NT_033000.5 GGGTCAAGGTGACAT 10451 LOC348719 17782 76885 -7331 17782 76885 -7331 17794 76762 -7343
Chr1 Complement NT_004511.15 AGGTCAGTATGACTA 6024431 CLSPN 6017102 5982741 -7329 6017102 5983369 -7329 6017022 5983648 -7409
Chr21 Complement NT_011515.10 GGGACAGACTGACCG 1660871 ITGB2 1661491 1618609 620 1653542 1618624 -7329 1643435 1619021 -17436
Chr13 Normal NT_024524.12 GGGTTAACTTGACCA 15353247 LOC220416 15360575 15415567 -7328 15360575 15415567 -7328 15361662 15415368 -8415
Chr1 Complement NT_004686.15 AGGTCAATATGACTG 3610438 LOC348430 3603110 3600854 -7328 3603110 3600854 -7328 3602645 3601362 -7793
Chr8 Normal NT_023736.15 AGGTCAGCTTGGCCC 6232328 FLJ12847 6214702 6452387 17626 6239653 6452387 -7325 6239653 6451151 -7325
Chr19 Normal NT_011109.15 GGCTCAGTCCGACCC 23240658 LOC284361 23247943 23254952 -7285 23247983 23254797 -7325 23247992 23253706 -7334
Chr1 Complement NT_021937.15 AGGTCACCCTGGCCC 522596 LZIC 515376 494106 -7220 515271 501981 -7325 508611 502391 -13985
Chr4 Complement NT_037623.3 AGGTCACCCTCACCC 930595 KIAA1643 923280 774227 -7315 923271 774227 -7324 922952 775354 -7643
Chr1 Complement NT_037485.3 GGGTCACTGCAACCT 2132072 LOC339409 2124748 2124311 -7324 2124748 2124311 -7324 2124748 2124311 -7324
Chr4 Normal NT_078017.1 AGGTTGTTGTGACCT 66330 LOC351780 73654 101197 -7324 73654 101197 -7324 73654 101197 -7324
Chr19 Complement NT_011255.13 AGGTTGTGGTGACCT 3504884 MGC20700 3497561 3484198 -7323 3497561 3484198 -7323 3497401 3484708 -7483
Chr7 Normal NT_007933.12 AGGTAACAGTGACCC 41032404 TES 41027237 41075525 5167 41039725 41075525 -7321 41051278 41074226 -18874
Chr18 Normal NT_025028.13 TGGTCACCATGTCCC 13906713 LOC348297 13914033 13945987 -7320 13914033 13945987 -7320 13914033 13945987 -7320
Chr1 Normal NT_077922.1 TGGTCAGGCTGATCT 4164 LOC348460 11481 12892 -7317 11481 12892 -7317 11878 12006 -7714



Chr22 Normal NT_011520.9 AGATCAGCCTGACCA 8985282 EMU1 8992484 9046154 -7202 8992597 9046154 -7315 8992597 9045502 -7315
Chr1 Complement NT_004610.15 AGGTCACAGTGAACC 3472757 LOC343384 3465442 3452583 -7315 3465442 3452583 -7315 3465442 3452583 -7315
Chr11 Normal NT_009237.15 AGGTCATTAAGACCT 11547067 LOC283289 11554380 11556178 -7313 11554380 11556178 -7313 11554614 11554958 -7547
Chr13 Complement NT_009952.13 AGGTCGTGGTGACCC 12501895 SLC15A1 12494584 12425732 -7311 12494584 12425732 -7311 12494528 12426654 -7367
Chr14 Normal NT_026437.10 GGGTCACTGCAACCT 54231404 ZADH1 54238596 54272203 -7192 54238715 54272203 -7311 54245607 54270921 -14203
Chr17 Complement NT_010783.13 AGGTCATCCTGACAC 13813649 LOC284166 13806339 13804025 -7310 13806339 13804025 -7310 13804555 13804202 -9094
Chr4 Complement NT_022792.15 AGGTCATCTTAACCT 17964722 LOC345126 17957413 17831012 -7309 17957413 17831012 -7309 17926337 17831012 -38385
Chr18 Complement NT_010966.13 GGGTCACTATCACCC 11954759 LOC342708 11947451 11903424 -7308 11947451 11903424 -7308 11947451 11903424 -7308
Chr11 Normal NT_009237.15 AGGTCAGAATGATCT 36776692 LOC341255 36783999 37007908 -7307 36783999 37007908 -7307 36783999 37007908 -7307
Chr11 Normal NT_033899.5 TGGTCAGGCTGGCCT 22199051 LOC349641 22206358 22236475 -7307 22206358 22236475 -7307 22206358 22236475 -7307
Chr2 Complement NT_022184.12 GGGTGACAGTGACCC 66617427 LOC351195 66610120 66608880 -7307 66610120 66608880 -7307 66610120 66608880 -7307
Chr16 Complement NT_010542.13 AGGTCAAGGAGACCC 572735 CBFA2T3 601309 499088 28574 565429 499088 -7306 525853 501205 -46882
Chr7 Complement NT_007933.12 GGCTCATGCTGACCC 53183500 LOC346651 53176194 53167059 -7306 53176194 53167059 -7306 53176194 53167059 -7306
Chr18 Normal NT_010966.13 TGGTCATCTTCACCC 1002666 LOC350524 1009971 1028409 -7305 1009971 1028409 -7305 1009971 1028409 -7305
Chr10 Normal NT_033224.4 TGGTCTAGATGACCC 56235 GALNAC4S-6ST 17533 102289 38702 63539 102289 -7304 63745 99808 -7510
ChrX Complement NT_077813.2 GGGTCACGATGTCCC 19603 FLJ11323 12305 432 -7298 12305 432 -7298 4674 558 -14929
Chr16 Complement NT_035363.3 GGATCACTTTGACCG 219727 LOC124149 212430 83703 -7297 212430 83703 -7297 212430 83703 -7297
Chr6 Complement NT_007592.13 AGATCAGCCTGACCA 13703588 LOC285816 13696291 13695092 -7297 13696291 13695092 -7297 13696180 13695202 -7408
Chr8 Normal NT_023666.15 AGGTAGTGCTGACCC 1327450 TNFRSF10C 1334747 1349261 -7297 1334747 1349261 -7297 1334948 1348857 -7498
Chr14 Complement NT_026437.10 TGGTCAGGCTGGCCT 2030266 LOC348030 2022970 2022194 -7296 2022970 2022194 -7296 2022970 2022194 -7296
Chr2 Normal NT_026970.9 TGGGCATAATGACCC 1668027 BRRN1 1675320 1713412 -7293 1675320 1713412 -7293 1675397 1712918 -7370
Chr19 Normal NT_011109.15 AGCTCACTGCGACCT 24954206 PPP2R1A 24961428 24997868 -7222 24961499 24997860 -7293 24961540 24997424 -7334
Chr2 Complement NT_005403.13 AGGTCAGCCAGACCA 81100249 FLJ30794 81092960 81059033 -7289 81092960 81059033 -7289 81070652 81061429 -29597
Chr1 Normal NT_034410.4 GGGTCAGGGCAACCT 1590984 LOC350721 1598273 1598825 -7289 1598273 1598825 -7289 1598273 1598825 -7289
Chr19 Normal NT_011109.15 AGGTCTTTATGACCT 24021866 FLJ40235 24022530 24040772 -664 24029154 24040772 -7288 24035517 24040041 -13651
Chr2 Normal NT_022184.12 GAGTCATTATGACCC 50091333 LOC151523 50098621 50099111 -7288 50098621 50099111 -7288 50098658 50099080 -7325
Chr5 Normal NT_006576.13 GGGTCACTCCCACCC 25767889 LOC345566 25775177 25784929 -7288 25775177 25784929 -7288 25775177 25784929 -7288
Chr11 Complement NT_033899.5 AGGTCATAAAGACCT 2047692 LOC253853 2040408 1979655 -7284 2040408 1979655 -7284 2040408 1979655 -7284
Chr16 Normal NT_010393.13 AGGTCGCAGTGAGCC 9530600 LOC339049 9537883 9552301 -7283 9537883 9552301 -7283 9537883 9552301 -7283
Chr11 Normal NT_028310.10 AGGTCAGAATAACCA 3045195 LOC347821 3052476 3060863 -7281 3052476 3060863 -7281 3052476 3060863 -7281
Chr1 Complement NT_077386.2 GGGTCAGACAGACCT 3404394 LOC343550 3397114 3369312 -7280 3397114 3369312 -7280 3397114 3369312 -7280
Chr7 Normal NT_007819.13 GGGTCATTCTGATCC 44324686 MGC4607 44331966 44408166 -7280 44331966 44408166 -7280 44332049 44407772 -7363
Chr12 Normal NT_024477.12 GGGTAGCCTTGACCT 251387 PXMP2 258665 276049 -7278 258665 276049 -7278 258730 275746 -7343
ChrY Normal NT_011875.9 GGGGCAGGTTGACCT 6915249 LOC140019 6922526 6924756 -7277 6922526 6924756 -7277 6922526 6924756 -7277
Chr17 Normal NT_010641.13 ATGTCAAGTTGACCC 2050561 KCNJ2 2057837 2068342 -7276 2057837 2068342 -7276 2063342 2064625 -12781
Chr15 Normal NT_010194.15 GGCTCACTGCGACCT 1616906 LOC342179 1624181 1645261 -7275 1624181 1645261 -7275 1624181 1645261 -7275
Chr21 Complement NT_011512.8 GGGTGGGAGTGACCC 22532200 LOC343774 22524931 22504963 -7269 22524931 22504963 -7269 22524931 22504963 -7269
Chr13 Normal NT_024524.12 GGGTCACGCCAACCT 880902 GREAT 888170 951500 -7268 888170 951500 -7268 888241 951033 -7339
Chr2 Normal NT_005058.13 AGGCCAGGCCGACCT 3394194 LOC351234 3401462 3492294 -7268 3401462 3492294 -7268 3401462 3492294 -7268
Chr7 Complement NT_007819.13 TGGTCAAGATGCCCC 29866699 LOC346433 29859432 29848346 -7267 29859432 29848346 -7267 29859432 29848346 -7267
Chr8 Complement NT_023666.15 AGGTGAACCTGACCA 1751889 LOC352400 1744622 1715145 -7267 1744622 1715145 -7267 1744622 1715145 -7267
Chr7 Complement NT_007819.13 GGGTCATGTTGACCA 31830826 LSM5 31828477 31818533 -2349 31823559 31820001 -7267 31823559 31820455 -7267
ChrX Complement NT_025965.11 CTGTCAACCTGACCC 631886 IRAK1 624621 615239 -7265 624621 615241 -7265 624542 616589 -7344
Chr21 Complement NT_011515.10 CGGTTAGCCTGACCC 3025239 MCM3AP 3018836 2967786 -6403 3017974 2967786 -7265 3017938 2967920 -7301
Chr11 Normal NT_009237.15 AGTTCACTGCGACCT 38127050 F2 38134288 38154614 -7238 38134314 38154614 -7264 38134345 38154517 -7295
Chr7 Complement NT_007819.13 AGGTCAGAAAGACCA 45285231 LOC352291 45277967 45268851 -7264 45277967 45268851 -7264 45277967 45268851 -7264
Chr19 Complement NT_011295.10 TGGTCACATTGACAC 10322048 HOMER3 10314864 10302814 -7184 10314785 10302814 -7263 10312593 10303054 -9455
Chr3 Complement NT_005612.13 AGGTCACCTTGACGG 66342135 LOC344769 66334872 66324520 -7263 66334872 66324520 -7263 66334872 66324520 -7263
Chr16 Complement NT_024812.10 GGGTCAAAATGGCCT 1432131 DOC2A 1424869 1417905 -7262 1424869 1418437 -7262 1422787 1418751 -9344
Chr9 Complement NT_008413.15 AGGGCGAAATGACCC 6467620 PRO0365 6460358 6457596 -7262 6460358 6457596 -7262 6458741 6458385 -8879
Chr2 Complement NT_005403.13 GGGTCACCATGCCCG 59155811 CRYGD 59148574 59145669 -7237 59148550 59145669 -7261 59148534 59145734 -7277
Chr11 Complement NT_028310.10 TGGTTATTCTGACCT 3084713 LOC256875 3077452 3069070 -7261 3077452 3069070 -7261 3077452 3069070 -7261
Chr15 Complement NT_010194.15 AGGTCGCAGTGAGCC 1514838 LOC342165 1507577 1496297 -7261 1507577 1496297 -7261 1507577 1496297 -7261
Chr10 Complement NT_008583.15 AGGTCAAAATAACCA 23893848 LOC340850 23886588 23831838 -7260 23886588 23831838 -7260 23886485 23864506 -7363
Chr10 Normal NT_077569.2 GGGTCAAGGCAACCT 7497805 OPTN 7504345 7542187 -6540 7505065 7542179 -7260 7514019 7541762 -16214
Chr1 Normal NT_034410.4 GAGTCACCATGACCA 307209 LOC284572 314468 315359 -7259 314468 315359 -7259 314570 314944 -7361
Chr5 Normal NT_023133.11 GGGTCAGAGTGCCCT 16423505 LOC285588 16430764 16440033 -7259 16430764 16440033 -7259 16436043 16439934 -12538
ChrX Normal NT_025965.11 AGGTCACAGTGAGCT 617651 LOC286521 624910 626449 -7259 624910 626449 -7259 625094 625384 -7443
Chr2 Complement NT_022171.13 AGCTCAAATTGACCT 5426600 MGC11332 5419342 5399690 -7258 5419342 5400888 -7258 5419293 5400903 -7307
ChrX Normal NT_011757.12 GGGTCAGAAAGACCT 4662838 SCML1 4670059 4687569 -7221 4670096 4687569 -7258 4682541 4685979 -19703
Chr17 Normal NT_010783.13 AGGTCGCAGTGAGCC 15428798 LOC342539 15436055 15443022 -7257 15436055 15443022 -7257 15436055 15443022 -7257
Chr5 Complement NT_034772.4 AGATCACACTGACCC 28386288 LOC133609 28379032 28378730 -7256 28379032 28378730 -7256 28379032 28378730 -7256
Chr5 Normal NT_023089.13 CGCTCACCCTGACCC 156634 LOC348928 163888 165432 -7254 163888 165432 -7254 164228 164896 -7594
Chr2 Complement NT_026970.9 AGTTCATTGTGACCC 2086881 VIPL 2079630 2045498 -7251 2079630 2045498 -7251 2079606 2046822 -7275
ChrX Complement NT_011568.12 GGGTCATCCTGATCC 12663479 AKAP4 12656890 12646637 -6589 12656230 12646642 -7249 12656766 12646829 -6713
ChrX Complement NT_011568.12 GGGTCATCCTGATCC 12663479 AKAP4 12656890 12646637 -6589 12656230 12646642 -7249 12654629 12646829 -8850
Chr1 Normal NT_004852.15 AGGTCGGGGTGACCC 1473407 FLJ10597 1480656 1500038 -7249 1480656 1500038 -7249 1483874 1498344 -10467
Chr11 Normal NT_033903.5 AGGTCAAGGTGACAC 5561064 MS4A8B 5568312 5584547 -7248 5568312 5584547 -7248 5569599 5584152 -8535
Chr6 Normal NT_033951.3 GGGTCGGGGTGACTC 1387625 LOC282945 1394871 1396497 -7246 1394871 1396497 -7246 1394919 1396100 -7294
Chr19 Normal NT_011109.15 AGGCCAGCCTGACCA 12567874 LOC342901 12575119 12583441 -7245 12575119 12583441 -7245 12575119 12583441 -7245
Chr16 Complement NT_010552.13 GGGTCACCATGCCCA 2432594 NAGPA 2425375 2416281 -7219 2425349 2416281 -7245 2425349 2416913 -7245
Chr1 Complement NT_004852.15 AGATCAGCCTGACCA 1637813 LOC149476 1630569 1628600 -7244 1630569 1628600 -7244 1629030 1628641 -8783
Chr2 Complement NT_022184.12 GGGTCATCCTGGCCT 16680121 LOC344380 16672877 16625746 -7244 16672877 16625746 -7244 16672877 16625746 -7244
Chr19 Normal NT_011255.13 AGGCCAGCCTGACCA 6944731 LOC342963 6951974 6952673 -7243 6951974 6952673 -7243 6951974 6952673 -7243
Chr19 Normal NT_011109.15 TGGGCACGATGACCC 26965966 RPS9 26972800 27021052 -6834 26973209 26979702 -7243 26973243 26979633 -7277
Chr1 Complement NT_004668.15 GGGTGACTGTGACCG 7076513 SLAM 7069486 7032290 -7027 7069270 7032290 -7243 7069136 7032939 -7377
Chr1 Normal NT_004836.14 AGGTCATAAAGACCT 6649064 FLJ32978 6656306 6708316 -7242 6656306 6708316 -7242 6656375 6707876 -7311
Chr11 Normal NT_028310.10 AGTTCACTGTGACCT 973987 LOC341028 981229 1048353 -7242 981229 1048353 -7242 981229 1048353 -7242
Chr2 Normal NT_005403.13 TGGTCTGTATGACCT 67536153 LOC344486 67543395 67576523 -7242 67543395 67576523 -7242 67543395 67576523 -7242
ChrX Normal NT_011568.12 GGGTCACAGTGATCT 3524292 MKRN4 3531534 3535202 -7242 3531534 3535202 -7242 3531876 3533333 -7584
Chr2 Normal NT_022184.12 GGGTCACTGCAACCT 49123360 PCBP1 49130602 49132264 -7242 49130602 49132264 -7242 49130808 49131878 -7448
Chr5 Normal NT_006431.13 AGGTCAATGTGACCT 5592279 DDX4 5598595 5677348 -6316 5599519 5677348 -7240 5599535 5677111 -7256
Chr16 Complement NT_024797.13 TGGCCAGACTGACCT 1366109 LOC283926 1358870 1355652 -7239 1358870 1357716 -7239 1358429 1358214 -7680
Chr3 Complement NT_022459.12 TGGTCAGGCTGATCT 5336360 LOC285284 5329121 5327951 -7239 5329121 5327951 -7239 5329080 5328781 -7280
Chr14 Complement NT_026437.10 GGGTCAATAAGACCT 44732597 LOC338910 44725358 44722594 -7239 44725358 44722594 -7239 44725280 44724876 -7317
Chr18 Complement NT_010859.12 AGCTCACTGCGACCT 3062422 LOC342839 3055183 3002868 -7239 3055183 3002868 -7239 3055183 3002868 -7239
Chr9 Complement NT_008413.15 GGGCCAGGCTGACCT 34659924 CCL27 34656048 34651895 -3876 34652690 34651895 -7234 34652631 34651942 -7293
Chr22 Complement NT_011520.9 AGGCCAGCCTGACCA 3802776 LOC348618 3795542 3793313 -7234 3795542 3793313 -7234 3795542 3793313 -7234
Chr3 Normal NT_005999.15 GGGTCACTCCCACCC 12568980 LOC132203 12576212 12588188 -7232 12576212 12588188 -7232 12576225 12587632 -7245
Chr10 Normal NT_024040.14 AGGTCACTGCGAGCC 19402 MDS026 20433 45804 -1031 26632 42219 -7230 31298 41671 -11896
Chr7 Complement NT_007933.12 GGTTCACTGCGACCT 22860229 OCM 22853000 22847596 -7229 22853000 22847596 -7229 22853000 22847854 -7229
Chr4 Complement NT_016354.15 GGCTCACTGTGACCT 27768228 BIGM103 27761335 27677525 -6893 27761000 27677525 -7228 27760523 27678905 -7705
Chr1 Normal NT_034403.3 GGGTCAAACCTACCT 228178 LOC284568 235406 261050 -7228 235406 261050 -7228 257820 258842 -29642



Chr7 Normal NT_007933.12 TGGTCACGCTGGCCT 1158972 HSPB1 1166108 1167888 -7136 1166199 1167888 -7227 1166306 1167766 -7334
Chr10 Normal NT_017795.15 TGGTCTTGATGACCT 341093 PAO 348274 360776 -7181 348320 360776 -7227 348400 360538 -7307
Chr10 Normal NT_008583.15 GGGTCATGATGTCCC 26086465 CDA017 26093691 26868296 -7226 26093691 26868296 -7226 26093906 26868218 -7441
Chr5 Normal NT_006713.13 AGGTTATCTTGACCA 11758224 XRCC4 11765449 12041709 -7225 11765449 12041709 -7225 11792871 12041193 -34647
Chr19 Complement NT_011109.15 TGGCCAAGATGACCC 24117872 LOC147645 24111597 24102980 -6275 24110648 24102980 -7224 24108875 24105377 -8997
Chr3 Normal NT_005612.13 GGGTCAGCACGGCCT 45058415 LOC348809 45065637 45069172 -7222 45065637 45069172 -7222 45067924 45068950 -9509
Chr20 Normal NT_011387.8 AGGTCATGGCAACCT 3781091 LOC284762 3788312 3794513 -7221 3788312 3794513 -7221 3788383 3788715 -7292
Chr5 Complement NT_034772.4 TGGCCATGCTGACCC 24776604 LOC345395 24769383 24762060 -7221 24769383 24762060 -7221 24769383 24762060 -7221
Chr19 Complement NT_011109.15 AGGTCAGCCTGGCCA 25417049 ZNF83 25461976 25365546 44927 25409828 25383821 -7221 25386007 25384457 -31042
Chr7 Complement NT_007933.12 AGGTCAAGGTGAGCA 24997106 FLJ10925 24989922 24985629 -7184 24989886 24985629 -7220 24989706 24986218 -7400
Chr10 Normal NT_017795.15 AGGTGGCAGTGACCC 180723 FLJ25027 176390 195495 4333 187939 195495 -7216 187989 193973 -7266
Chr1 Normal NT_077967.1 AGGCCAGCCTGACCA 810301 LOC350883 817517 821177 -7216 817517 821177 -7216 817517 821177 -7216
Chr2 Normal NT_022135.13 AGGTCAGAGAGACCT 8894812 LOC348659 8902027 8903816 -7215 8902027 8903816 -7215 8902447 8902758 -7635
Chr15 Normal NT_010194.15 AGGCCAGCCTGACCA 45246093 ISLR 45252485 45255610 -6392 45253303 45255610 -7210 45253598 45254884 -7505
Chr11 Normal NT_033927.5 AGGGCACGGTGACCA 308642 PPFIA1 315852 429529 -7210 315852 429529 -7210 317308 427281 -8666
Chr1 Complement NT_004487.15 TGGTGATCCTGACCC 571854 VAMP4 564772 522863 -7082 564644 527118 -7210 561112 527206 -10742
Chr8 Normal NT_008183.16 AGGTCGCTCTGGCCC 26919174 LOC347005 26926382 26965806 -7208 26926382 26965806 -7208 26926382 26965806 -7208
Chr15 Normal NT_010194.15 TGGGCACGATGACCC 52170943 FLJ38615 52178149 52227915 -7206 52178149 52227915 -7206 52214017 52226671 -43074
Chr2 Complement NT_022135.13 GGGTGGGAATGACCC 9816149 LOC351102 9808943 9771755 -7206 9808943 9771755 -7206 9807083 9771755 -9066
Chr20 Normal NT_011362.8 AGGTCTTGGTGACCT 22640268 TUBB1 22647205 22654605 -6937 22647474 22652734 -7206 22647474 22652734 -7206
Chr6 Complement NT_025741.12 TGGTCAGGCTGCCCT 13953823 MICAL 13946619 13934697 -7204 13946619 13934697 -7204 13944828 13934823 -8995
Chr3 Complement NT_005999.15 AGGACGAAATGACCT 976089 RPL29 968885 962940 -7204 968885 966581 -7204 968404 966701 -7685
Chr6 Complement NT_034874.2 AGCTCAGCCTGACCC 2022930 IER3 2015727 2014380 -7203 2015727 2014380 -7203 2015698 2015116 -7232
Chr4 Normal NT_077444.2 GGGTCAGAATGACTG 1760265 CSN3 1767467 1776291 -7202 1767467 1776291 -7202 1769685 1774324 -9420
Chr7 Complement NT_007914.12 GGCTCGCTGTGACCT 11271559 FLJ39415 11264357 11254486 -7202 11264357 11254486 -7202 11264281 11260146 -7278
Chr8 Complement NT_007995.13 AGGTCAAGCTGGCCT 8035002 BRF2 8027801 8021790 -7201 8027801 8021790 -7201 8027691 8022398 -7311
Chr2 Normal NT_005334.13 GGGTCAAGCTGCCCT 4999703 LOC344350 5006904 5010271 -7201 5006904 5010271 -7201 5006904 5010271 -7201
Chr17 Complement NT_010748.12 CAGTCAGAGTGACCT 1006473 SLC4A1 999307 980845 -7166 999272 980845 -7201 994039 981631 -12434
Chr5 Complement NT_029289.9 TGGGCAGGCTGACCT 12236604 SPARC 12229820 12204934 -6784 12229404 12204935 -7200 12218686 12206069 -17918
Chr19 Normal NT_011295.10 GGGTCAGTCTCACCA 1910357 AUTL4 1917201 1926895 -6844 1917556 1926611 -7199 1917569 1926545 -7212
Chr4 Normal NT_016606.15 AGGTTGCAGTGACCT 778848 LOC201790 786046 963113 -7198 786046 963113 -7198 786046 963113 -7198
Chr8 Normal NT_015280.15 AGGTCATTGTGACTT 612677 LOC286032 619875 676193 -7198 619875 676193 -7198 620628 659468 -7951
Chr11 Normal NT_033899.5 AGGTCATTCTGCCCG 25678396 LOC341052 25685594 25723839 -7198 25685594 25723839 -7198 25685594 25723839 -7198
Chr21 Normal NT_030188.2 AGGTGGCCCTGACCC 815993 PDE9A 823191 944942 -7198 823191 944863 -7198 823251 944729 -7258
Chr6 Complement NT_025741.12 TGGTCAGGCTGATCT 38607629 SGK 38601287 38594818 -6342 38600431 38594818 -7198 38600374 38595835 -7255
Chr9 Normal NT_078070.1 GGGTGGGAGTGACCC 374323 LOC349316 381519 389820 -7196 381519 389820 -7196 389445 389813 -15122
Chr6 Complement NT_007299.12 TGGTCACCGTAACCT 5616759 LOC352055 5609563 5269549 -7196 5609563 5269549 -7196 5609563 5269549 -7196
Chr6 Complement NT_007592.13 AGCTCAGCCTGACCC 21575953 IER3 21568758 21567411 -7195 21568758 21567411 -7195 21568729 21568147 -7224
Chr8 Normal NT_023666.15 GGGTCACACAGACCC 4802587 DPYSL2 4745832 4889975 56755 4809780 4889975 -7193 4810056 4887507 -7469
Chr8 Complement NT_007995.13 AGGTTGCAGTGACCC 7516055 LOC157858 7508862 7504483 -7193 7508862 7504483 -7193 7506426 7506130 -9629
Chr8 Normal NT_008046.13 TGGTAATGATGACCT 35526562 LOC352517 35533754 35603259 -7192 35533754 35603259 -7192 35572320 35603259 -45758
Chr10 Normal NT_030059.10 GGGTCAATTTGGCCG 19521400 CNNM1 19528591 19592643 -7191 19528591 19592643 -7191 19528798 19589831 -7398
Chr9 Normal NT_008413.15 TGGCCACACTGACCT 1536011 LOC352679 1543202 1610730 -7191 1543202 1610730 -7191 1543202 1610730 -7191
Chr1 Complement NT_004754.14 GGGTCAAACTGATCT 2649906 FLJ34497 2642716 2411170 -7190 2642716 2411170 -7190 2642662 2421304 -7244
ChrX Complement NT_019686.7 AGGTCACATTGTCCC 1308886 LOC158819 1301699 1299293 -7187 1301699 1299293 -7187 1300450 1300151 -8436
Chr8 Complement NT_037704.3 TGGTCACGCTGACGC 234599 MGC13010 227652 211530 -6947 227412 225773 -7187 226847 226073 -7752
Chr15 Normal NT_010194.15 GGGTGGCTGTGACCC 33721935 TLN2 33729121 33923052 -7186 33729121 33923052 -7186 33729121 33922181 -7186
Chr18 Normal NT_010859.12 TGGTCACCCTGATCT 12229404 LOC284229 12236588 12237532 -7184 12236588 12237532 -7184 12236588 12237532 -7184
Chr17 Normal NT_010799.13 TGGTCAGGTTGAGCT 3586536 LOC350462 3593719 3605805 -7183 3593719 3605805 -7183 3593738 3605805 -7202
Chr3 Normal NT_005612.13 GGGTCATAATTACCT 58378610 MBNL1 58385793 58583104 -7183 58385793 58583104 -7183 58417519 58576652 -38909
Chr17 Normal NT_010783.13 AGCTCATTGTGACCT 3896116 EPN3 3903298 3913360 -7182 3903298 3913360 -7182 3907117 3912717 -11001
Chr18 Normal NT_010966.13 AGGCCAGCCTGACCC 20451934 LOC147510 20459115 20514757 -7181 20459115 20514757 -7181 20459115 20514757 -7181
Chr13 Complement NT_009799.12 GGGTCATGGCGATCT 5450710 MIPEP 5443561 5284329 -7149 5443533 5284329 -7177 5443459 5284487 -7251
Chr3 Normal NT_022517.15 TGGTCATTCTGACTC 7011648 RARB 7018825 7188491 -7177 7018825 7188491 -7177 7091774 7187178 -80126
Chr12 Normal NT_009714.15 TGGTGAAACTGACCT 19927280 SURB7 19934457 19941656 -7177 19934457 19941656 -7177 19934487 19940368 -7207
Chr22 Complement NT_011520.9 AGGTCAAGCTGATCA 4731996 LOC255349 4724821 4721646 -7175 4724821 4721646 -7175 4724811 4721869 -7185
Chr8 Normal NT_008183.16 GGGTCATGCTGGCCT 6958549 LOC352547 6965723 6973455 -7174 6965723 6973455 -7174 6965723 6973455 -7174
Chr6 Complement NT_007592.13 GGGTCACCGCAACCT 22788408 RDBP 22781234 22774330 -7174 22781234 22774330 -7174 22780689 22774543 -7719
Chr6 Complement NT_033951.3 GGGTCACCGCAACCT 3380205 RDBP 3373078 3366128 -7127 3373031 3366128 -7174 3372486 3366341 -7719
Chr6 Complement NT_034874.2 GGGTCACCGCAACCT 3237345 RDBP 3230218 3223268 -7127 3230171 3223268 -7174 3229626 3223481 -7719
Chr9 Normal NT_008413.15 AGGTCAAGATGGCCT 6740911 GASC1 6748061 7165647 -7150 6748083 7165647 -7172 6782989 7164729 -42078
Chr3 Complement NT_005612.13 GGGTCAGCCTCACCT 29826686 MYLK 29949665 29732045 122979 29819515 29732046 -7171 29738295 29732106 -88391
Chr3 Complement NT_005612.13 GGGTCAGCCTCACCT 29826686 MYLK 29949665 29732045 122979 29819515 29732046 -7171 29818702 29732106 -7984
Chr3 Complement NT_005612.13 GGGTCAGCCTCACCT 29826686 MYLK 29949665 29732045 122979 29819515 29732046 -7171 29911842 29732106 85156
Chr1 Complement NT_028054.12 AGGTGAGCTTGACCT 2582722 DKFZp566H0824 2575552 2567460 -7170 2575552 2567460 -7170 2568204 2567842 -14518
Chr11 Complement NT_009237.15 AGGTAACCATGACCC 88657 KIAA0298 81487 38190 -7170 81487 38190 -7170 74459 47148 -14198
Chr6 Complement NT_033951.3 AGCTCAGCCTGACCC 2168069 IER3 2160900 2159553 -7169 2160900 2159553 -7169 2160871 2160289 -7198
Chr3 Normal NT_005612.13 AGGTTGTCATGACCC 36938804 LOC344813 36945972 36946748 -7168 36945972 36946748 -7168 36945972 36946748 -7168
Chr10 Normal NT_030059.10 TAGTCAATATGACCC 9181669 TNFRSF6 9188836 9214089 -7167 9188836 9214089 -7167 9189182 9212755 -7513
Chr20 Complement NT_011333.5 GGCTCACAGCGACCT 943223 PRIC285 936057 926070 -7166 936057 926094 -7166 935633 927229 -7590
Chr8 Complement NT_008127.14 AGTTCAGACTGACCA 45096 JRK 37931 30496 -7165 37931 30496 -7165 34019 32313 -11077
Chr17 Complement NT_010783.13 AGGTCTTTGTGACCT 16003967 LOC284169 15996804 15995833 -7163 15996804 15995833 -7163 15996445 15996116 -7522
Chr19 Complement NT_011255.13 AGGTCACGCTGATCC 5817713 FUT5 5810551 5805837 -7162 5810551 5805837 -7162 5807736 5806612 -9977
Chr3 Complement NT_022459.12 GGGTCATAATGACTC 9095505 LOC344716 9088343 9078833 -7162 9088343 9078833 -7162 9088343 9078833 -7162
Chr7 Complement NT_007914.12 GGGTCATCTCCACCC 10020571 EZI 10013410 10004044 -7161 10013410 10004044 -7161 10010892 10004574 -9679
Chr2 Normal NT_005079.12 GGGTCACTCCCACCC 3817765 LOC285101 3824925 3828048 -7160 3824925 3828048 -7160 3824925 3828048 -7160
Chr20 Normal NT_011333.5 GGGTCATCCGGACCC 1176421 FLJ20825 1183579 1185390 -7158 1183579 1185390 -7158 1183789 1184462 -7368
Chr16 Complement NT_024797.13 GGGTGGCCCTGACCT 10992358 KCNG4 10985201 10967668 -7157 10985201 10967668 -7157 10982936 10967668 -9422
Chr7 Normal NT_007758.10 GTGTCATCATGACCA 11894214 GTF2IRD1 11901370 12050161 -7156 11901370 12050160 -7156 11955661 12050010 -61447
Chr17 Complement NT_010799.13 GGGTCATCCTGAGCA 2077311 SEZ6 2070451 2018916 -6860 2070156 2018942 -7155 2069880 2019973 -7431
Chr16 Normal NT_010552.13 GGGTCGATGAGACCC 136561 SRRM2 143711 162473 -7150 143716 162473 -7155 147428 161930 -10867
Chr1 Normal NT_032962.4 AGGTCATAATAACCT 273367 HIST2H2AC 280521 280957 -7154 280521 280957 -7154 280521 280910 -7154
Chr21 Normal NT_011512.8 AGGTCACCATGACCA 23095564 CBR1 23102691 23105857 -7127 23102716 23105857 -7152 23102809 23105575 -7245
Chr6 Complement NT_007592.13 GGGTCAATTTGGCCT 20260798 OR11A1 20253646 20251418 -7152 20253646 20251418 -7152 20253555 20252608 -7243
Chr6 Complement NT_033951.3 GGGTCAATTTGGCCT 857946 OR11A1 850794 848566 -7152 850794 848566 -7152 850703 849756 -7243
Chr6 Complement NT_034874.2 GGGTCAATTTGGCCT 706061 OR11A1 698909 696681 -7152 698909 696681 -7152 698818 697871 -7243
Chr5 Normal NT_006713.13 TGGTCAGAGTGACCA 10668371 APG10L 10659976 10964372 8395 10675522 10941376 -7151 10675522 10941376 -7151
Chr12 Complement NT_029419.10 AGGTCAGTGTGACCT 12341242 KIAA1602 12334091 12328235 -7151 12334091 12328235 -7151 12333727 12329457 -7515
Chr17 Complement NT_010783.13 AGGTCAGCCTGGCCA 20449683 LOC284019 20442532 20435217 -7151 20442532 20435217 -7151 20440217 20439912 -9466
Chr16 Normal NT_037887.3 GTGTCACGGTGACCC 164173 LOC350357 171324 177293 -7151 171324 177293 -7151 171324 177293 -7151
Chr6 Complement NT_007592.13 AGTTCATTCTGACCC 32693115 TRFP 32685964 32671849 -7151 32685964 32671849 -7151 32685883 32671937 -7232
Chr14 Normal NT_026437.10 GGGTGGGAGTGACCC 624311 LOC122750 631460 632053 -7149 631460 632053 -7149 631460 632053 -7149
Chr21 Complement NT_011512.8 AGGTTGCGGTGACCC 17303736 LOC350997 17296587 17290531 -7149 17296587 17290531 -7149 17296587 17290531 -7149



Chr6 Normal NT_007592.13 AGCTCAATGTGACCT 33673706 PTCRA 33680854 33690700 -7148 33680854 33690700 -7148 33680935 33690547 -7229
Chr15 Complement NT_010194.15 GGGTCAAGAGGACCT 26637952 PYGO1 26630804 26627832 -7148 26630804 26627832 -7148 26628776 26627832 -9176
Chr16 Complement NT_010498.13 TTGTCACTCTGACCT 16694469 CTRL 16691477 16685031 -2992 16687322 16685031 -7147 16687312 16685394 -7157
Chr5 Normal NT_006431.13 AGGTTGCAGTGACCC 14543731 LOC133993 14550877 14578759 -7146 14550877 14578759 -7146 14551193 14578591 -7462
Chr6 Normal NT_007592.13 TGCTCATTATGACCT 30253021 LOC352135 30260167 30264782 -7146 30260167 30264782 -7146 30260167 30264782 -7146
Chr20 Normal NT_011362.8 AAGTCATTATGACCA 10653885 EYA2 10576171 10870398 77714 10661030 10870398 -7145 10671558 10869689 -17673
Chr20 Normal NT_011362.8 AAGTCATTATGACCA 10653885 EYA2 10576171 10870398 77714 10661030 10870398 -7145 10660179 10869689 -6294
Chr16 Normal NT_024812.10 AGGTCAGGCCCACCT 1212058 MAZ 1219102 1223729 -7044 1219203 1222949 -7145 1219244 1222699 -7186
Chr19 Complement NT_011255.13 AGGTTGAGGTGACCT 5817695 FUT5 5810551 5805837 -7144 5810551 5805837 -7144 5807736 5806612 -9959
ChrX Normal NT_011669.13 AGCTCAGGGCGACCT 8254811 MLLT7 8261791 8269128 -6980 8261954 8269128 -7143 8262136 8267678 -7325
Chr14 Normal NT_026437.10 AGGTCAAAGTGAGCC 61334824 TSHR 61341814 61530813 -6990 61341967 61530813 -7143 61342066 61530738 -7242
Chr17 Complement NT_010755.13 TGGTCAACCTGACTC 4563707 GPR2 4556568 4554159 -7139 4556568 4554159 -7139 4556564 4554294 -7143
Chr19 Complement NT_011109.15 GGGGCATTCTGACCC 4711820 LOC348302 4704681 4558028 -7139 4704681 4558028 -7139 4704681 4558028 -7139
Chr20 Complement NT_028392.4 TGGTCAGACTGATCT 4284804 LOC343705 4277666 4275337 -7138 4277666 4275337 -7138 4277666 4275337 -7138
Chr22 Complement NT_011520.9 GGGTCATGATCACCG 16467731 LOC343888 16460593 16445767 -7138 16460593 16445767 -7138 16460593 16445767 -7138
Chr8 Complement NT_037704.3 GGGTCAGGGTGCCCA 178409 CPSF1 171272 155010 -7137 171272 155013 -7137 171105 155099 -7304
Chr3 Complement NT_037565.3 AGGTCACAGTGAGCC 2440899 LOC285266 2433762 2426475 -7137 2433762 2426475 -7137 2433761 2427191 -7138
Chr2 Complement NT_005403.13 TGGTCAGGCTGATCT 35636703 PRO2964 35629566 35628219 -7137 35629566 35628219 -7137 35628990 35628829 -7713
Chr1 Complement NT_077382.2 AGGTCACTCCCACCC 155171 LOC339552 148035 142731 -7136 148035 142731 -7136 145612 144458 -9559
Chr7 Complement NT_007914.12 TGGTCTTTATGACCT 9373284 LOC155054 9366149 9342663 -7135 9366149 9342663 -7135 9366076 9343475 -7208
Chr16 Normal NT_010393.13 TGGTCACCCAGACCT 10993863 MGC35048 11000996 11142125 -7133 11000996 11142075 -7133 11002847 11141088 -8984
Chr6 Complement NT_025741.12 TGGGCATGGTGACCC 37196160 VNN2 37189027 37169439 -7133 37189027 37169439 -7133 37183292 37169868 -12868
Chr3 Complement NT_005999.15 AGGTGGGGGTGACCC 6179221 HESX1 6172089 6169682 -7132 6172089 6170034 -7132 6171755 6170034 -7466
Chr19 Complement NT_011295.10 AGGTCAGGACGATCT 5471461 LOC90378 5464330 5461470 -7131 5464330 5461470 -7131 5462712 5462031 -8749
Chr1 Normal NT_004873.14 AGGGCAGAGTGACCA 2153259 ELA2A 2160389 2175748 -7130 2160389 2175748 -7130 2160414 2175667 -7155
Chr4 Normal NT_022792.15 AGGTCATAATGACAG 22525551 LOC345155 22532681 22539992 -7130 22532681 22539992 -7130 22532681 22539992 -7130
Chr2 Normal NT_005403.13 GGGTCAGCTTGGCCT 70515820 GMPPA 70522925 70531043 -7105 70522946 70531043 -7126 70524031 70530789 -8211
Chr14 Normal NT_026437.10 GGGTCACTGTGATCT 25344323 KIAA0423 25351449 25463671 -7126 25351449 25463671 -7126 25351663 25462802 -7340
Chr1 Normal NT_004559.10 CGGACAGTCTGACCT 2315939 LOC220667 2323065 2323524 -7126 2323065 2323524 -7126 2323131 2323472 -7192
Chr9 Complement NT_008470.15 AGGTCACTTTGACTG 17082475 LOC257085 17075350 17073660 -7125 17075350 17073660 -7125 17075217 17074072 -7258
Chr9 Complement NT_023935.15 AGATCAGCCTGACCA 918165 LOC347099 911040 887366 -7125 911040 887366 -7125 911040 887366 -7125
Chr11 Normal NT_033903.5 AGGCCACCCTGACCA 10822654 SART1 10829727 10847933 -7073 10829778 10846894 -7124 10829819 10846828 -7165
Chr1 Normal NT_021937.15 GGCTCACTGCGACCT 548686 LOC343062 555809 557257 -7123 555809 557257 -7123 555809 557257 -7123
Chr21 Normal NT_011515.10 AGATCAGTCTGACCA 444611 PDXK 451715 488873 -7104 451731 488873 -7120 451914 488682 -7303
Chr2 Complement NT_005334.13 AGGTTGCAATGACCC 5663910 FLJ14075 5656792 5537588 -7118 5656792 5537588 -7118 5656681 5538891 -7229
Chr6 Complement NT_025741.12 GGGTCACTCCCACCC 46342694 LOC340149 46335577 46274755 -7117 46335577 46274755 -7117 46335576 46274880 -7118
Chr16 Complement NT_010498.13 GGGCCAGGTCGACCT 17134757 SMPD3 17204148 17116408 69391 17127641 17116666 -7116 17127641 17116666 -7116
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCC 18561721 DMPK 18555090 18541196 -6631 18554606 18541196 -7115 18553828 18541964 -7893
Chr2 Normal NT_022184.12 AGGTCATTTAGACCT 67223992 LOC351199 67231105 67301483 -7113 67231105 67301483 -7113 67231164 67301483 -7172
Chr11 Normal NT_033903.5 TGGTCACTGTGGCCC 12480752 LOC219914 12487864 12495249 -7112 12487864 12495249 -7112 12494450 12494722 -13698
Chr3 Complement NT_006014.14 GGGTCACCGCGCCCC 582212 AMT 575101 569284 -7111 575101 569284 -7111 574956 570046 -7256
Chr16 Normal NT_010542.13 TGGTCAGGTTGATCT 1490223 KIAA1049 1497334 1533545 -7111 1497334 1533539 -7111 1497391 1533399 -7168
Chr15 Normal NT_010194.15 GGGTCACTCCCACCT 49798844 LOC342113 49805955 49825360 -7111 49805955 49825360 -7111 49805955 49825360 -7111
Chr19 Normal NT_011295.10 TGCTCACTGTGACCT 2964006 LOC199692 2971100 2992776 -7094 2971116 2992746 -7110 2971245 2991506 -7239
Chr11 Complement NT_033899.5 AGGGCACCATGACCA 37832168 B3GAT1 37825128 37791650 -7040 37825060 37791650 -7108 37800801 37795080 -31367
Chr11 Complement NT_009237.15 AGGTCAGTGTTACCC 8210444 LOC283278 8203336 8199948 -7108 8203336 8199948 -7108 8203288 8202926 -7156
Chr11 Normal NT_009237.15 GGGTGGGAGTGACCC 34774488 FLJ10890 34781595 34917581 -7107 34781595 34916621 -7107 34781609 34916558 -7121
Chr15 Normal NT_010194.15 AGGTCATCCTCACCT 35775712 LOC283812 35782819 35801173 -7107 35782819 35801173 -7107 35799694 35800041 -23982
Chr18 Normal NT_025028.13 GGGTCACTGCAACCT 4082602 LOC342779 4089709 4118884 -7107 4089709 4118884 -7107 4089709 4118884 -7107
Chr11 Complement NT_033903.5 AGCTCACTGCGACCT 13088224 CGI-85 13081475 13024964 -6749 13081118 13024964 -7106 13057904 13025543 -30320
Chr19 Normal NT_011255.13 GGGTCGCGCTCACCC 572821 FGF22 579588 583604 -6767 579926 583604 -7105 579926 583604 -7105
Chr13 Normal NT_009952.13 GGCTCACGACGACCT 10857952 LOC349894 10865057 10889094 -7105 10865057 10889094 -7105 10865057 10889094 -7105
Chr16 Normal NT_010393.13 AGCTCACTGTGACCT 4599497 LOC350253 4606601 4641485 -7104 4606601 4641485 -7104 4606601 4641485 -7104
Chr9 Normal NT_023935.15 AGGTCACACCTACCT 4612032 LOC286383 4619133 4620147 -7101 4619133 4620147 -7101 4619235 4619783 -7203
Chr5 Complement NT_006576.13 AGGTGGACCTGACCC 7773895 LOC345738 7766794 7674427 -7101 7766794 7674427 -7101 7766794 7674427 -7101
ChrX Normal NT_011568.12 AGGTCTTTATGACCT 724143 SYTL5 731244 824084 -7101 731244 824084 -7101 731244 824084 -7101
Chr16 Complement NT_037887.3 GGGTCAGGTTGACGG 1961729 RPS2 1954814 1952063 -6915 1954630 1952063 -7099 1954627 1952100 -7102
Chr5 Complement NT_006576.13 TGGTCATTCTAACCT 26623006 LOC351955 26615908 26420507 -7098 26615908 26420507 -7098 26615908 26420507 -7098
Chr1 Complement NT_004511.15 GGGTCACACTGACAA 1899159 PEF 1892082 1877053 -7077 1892062 1877056 -7097 1892050 1877799 -7109
Chr1 Normal NT_004487.15 TGGTCACATTGGCCT 11547336 C1orf13 11551522 11592556 -4186 11554431 11591625 -7095 11556544 11591080 -9208
Chr16 Complement NT_037887.3 AGGTCACGGCGCCCT 1227049 TPS1 1220215 1218338 -6834 1219954 1218338 -7095 1219953 1219194 -7096
Chr5 Normal NT_006431.13 AGGTAAAGATGACCA 13614372 LOC345665 13507897 13819970 106475 13621464 13819970 -7092 13621767 13819970 -7395
Chr10 Normal NT_008705.14 GGCTCACAGCGACCT 9412526 FLJ14813 9419042 9451173 -6516 9419617 9451173 -7091 9419681 9450790 -7155
Chr11 Normal NT_033903.5 GGCTCACTGTGACCT 7051889 SCGB1D1 7058977 7062276 -7088 7058977 7062276 -7088 7059024 7062167 -7135
Chr13 Complement NT_024524.12 GGTTCACTTTGACCG 23297839 LOC341683 23290752 23209878 -7087 23290752 23209878 -7087 23290752 23209878 -7087
Chr1 Normal NT_030584.9 AGGCCAGCCTGACCC 81452 KIAA0445 88538 123795 -7086 88538 123795 -7086 96399 123283 -14947
ChrX Complement NT_025302.11 AGGTCATAAAGACCT 1119904 LOC352847 1112818 1111129 -7086 1112818 1111129 -7086 1112818 1111129 -7086
Chr5 Complement NT_023089.13 AGGTCACAGTGAGCC 433033 LOC116349 425948 424383 -7085 425948 424383 -7085 425675 425316 -7358
Chr17 Normal NT_024972.6 AGGTCAGGCCTACCT 25304 LOC342634 32389 48554 -7085 32389 48554 -7085 34529 48554 -9225
Chr2 Complement NT_005403.13 AGATCAGCCTGACCA 82561619 GPR66 82554536 82547204 -7083 82554536 82547204 -7083 82554405 82549087 -7214
Chr11 Normal NT_009237.15 AGGTGGGCCTGACCT 18997187 LOC283114 19004270 19004751 -7083 19004270 19004751 -7083 19004331 19004705 -7144
Chr17 Normal NT_010718.13 TGGGCAGGCTGACCT 6984095 LOC339178 6991177 7012945 -7082 6991177 7012940 -7082 6995796 7011719 -11701
Chr3 Complement NT_005999.15 CGGTCATCCCGACCC 1219148 PTK9L 1212206 1196686 -6942 1212066 1201560 -7082 1211962 1201980 -7186
Chr15 Complement NT_010194.15 AGGTCAGGATCACCT 46537406 SIN3A 46534522 46449671 -2884 46530324 46449673 -7082 46509114 46450718 -28292
Chr21 Complement NT_011515.10 GGGTCTGTGTGACCC 71738 LOC256849 64657 54829 -7081 64657 54829 -7081 55135 54836 -16603
Chr15 Normal NT_010194.15 TAGTCATCATGACCC 1910847 LOC283708 1898033 1920643 12814 1917928 1920643 -7081 1917945 1920343 -7098
Chr19 Complement NT_011109.15 TGGTCTCGCTGACCT 31222222 ZNF132 31219779 31212372 -2443 31215141 31212786 -7081 31214649 31212880 -7573
Chr1 Normal NT_028054.12 AGGTCACAATGAGCT 793724 MGC43399 800584 811152 -6860 800804 811116 -7080 801186 808756 -7462
Chr16 Normal NT_037887.3 AGGTCAACCCGTCCC 1756249 LOC197342 1763328 1771226 -7079 1763328 1770629 -7079 1765150 1766240 -8901
Chr12 Complement NT_009714.15 AGGTTGCAGTGACCT 24245126 TERA 24238107 24192492 -7019 24238047 24192492 -7079 24210112 24194620 -35014
Chr17 Complement NT_024871.10 TGGTCAGGCTGATCT 223846 CBX4 216768 210633 -7078 216768 211277 -7078 216589 211303 -7257
Chr17 Complement NT_010748.12 AGGTCTGTTTGACCC 1706312 CRF 1699454 1690867 -6858 1699234 1690867 -7078 1699221 1691361 -7091
Chr19 Complement NT_011109.15 GGGTCACTGCAACCT 28367455 FLJ35453 28360377 28357089 -7078 28360377 28357089 -7078 28359195 28357507 -8260
Chr12 Normal NT_009775.13 AGGTTGCAGTGACCC 9157141 LOC347960 9164219 9191373 -7078 9164219 9191373 -7078 9164219 9191373 -7078
Chr7 Normal NT_007914.12 GGGTCACTCCCACCC 10918488 HIMAP2 10925565 10933496 -7077 10925565 10933496 -7077 10926919 10933159 -8431
Chr12 Normal NT_029419.10 GGGTCACCGCAACCT 18553756 ZNFN1A4 18556410 18574926 -2654 18560833 18572421 -7077 18563891 18572421 -10135
Chr20 Normal NT_011387.8 AGGCCAGTCTGACCT 2959629 MRPS26 2966704 2968895 -7075 2966704 2968895 -7075 2966715 2968515 -7086
Chr2 Normal NT_005120.13 TGTTCAACTTGACCT 660661 LOC339766 667735 672597 -7074 667735 672597 -7074 667813 672439 -7152
Chr6 Normal NT_007299.12 AGGTGAGAGTGACCT 18300933 LOC346023 18308007 18391211 -7074 18308007 18391211 -7074 18308007 18391211 -7074
Chr19 Complement NT_011255.13 GGGTCACACTGACAG 580605 POLRMT 573572 557225 -7033 573531 557225 -7074 573512 557274 -7093
Chr3 Normal NT_005999.15 GGGTCACTGCCACCT 7249453 FLJ20335 7256428 7348846 -6975 7256525 7336499 -7072 7256525 7336499 -7072
ChrX Complement NT_077813.2 AGGTCAGAGGGACCT 19376 FLJ11323 12305 432 -7071 12305 432 -7071 4674 558 -14702
Chr20 Complement NT_030871.1 AGGTCACAGTGACCC 1101129 LOC343714 1094059 1080701 -7070 1094059 1080701 -7070 1093066 1080701 -8063



Chr1 Complement NT_077957.1 TGGTCATGCTGGCCC 58335 LOC348486 51265 49444 -7070 51265 49444 -7070 49974 49657 -8361
Chr10 Complement NT_008705.14 TGGTCAGGCTGGCCT 20128940 LOC57209 20121871 20067084 -7069 20121871 20093232 -7069 20120571 20095876 -8369
Chr8 Complement NT_008251.13 AGGTCGCTGTGATCC 4752848 FLJ10477 4745780 4739126 -7068 4745780 4739126 -7068 4745549 4740417 -7299
Chr6 Normal NT_023451.12 TGGTCAGGCTGATCT 2985428 FLJ21269 2992495 3019159 -7067 2992495 3017215 -7067 2992495 3016845 -7067
Chr6 Complement NT_007299.12 GGCTCACTGCGACCT 18484458 ELOVL4 18477468 18444700 -6990 18477393 18444700 -7065 18477167 18446496 -7291
Chr12 Complement NT_009714.15 AGGTCAAACTGACCA 27841 LOC51279 20837 5999 -7004 20776 5999 -7065 20759 7836 -7082
Chr20 Normal NT_011333.5 GGGGCAGTGTGACCT 1176515 FLJ20825 1183579 1185390 -7064 1183579 1185390 -7064 1183789 1184462 -7274
Chr1 Complement NT_004668.15 GGGTCACTCCCACCC 7205544 LOC284678 7198481 7195718 -7063 7198481 7195718 -7063 7198364 7198080 -7180
Chr1 Normal NT_004487.15 GGGTCACTGCAACCT 7157190 RASAL2 6916511 7297202 240679 7164253 7297202 -7063 7164378 7296021 -7188
Chr10 Complement NT_017696.14 AAGTCATTCTGACCA 1781895 FLJ10851 1774833 1747154 -7062 1774833 1747175 -7062 1771102 1747738 -10793
Chr4 Complement NT_077444.2 TGGTCAAACTTACCT 746659 UGT2B11 739597 725057 -7062 739597 725201 -7062 739588 725306 -7071
Chr14 Normal NT_026437.10 AGGTCACAGTGAGCC 47999637 ARG2 48006620 48038475 -6983 48006697 48038461 -7060 48006736 48037678 -7099
Chr9 Normal NT_008470.15 GGGCCAGGGTGACCA 32380773 FPGS 32387810 32399242 -7037 32387832 32398969 -7059 32387839 32392165 -7066
Chr4 Normal NT_037623.3 GGGTCAGTCTGGCCC 244283 LOC339981 251340 266840 -7057 251340 266840 -7057 256641 266840 -12358
Chr22 Complement NT_011520.9 GGGCCACGGTGACCC 1381979 LOC150223 1374923 1372950 -7056 1374923 1373190 -7056 1374872 1373276 -7107
Chr17 Complement NT_010718.13 TGGTCAGGATGATCT 273900 SKIP 266927 244763 -6973 266845 244763 -7055 263670 246008 -10230
Chr9 Normal NT_008470.15 GGGTCAATTTGTCCC 676858 LOC158435 681727 690612 -4869 683912 690612 -7054 688980 689153 -12122
Chr14 Normal NT_026437.10 TGGTCACTGTGACTC 1074689 ANG 1081740 1082468 -7051 1081740 1082468 -7051 1081852 1082295 -7163
Chr1 Complement NT_032977.5 GGGTCACATTCACCC 6897059 LOC148981 6890008 6889200 -7051 6890008 6889200 -7051 6889947 6889651 -7112
Chr6 Normal NT_025741.12 AGGTCTTTGTGACCT 51313107 LOC345941 51320158 51355673 -7051 51320158 51355673 -7051 51320158 51355673 -7051
Chr6 Normal NT_007299.12 AGGCCAGACTGACCG 21716254 MGC13523 21723254 21726425 -7000 21723304 21726422 -7050 21724342 21726162 -8088
Chr3 Complement NT_005962.15 TGGTCAGAGTGTCCC 5399256 FLJ37228 5392209 5391814 -7047 5392209 5391814 -7047 5392209 5391814 -7047
Chr12 Complement NT_029419.10 AGGTCATCTCAACCC 18796214 FLJ34236 18789341 18774898 -6873 18789169 18779639 -7045 18785647 18780232 -10567
Chr14 Normal NT_026437.10 GGGTCAGAGTGTCCA 86285244 KIAA0125 86292288 86300186 -7044 86292288 86300186 -7044 86293850 86294083 -8606
ChrX Normal NT_078111.1 TGGTCAGGCTGATCT 87978 LOC255761 95022 110620 -7044 95022 110620 -7044 95022 110620 -7044
Chr21 Normal NT_011512.8 TTGTCACCTTGACCT 13443691 LOC343747 13450734 13457368 -7043 13450734 13457368 -7043 13450734 13457368 -7043
Chr8 Normal NT_028251.10 GGATCAATATGACCT 3884310 LOC346794 3891353 3988403 -7043 3891353 3988403 -7043 3891353 3988403 -7043
Chr3 Complement NT_006014.14 AGGTCAGGGTGACAT 1029439 MGC8407 1022442 1010495 -6997 1022398 1010495 -7041 1014894 1011824 -14545
Chr15 Complement NT_026446.12 GGGTCAGTGTGTCCC 1779363 X102 1772323 1771907 -7040 1772323 1771907 -7040 1772323 1771907 -7040
Chr17 Normal NT_010718.13 AGATCAGCCTGACCA 14952634 PIGL 14959661 15094248 -7027 14959673 15068708 -7039 14959678 15068349 -7044
Chr2 Normal NT_022135.13 AGGTCACTGTGCCCA 949812 LOC284956 956850 966328 -7038 956850 966328 -7038 965992 966315 -16180
Chr2 Complement NT_005403.13 AGGTCCATTTGACCC 34428376 LOC351329 34421339 34310519 -7037 34421339 34310519 -7037 34421339 34310519 -7037
ChrX Normal NT_011651.13 GGCTCATTTTGACCT 30402905 LOC286440 30409937 30412669 -7032 30409937 30412669 -7032 30411214 30411504 -8309
Chr6 Complement NT_007592.13 CGGTCAAGCTGACCC 24061182 C6orf11 24054230 24044046 -6952 24054151 24044046 -7031 24054107 24044213 -7075
Chr6 Complement NT_033951.3 CGGTCAAGCTGACCC 4644163 C6orf11 4637211 4627023 -6952 4637132 4627023 -7031 4637088 4627190 -7075
Chr19 Complement NT_011109.15 CTGTCATCTTGACCT 19567061 SLC1A5 19560031 19546360 -7030 19560031 19546360 -7030 19559440 19546985 -7621
Chr2 Complement NT_005334.13 AGGTCGCAGTGAGCT 4529621 ADAM17 4522592 4456107 -7029 4522592 4456107 -7029 4522428 4457000 -7193
Chr7 Complement NT_007819.13 TGGTCATTGTAACCT 22926741 LOC285940 22919712 22917946 -7029 22919712 22917946 -7029 22919104 22918289 -7637
Chr12 Complement NT_009714.15 TGGTCAAGATGAACC 23754852 LOC338770 23747823 23735191 -7029 23747823 23735191 -7029 23747823 23735191 -7029
Chr17 Complement NT_010718.13 AGGCCAGCATGACCA 157403 YWHAE 150438 94329 -6965 150374 94338 -7029 150295 95234 -7108
Chr17 Normal NT_010755.13 GAGTCAGGCTGACCC 4155260 STAT5A 4162288 4186681 -7028 4162288 4186681 -7028 4164153 4185410 -8893
Chr19 Normal NT_011109.15 AGGTAGGACTGACCC 21035820 MGC17986 21041546 21059053 -5726 21042844 21059053 -7024 21051247 21058325 -15427
Chr4 Normal NT_037623.3 GGGTCGGCCTGACCC 924127 LOC339985 931150 954989 -7023 931150 954983 -7023 942785 954745 -18658
Chr9 Normal NT_023935.15 AGGTCAGATTGTCCC 8273412 GCNT1 8238675 8286862 34737 8280434 8283708 -7022 8281830 8283116 -8418
Chr19 Normal NT_011109.15 GGGTCAACGTGATCA 19111490 PPP5C 19118512 19164453 -7022 19118512 19162321 -7022 19118572 19161821 -7082
Chr17 Normal NT_010718.13 GGGTCTCCCTGACCC 3493909 LOC350403 3500930 3518625 -7021 3500930 3518625 -7021 3500930 3518625 -7021
Chr21 Normal NT_011515.10 GGGTCACTGCAACCT 1078856 TRPM2 1085877 1175698 -7021 1085877 1175698 -7021 1086322 1174438 -7466
Chr5 Normal NT_034772.4 AGGTCAGTGTGAGCA 37876632 MADH5 37883557 37928869 -6925 37883650 37928633 -7018 37904471 37928189 -27839
Chr5 Normal NT_029289.9 TGGTGACCTTGACCT 10893154 TCOF1 10900172 10942792 -7018 10900172 10942792 -7018 10900247 10941548 -7093
Chr1 Complement NT_021937.15 TGGTCAGGCTGATCT 522287 LZIC 515376 494106 -6911 515271 501981 -7016 508611 502391 -13676
Chr17 Normal NT_010783.13 AGGTCAGAGTGACAA 20735917 RDGBB 20742586 21058436 -6669 20742933 21057791 -7016 20742933 21057665 -7016
Chr6 Normal NT_007592.13 AGGTCACAGTGAGCT 27849200 LOC346191 27856215 27856709 -7015 27856215 27856709 -7015 27856215 27856709 -7015
Chr6 Complement NT_007299.12 AGGTCAGAGAGACCT 9783874 LOC352059 9776862 9734455 -7012 9776862 9734455 -7012 9776862 9734455 -7012
Chr14 Complement NT_026437.10 TTGTCACAATGACCC 50191007 SLC10A1 50183995 50162593 -7012 50183995 50162593 -7012 50183913 50163040 -7094
Chr1 Complement NT_032977.5 AGGTCCACCTGACCA 6655800 FLJ36155 6648789 6421641 -7011 6648789 6421641 -7011 6509487 6422027 -146313
Chr17 Complement NT_010641.13 TGGGCAAAGTGACCC 603669 LOC342495 596660 574889 -7009 596660 574889 -7009 596660 574889 -7009
Chr22 Normal NT_011525.5 TGGGCATGGTGACCC 607507 LOC343916 614515 633695 -7008 614515 633695 -7008 614515 633695 -7008
Chr16 Normal NT_024812.10 GGGTAGTCCTGACCT 2521646 MYST1 2528654 2542380 -7008 2528654 2542372 -7008 2528670 2542247 -7024
Chr6 Complement NT_007592.13 AGGTTATCTTGACCT 13162473 PRL 13161283 13145730 -1190 13155465 13145737 -7008 13155462 13145882 -7011
ChrX Complement NT_011757.12 GGGTCAAAATGACAC 18206498 DMD 20272193 18051812 2065695 18199491 18051812 -7007 18199413 18054417 -7085
Chr3 Normal NT_005612.13 AGGTCAGTGTGAACA 67607183 LOC131149 67614190 67621270 -7007 67614190 67621270 -7007 67614190 67621270 -7007
Chr18 Normal NT_010859.12 GGGTCAGAGCGTCCC 14440685 LOC350517 14447691 14465172 -7006 14447691 14465172 -7006 14447691 14465172 -7006
Chr15 Complement NT_010194.15 AGGTCACTGCAACCT 5190669 LOC56851 5183664 5165837 -7005 5183664 5165837 -7005 5183651 5166146 -7018
Chr2 Complement NT_005079.12 AGGTTGCAGTGACCC 1853318 SAP130 1847118 1760246 -6200 1846316 1760246 -7002 1846186 1761029 -7132
Chr16 Complement NT_010505.13 AGGTCAGAGAGACCC 534801 SIAH1 527800 502977 -7001 527800 502977 -7001 504845 503997 -29956
Chr4 Complement NT_022792.15 AGGTCACATAGACCT 21820463 LOC345147 21813464 21761739 -6999 21813464 21761739 -6999 21813464 21761739 -6999
Chr10 Normal NT_030059.10 GAGTCACTGTGACCG 23685608 NEURL 23692293 23790860 -6685 23692606 23790860 -6998 23692703 23788687 -7095
Chr2 Normal NT_005120.13 AGGACAATGCGACCT 1158655 LOC285107 1165652 1168952 -6997 1165652 1168952 -6997 1165652 1168952 -6997
Chr10 Normal NT_008583.15 AGGGCACAGTGACCA 29617943 LOC338585 29624936 29627445 -6993 29624936 29627445 -6993 29625861 29626274 -7918
Chr11 Complement NT_028310.10 AGATCAGCCTGACCA 2629585 ARHG 2622621 2604676 -6964 2622593 2608621 -6992 2609777 2609202 -19808
Chr19 Normal NT_011109.15 AGGTCAAAACAACCT 20759132 ELSPBP1 20766098 20796600 -6966 20766121 20796595 -6989 20780115 20793774 -20983
Chr16 Complement NT_010393.13 AGGTCAGCCTGGCCA 13210684 LOC339058 13203695 13179888 -6989 13203695 13179888 -6989 13195902 13186086 -14782
Chr1 Normal NT_028054.12 AGGTTGCAGTGACCT 417942 MGC40168 424364 426559 -6422 424930 426559 -6988 425753 426043 -7811
Chr19 Normal NT_011109.15 GGGTCAGAAGGACCC 17679192 APOC1 17685868 17690824 -6676 17686176 17690815 -6984 17686367 17690705 -7175
Chr16 Complement NT_010393.13 TGGTCAAGCTGGCCC 9263345 LOC350260 9256361 9201344 -6984 9256361 9201344 -6984 9256277 9201344 -7068
Chr19 Complement NT_011109.15 AGGACGGCTTGACCT 25659983 LOC162967 25653000 25650618 -6983 25653000 25650618 -6983 25652658 25652128 -7325
Chr16 Complement NT_010393.13 GGTTCAGGTTGACCC 16021168 LOC350268 16014185 15970542 -6983 16014185 15970542 -6983 16014185 15970542 -6983
Chr9 Normal NT_023932.15 AGGTCACCATGAACG 806153 LOC347156 813135 852609 -6982 813135 852609 -6982 813135 852609 -6982
Chr12 Complement NT_029419.10 AGGTTGCAGTGACCC 15623425 FLJ14800 15616476 15601695 -6949 15616444 15601704 -6981 15616423 15602922 -7002
Chr19 Complement NT_011295.10 AGATCAGCCTGACCA 10290064 FLJ13241 10283084 10279813 -6980 10283084 10279813 -6980 10283081 10281737 -6983
Chr22 Complement NT_011520.9 GGGCCACCCTGACCC 10040297 LIF 10033355 10027011 -6942 10033317 10027012 -6980 10033253 10030209 -7044
Chr20 Normal NT_011387.8 GGGTCAGTGTCACCC 1700404 LOC343639 1707384 1814886 -6980 1707384 1814886 -6980 1707384 1814886 -6980
Chr2 Normal NT_005403.13 TGGTCAGTCTGGCCT 69876900 WNT6 69883879 69898284 -6979 69883879 69898284 -6979 69884094 69897900 -7194
Chr7 Complement NT_007819.13 TGGTCAGGCTGATCC 25540950 HNRPA2B1 25533974 25523356 -6976 25533974 25525072 -6976 25533805 25525744 -7145
Chr7 Complement NT_007933.12 TGGTCCTGTTGACCT 24939591 MCM7 24933019 24923674 -6572 24932617 24923988 -6974 24932501 24924139 -7090
Chr11 Complement NT_033927.5 AGTTCATCCTGACCA 5407799 PP1665 5461531 5344715 53732 5400825 5344715 -6974 5359110 5345581 -48689
Chr6 Normal NT_025741.12 AGATCAAGGCGACCC 27207886 ASM3A 27214750 27235709 -6864 27214859 27235297 -6973 27214927 27234988 -7041
Chr21 Complement NT_011515.10 GGGTCACTGCAACCT 1078856 C21orf2 1072014 1061565 -6842 1071884 1061565 -6972 1071815 1062819 -7041
Chr20 Complement NT_028392.4 GGGCCGCGCTGACCC 4819347 LOC343707 4812378 4789222 -6969 4812378 4789222 -6969 4812378 4789222 -6969
Chr3 Complement NT_005962.15 TGGGCAAACTGACCT 3796268 LOC339869 3789300 3764605 -6968 3789300 3764605 -6968 3789300 3764605 -6968
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 15937397 LOC340939 15944365 15972912 -6968 15944365 15972912 -6968 15944365 15972912 -6968
Chr2 Normal NT_005058.13 AGGTCACGCTGGCCT 3511404 LOC344149 3518372 3540246 -6968 3518372 3540246 -6968 3518372 3540246 -6968
Chr20 Normal NT_011362.8 AGGTCAGTGTGACTC 12980816 LOC339578 12987782 13009882 -6966 12987782 13009882 -6966 12987782 13009882 -6966



Chr20 Complement NT_011333.5 GGGTCCGACTGACCC 912303 PTK6 905337 896408 -6966 905337 896408 -6966 905297 897519 -7006
Chr19 Complement NT_011109.15 TGGTCAGGCTGGCCT 24752942 ZNF350 24758258 24735784 5316 24745976 24735819 -6966 24745803 24736297 -7139
Chr22 Complement NT_011523.9 CGGTCAGGCTGAGCT 1602133 LOC351067 1595168 1541283 -6965 1595168 1541283 -6965 1595168 1541283 -6965
Chr12 Complement NT_009775.13 GGGTCACACTGAGCC 3635547 TBX5 3633126 3578615 -2421 3628582 3590781 -6965 3628582 3580216 -6965
Chr12 Complement NT_009775.13 GGGTCACACTGAGCC 3635547 TBX5 3633126 3578615 -2421 3628582 3590781 -6965 3628582 3590781 -6965
Chr12 Complement NT_009775.13 GGGTCACACTGAGCC 3635547 TBX5 3633126 3578615 -2421 3628582 3590781 -6965 3626601 3580216 -8946
Chr19 Normal NT_011295.10 GGGTCTTACTGACCC 5118258 MGC10471 5105386 5136914 12872 5125221 5136908 -6963 5125425 5136684 -7167
Chr16 Complement NT_010552.13 AGGTCACAGTGAGCT 513989 MGC3771 507027 501888 -6962 507027 501888 -6962 502216 502142 -11773
Chr11 Normal NT_009237.15 AGGTTGTTTTGACCT 5084407 FLJ22728 5091340 5152703 -6933 5091368 5151537 -6961 5117417 5151425 -33010
Chr8 Complement NT_015280.15 AGTTCATGCTGACCT 96377 LOC286028 89417 83042 -6960 89417 83042 -6960 86613 84197 -9764
Chr3 Normal NT_005927.15 AGGTCATCCTAACCT 11967754 SYN2 11974714 12161086 -6960 11974714 12161086 -6960 11974875 12160948 -7121
Chr4 Complement NT_016606.15 GAGTCATTATGACCC 8969671 DKFZP566M114 8962781 8694802 -6890 8962712 8882487 -6959 8962534 8883555 -7137
Chr9 Complement NT_008476.14 TGGTCAGGCTGATCT 2855246 BICD2 2848288 2794855 -6958 2848288 2796748 -6958 2848231 2796943 -7015
Chr8 Complement NT_023666.15 GGGGCGGGTTGACCC 922793 LOC286058 915835 910839 -6958 915835 910839 -6958 915095 914682 -7698
Chr3 Complement NT_006014.14 GGGTCACCCTGACCT 571427 ARHA 564578 511654 -6849 564472 511654 -6955 528095 512715 -43332
Chr2 Normal NT_005403.13 AGCTCACACTGACCA 82410767 LOC285090 82417722 82419030 -6955 82417722 82419030 -6955 82418116 82418436 -7349
Chr16 Normal NT_010552.13 AGGTCAGACCTACCT 1860926 HMOX2 1866138 1901781 -5212 1867880 1901781 -6954 1896960 1901191 -36034
Chr12 Complement NT_009755.15 GGGTCATAGCTACCC 4064674 LOC341504 4057720 4048567 -6954 4057720 4048567 -6954 4057720 4048567 -6954
Chr1 Complement NT_021877.15 GTGTCAAGCTGACCT 540223 LOC350645 533269 527138 -6954 533269 527138 -6954 533269 527138 -6954
Chr1 Complement NT_004610.15 AGCTCACTGCGACCT 2550216 LOC343381 2543265 2541230 -6951 2543265 2541230 -6951 2543236 2541230 -6980
Chr17 Complement NT_010783.13 ATGTCACTGTGACCA 11227546 MRPS23 11220620 11206513 -6926 11220598 11210041 -6948 11220570 11210343 -6976
Chr6 Normal NT_033951.3 TGGTCCTGCCGACCC 2056820 MGC15854 2063390 2069530 -6570 2063766 2069428 -6946 2066250 2069242 -9430
Chr6 Normal NT_034874.2 TGGTCCTGCCGACCC 1911665 MGC15854 1918235 1924383 -6570 1918611 1924281 -6946 1921095 1924095 -9430
Chr14 Complement NT_026437.10 TGATCAGTTTGACCT 30027717 C14orf104 30021117 30011932 -6600 30020773 30011932 -6944 30020378 30012298 -7339
Chr2 Complement NT_005334.13 AGGTCGCAGTGAGCC 5520482 LOC348739 5513538 5502972 -6944 5513538 5502972 -6944 5513538 5502972 -6944
Chr22 Complement NT_011520.9 AGGTCACTGCAACCT 17984993 C22orf5 17978082 17924352 -6911 17978050 17924359 -6943 17952919 17926530 -32074
Chr11 Normal NT_033903.5 GGGTCAACCCGGCCC 9153506 KCNK4 9159822 9173496 -6316 9160449 9173496 -6943 9161746 9168453 -8240
Chr11 Normal NT_033903.5 GGGTCAACCCGGCCC 9153506 KCNK4 9159822 9173496 -6316 9160449 9173496 -6943 9160512 9168453 -7006
Chr1 Complement NT_004610.15 TGGTCAGACAGACCT 1256201 PLA2G2D 1249258 1241674 -6943 1249258 1241674 -6943 1249241 1243857 -6960
Chr3 Complement NT_005999.15 AGGTCGCAGTGAGCC 5643110 RAP140 5636168 5591970 -6942 5636168 5592388 -6942 5632826 5594874 -10284
Chr16 Complement NT_010498.13 GGGTCTCATTGACCA 16423211 24432 16416270 16412990 -6941 16416270 16412990 -6941 16415938 16413067 -7273
Chr20 Normal NT_011333.5 TGGTCAGGCTGGCCT 1289146 DNAJC5 1296087 1303991 -6941 1296087 1303991 -6941 1296329 1299551 -7183
Chr6 Complement NT_007592.13 GGGTCTCTCTGACCT 45509700 LOC221344 45502759 45502025 -6941 45502759 45502025 -6941 45502673 45502231 -7027
Chr8 Normal NT_007995.13 TGGCCAACATGACCC 7866751 FLJ14299 7873691 7876786 -6940 7873691 7876786 -6940 7873888 7876582 -7137
Chr6 Complement NT_023451.12 GGCTCACTGCGACCT 327004 RAET1L 320064 312932 -6940 320064 314723 -6940 320064 314723 -6940
Chr8 Complement NT_078036.1 AGGTCATCATTACCC 45007 DEFB1 38162 30743 -6845 38068 30743 -6939 37997 30831 -7010
Chr12 Complement NT_009482.13 TGGCCACGCTGACCT 2713319 EPIM 2706449 2656790 -6870 2706380 2658990 -6939 2706285 2663193 -7034
Chr12 Normal NT_029419.10 TGGTCAGGCTGAACT 18553894 ZNFN1A4 18556410 18574926 -2516 18560833 18572421 -6939 18563891 18572421 -9997
Chr4 Complement NT_037622.3 AGGTGAAACTGACCA 1104116 LOC285498 1097180 1039870 -6936 1097180 1076926 -6936 1097082 1077057 -7034
Chr11 Normal NT_033903.5 AGGTCACAGTGAGCT 2408029 LOC219537 2414964 2419006 -6935 2414964 2419006 -6935 2415044 2418850 -7015
Chr1 Complement NT_004511.15 AGGTCAGCATGACCA 3290990 AK2 3284170 3256610 -6820 3284056 3256610 -6934 3284014 3258015 -6976
Chr5 Complement NT_029289.9 TGGTCATACTCACCC 2200847 FLJ00007 2193914 2181798 -6933 2193914 2181798 -6933 2193863 2183993 -6984
Chr5 Complement NT_034772.4 AGGTCTGCCTGACCT 39493416 KLHL3 39486799 39368210 -6617 39486484 39368210 -6932 39486356 39372808 -7060
Chr4 Normal NT_016606.15 AGGTCATCATAACCT 2691174 SCOC 2698105 2848406 -6931 2698105 2823369 -6931 2784458 2821923 -93284
Chr17 Complement NT_010755.13 AGGTCTTACTGACCT 3404790 KRT15 3400748 3392720 -4042 3397862 3392720 -6928 3397801 3392997 -6989
Chr10 Normal NT_008705.14 GGGCCAACCCGACCC 3791664 MLLT10 3798427 4006765 -6763 3798592 4006765 -6928 3798899 4004488 -7235
Chr7 Normal NT_007933.12 GGGTCATTTTGTCCG 24382931 VIK 24389859 24395912 -6928 24389859 24395912 -6928 24391767 24395266 -8836
Chr11 Normal NT_033903.5 GGGTCAGTGTGACAT 10042942 CAPN1 10049235 10080002 -6293 10049869 10080002 -6927 10050699 10079283 -7757
Chr2 Complement NT_005403.13 TGGCCATTCTGACCT 61346158 MYL1 61339233 61314213 -6925 61339233 61314213 -6925 61327604 61315106 -18554
Chr8 Complement NT_008183.16 TGGTCAGGCTGGCCT 9755900 FLJ20421 9748976 9718614 -6924 9748976 9718614 -6924 9748693 9718901 -7207
ChrY Normal NT_011896.7 GGGTCATGCTGACTT 111033 RPS4Y 117394 142743 -6361 117956 142743 -6923 117956 142686 -6923
Chr17 Normal NT_010783.13 AGCTCAGCCTGACCA 12119510 PPM1E 12126431 12355519 -6921 12126431 12355519 -6921 12126938 12351374 -7428
Chr15 Complement NT_010194.15 AGGTCTTTATGACCT 6782152 LOC341997 6775233 6712619 -6919 6775233 6712619 -6919 6775233 6712619 -6919
ChrX Complement NT_011568.12 GGGTCAGCCTGACCT 729451 LOC352776 722532 705666 -6919 722532 705666 -6919 722532 705666 -6919
Chr19 Complement NT_011295.10 GGGTCACATTGAGCA 7188568 OR10H1 7181649 7180693 -6919 7181649 7180693 -6919 7181649 7180693 -6919
Chr16 Normal NT_010552.13 GGGACAGAGTGACCT 432042 MMP25 438108 452148 -6066 438958 448748 -6916 438971 447375 -6929
Chr19 Normal NT_011295.10 GTGTCAGAGTGACCT 4519791 ETR101 4526682 4528518 -6891 4526702 4528518 -6911 4526803 4527474 -7012
Chr11 Normal NT_033903.5 TGGTCAGGCTGATCT 10433436 MTVR1 10440346 10442187 -6910 10440346 10442187 -6910 10440667 10441638 -7231
ChrX Normal NT_011786.13 GGGTCACTCCCACCC 14174249 F9 14181158 14213880 -6909 14181158 14213880 -6909 14181187 14212493 -6938
Chr2 Complement NT_005403.13 AGGTCATTATGCCCA 67891006 TNP1 67884118 67883522 -6888 67884097 67883522 -6909 67884093 67883726 -6913
Chr6 Normal NT_034880.2 GGGTCCTTGTGACCC 1543773 FOXC1 1550680 1552341 -6907 1550680 1552341 -6907 1550680 1552341 -6907
Chr11 Normal NT_033903.5 AGGCCAGCCTGACCA 6224218 HSPC196 6230610 6244043 -6392 6231123 6237947 -6905 6233130 6237448 -8912
Chr6 Complement NT_007592.13 AGATCACTGTGACCT 4790110 LOC346106 4783205 4726722 -6905 4783205 4726722 -6905 4761431 4726722 -28679
Chr8 Normal NT_023736.15 GGGTAGGAGTGACCC 1074328 LOC346925 1081233 1081895 -6905 1081233 1081895 -6905 1081233 1081895 -6905
Chr8 Normal NT_008183.16 TGGTCAGGCTGATCT 6883424 MRPL15 6890329 6903006 -6905 6890329 6903006 -6905 6890392 6902827 -6968
Chr17 Normal NT_010718.13 AGGTTATGGTGACCT 14952769 PIGL 14959661 15094248 -6892 14959673 15068708 -6904 14959678 15068349 -6909
Chr16 Normal NT_010552.13 AGTTCATACTGACCT 5566778 LOC342468 5573680 5601087 -6902 5573680 5601087 -6902 5573680 5601087 -6902
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCT 23280077 GNB5 23273176 23202748 -6901 23273176 23204014 -6901 23261687 23204565 -18390
Chr21 Complement NT_011512.8 ATGTCACAGTGACCA 26485415 MGC33295 26478539 26438478 -6876 26478515 26438606 -6900 26461255 26438644 -24160
Chr17 Complement NT_030843.6 AGGTCAGCATTACCC 2300870 LOC348255 2293971 2291859 -6899 2293971 2291859 -6899 2293196 2292789 -7674
Chr17 Normal NT_010748.12 AGCTCACTGTGACCT 2364818 FLJ25168 2371715 2373734 -6897 2371715 2373734 -6897 2372015 2373289 -7197
Chr19 Complement NT_011109.15 GGGTCACATTGGCCC 9294361 LOC339324 9287465 9270148 -6896 9287465 9270148 -6896 9274358 9273120 -20003
Chr16 Normal NT_037887.3 AGGGCGCCGTGACCT 1239388 TPSD1 1246139 1248464 -6751 1246283 1248378 -6895 1246283 1248378 -6895
Chr8 Complement NT_023684.15 GGGTCGTGGTGCCCT 880225 LOC286126 873331 867915 -6894 873331 867915 -6894 873206 872862 -7019
Chr17 Normal NT_010748.12 TGGTCCCTGTGACCT 123297 ARF4L 130132 132308 -6835 130190 132113 -6893 130906 131511 -7609
Chr1 Complement NT_077913.1 GGGTCAGGGTGACCA 141145 FLJ20542 134252 121180 -6893 134252 121188 -6893 134190 123369 -6955
Chr16 Normal NT_037887.3 GGGCCGCACTGACCC 163442 HBQ1 170335 171178 -6893 170335 171178 -6893 170486 171107 -7044
Chr13 Normal NT_024524.12 AGGTCTTTATGACCC 46079544 LOC341720 46086437 46129096 -6893 46086437 46129096 -6893 46086477 46129096 -6933
Chr15 Complement NT_078095.1 AGGTCATATCCACCT 146136 LOC350238 139243 129096 -6893 139243 129096 -6893 139243 129096 -6893
Chr7 Complement NT_007819.13 AGGTGGGAGTGACCC 45284857 LOC352291 45277967 45268851 -6890 45277967 45268851 -6890 45277967 45268851 -6890
Chr17 Normal NT_010783.13 AGGTCACTCTGACTG 3459060 PDK2 3465300 3481621 -6240 3465950 3481619 -6890 3465999 3480660 -6939
Chr17 Normal NT_010718.13 AGGTCACAGTGAGCC 6017112 SLC2A4 6023945 6030041 -6833 6024002 6029292 -6890 6024145 6028839 -7033
Chr8 Normal NT_008046.13 AGGCCAGAGTGACCA 23557855 DC6 23564726 23576352 -6871 23564743 23574071 -6888 23564871 23573883 -7016
Chr19 Complement NT_011109.15 GGGTCATCGAGACCC 14467201 CEACAM7 14460417 14445453 -6784 14460314 14445453 -6887 14460312 14449558 -6889
Chr9 Complement NT_035014.3 GGGGCAGCGTGACCC 2887847 LOC286310 2880961 2877246 -6886 2880961 2877246 -6886 2880918 2877248 -6929
Chr7 Normal NT_007933.12 CAGTCATAGTGACCC 27281159 DKFZp434K1815 27288043 27296595 -6884 27288043 27296263 -6884 27288181 27296149 -7022
Chr7 Complement NT_007758.10 CGGTCACATTGCCCT 596616 LOC352217 589732 579742 -6884 589732 579742 -6884 589732 579742 -6884
Chr14 Normal NT_026437.10 AGGTCACAGTGAGCT 16148274 LOC341835 16155157 16156226 -6883 16155157 16156226 -6883 16155157 16156226 -6883
Chr18 Normal NT_010966.13 TGGTCATCATGACCT 23532541 LOC342733 23539423 23656367 -6882 23539423 23656367 -6882 23539423 23656367 -6882
Chr21 Complement NT_011512.8 AGATCATTCTGACCA 19301171 LOC150054 19294292 19292514 -6879 19294292 19292514 -6879 19293371 19292973 -7800
Chr16 Normal NT_010393.13 TGGCCATACTGACCT 14956541 PLK 14963384 14974906 -6843 14963418 14974906 -6877 14963472 14974602 -6931
Chr11 Normal NT_033899.5 AGGTCGCGGTGAGCC 17187322 LOC255244 17194197 17194886 -6875 17194197 17194886 -6875 17194197 17194886 -6875
Chr9 Normal NT_008413.15 GGGTCACTGCAACCT 36174116 CLTA 36180858 36202056 -6742 36180990 36202056 -6874 36181055 36201772 -6939



Chr7 Complement NT_007758.10 AAGTCACATTGACCT 3212575 LOC349092 3205702 3202434 -6873 3205702 3202434 -6873 3203916 3203629 -8659
Chr12 Complement NT_009714.15 AGTTCATGCTGACCT 1146043 FLJ10408 1139171 1132831 -6872 1139171 1132831 -6872 1136402 1133392 -9641
Chr3 Complement NT_005612.13 GGGTCACTGCAACCT 55876680 LOC51122 55869808 55858070 -6872 55869808 55858571 -6872 55869767 55868056 -6913
Chr9 Normal NT_008470.15 TGGTCAGTCTGGCCT 32949405 MGC2668 32956234 32975647 -6829 32956275 32975647 -6870 32956295 32974648 -6890
Chr1 Normal NT_004668.15 AGGTCATAAAGACCT 736555 AQP10 743424 747633 -6869 743424 747633 -6869 743464 746788 -6909
Chr12 Normal NT_009755.15 AGGTCTTTCTGACCC 4478669 LOC341506 4485538 4488125 -6869 4485538 4488125 -6869 4485538 4488125 -6869
Chr8 Normal NT_008046.13 GGGTCAGACCTACCT 48522090 LOC346943 48528959 48657277 -6869 48528959 48657277 -6869 48528959 48657277 -6869
Chr1 Complement NT_034410.4 AGGTCACCAAGACCA 814495 PPP1R15B 807626 801507 -6869 807626 801507 -6869 807220 801901 -7275
Chr19 Complement NT_011255.13 GGGTCAAGGCGGCCC 5627775 LOC125988 5620907 5618433 -6868 5620907 5618433 -6868 5620497 5618562 -7278
Chr1 Complement NT_034389.4 AGGTCAGCCTGACCA 1445530 LOC126746 1438662 1355356 -6868 1438662 1355356 -6868 1438662 1355356 -6868
Chr2 Normal NT_005403.13 AGGTCGCAGTGAGCC 72302166 LOC351362 72309034 72322058 -6868 72309034 72322058 -6868 72309034 72322058 -6868
Chr1 Normal NT_004668.15 GGGTCAGCGTGAGCA 1624577 MTX1 1630871 1636014 -6294 1631444 1636001 -6867 1631444 1635890 -6867
Chr15 Normal NT_035325.4 AGGTTGCAGTGACCT 3720670 LOC342248 3727536 3749547 -6866 3727536 3749547 -6866 3727536 3749547 -6866
Chr14 Complement NT_026437.10 AGGTCATTTTGATCT 32366113 LOC350035 32359247 32357312 -6866 32359247 32357312 -6866 32359247 32357312 -6866
Chr16 Complement NT_010542.13 GGGTCACCTTGGCCT 1601777 MGC16385 1594911 1591900 -6866 1594911 1592782 -6866 1592581 1592216 -9196
Chr1 Complement NT_019273.15 GGGTCACTGCAACCC 1593024 KCNA2 1586159 1574017 -6865 1586159 1583591 -6865 1585218 1583719 -7806
Chr8 Complement NT_008183.16 GGGTCAGCTGGACCA 25885736 FLJ40021 25878872 25821316 -6864 25878872 25821316 -6864 25878509 25826640 -7227
ChrX Complement NT_025965.11 AGATCAGCCTGACCA 1551518 F8 1544655 1404286 -6863 1544655 1404286 -6863 1428664 1406089 -122854
Chr10 Normal NT_008705.14 GGGTCACTGCAACCT 19135056 LOC347810 19141919 19188639 -6863 19141919 19188639 -6863 19141919 19188639 -6863
Chr13 Normal NT_024524.12 AGGTCAGACTGAACC 5881877 LOC347968 5888740 5912222 -6863 5888740 5912222 -6863 5888740 5912222 -6863
Chr19 Complement NT_011109.15 AGGTGGAAGTGACCC 18490847 20D7-FC4 18494995 18482105 4148 18483986 18482105 -6861 18483311 18482703 -7536
Chr2 Normal NT_005403.13 CGGTCTTTATGACCC 69976847 CDK5R2 69983706 69986209 -6859 69983706 69985700 -6859 69983876 69984979 -7029
Chr7 Complement NT_007819.13 TGGACAACCTGACCT 36787446 ELMO1 36780587 36186450 -6859 36780587 36186450 -6859 36227102 36187639 -560344
Chr19 Normal NT_011295.10 CGGGCATGATGACCT 9707393 FLJ20208 9714226 9737780 -6833 9714252 9737754 -6859 9714294 9737195 -6901
Chr4 Normal NT_016354.15 TGGTCACCAAGACCC 50900198 FLJ23056 50869001 50909218 31197 50907057 50909218 -6859 50907101 50907772 -6903
Chr2 Complement NT_022171.13 GGGTAGGAGTGACCT 2840008 LOC343992 2833149 2809767 -6859 2833149 2809767 -6859 2833149 2809767 -6859
Chr7 Normal NT_007933.12 TGGTCACATTGGCCC 53672189 ATP6V1F 53679026 53682051 -6837 53679047 53682051 -6858 53679108 53681781 -6919
Chr9 Normal NT_008413.15 GGGTCACTGCAACCT 36174116 CLTA 36180858 36202056 -6742 36180973 36202056 -6857 36181055 36201772 -6939
Chr15 Complement NT_010194.15 AGGTCAGAATGATCT 17762648 LOC350143 17755794 17727790 -6854 17755794 17727790 -6854 17755768 17727790 -6880
Chr17 Normal NT_010783.13 AGGTCACGCTCACCT 13389272 LOC350451 13396125 13405159 -6853 13396125 13405159 -6853 13396125 13405159 -6853
Chr15 Complement NT_010194.15 AGGTCACAGTGAGCC 26705309 LOC145786 26698457 26695591 -6852 26698457 26695591 -6852 26696290 26695967 -9019
Chr4 Normal NT_006051.15 AGGTGAGAACGACCC 2243962 LOC285484 2250814 2288398 -6852 2250814 2288398 -6852 2278102 2283163 -34140
Chr20 Normal NT_011387.8 AGCTCACCGCGACCT 17882911 C20orf72 17889716 17911759 -6805 17889762 17911759 -6851 17890503 17910752 -7592
Chr10 Normal NT_033985.5 TGCTCAGATTGACCT 3376590 KIAA0592 3344998 3410719 31592 3383441 3410363 -6851 3396850 3410162 -20260
Chr9 Complement NT_023935.15 AGGTCAGATTGACAA 5334384 LOC138971 5327533 5253857 -6851 5327533 5253857 -6851 5327533 5253857 -6851
Chr16 Complement NT_010393.13 TGGTCACAATGAGCC 8844576 XYLT1 8837725 8474268 -6851 8837725 8474358 -6851 8837640 8475566 -6936
Chr2 Normal NT_005403.13 GGGTCACTCCCACCC 16502050 LOC344272 16508900 16582737 -6850 16508900 16582737 -6850 16508900 16582737 -6850
Chr12 Complement NT_009482.13 AGCTCATGTTGACCT 3288972 LOC349832 3282123 3245449 -6849 3282123 3245449 -6849 3282123 3245449 -6849
Chr5 Normal NT_029289.9 AGGTCACTCTGACCC 8803833 LOC153218 8810680 8828754 -6847 8810680 8828754 -6847 8812573 8828548 -8740
Chr14 Complement NT_026437.10 AGGTCACTGCAACCT 856609 C14orf9 849764 846146 -6845 849764 846146 -6845 849612 846846 -6997
Chr19 Complement NT_011109.15 TGGGCACCTTGACCT 13171165 FLJ32818 13164321 13153294 -6844 13164321 13153397 -6844 13164027 13153712 -7138
Chr2 Complement NT_022135.13 GGGCCACAGTGACCC 8631050 LOC165257 8624207 8621564 -6843 8624207 8621564 -6843 8623587 8622120 -7463
Chr4 Normal NT_022792.15 AGGTCGCAGTGAGCT 16363496 LOC285432 16370339 16372117 -6843 16370339 16372117 -6843 16371404 16371760 -7908
Chr8 Complement NT_023684.15 TTGTCAGTCTGACCC 838301 SCRIB 831458 807005 -6843 831458 807005 -6843 831451 807242 -6850
ChrX Complement NT_019686.7 AGATCAGCCTGACCA 1332626 IDS 1353592 1302749 20966 1325784 1307655 -6842 1325657 1303268 -6969
Chr17 Normal NT_010718.13 AGGACAGGGTGACCT 8380878 FLJ30626 8387661 8472138 -6783 8387717 8471555 -6839 8419300 8444021 -38422
Chr2 Complement NT_022171.13 AGGTTGCAGTGACCC 1046799 LOC351111 1039960 1025457 -6839 1039960 1025457 -6839 1039960 1025457 -6839
Chr4 Complement NT_006316.15 GGGTGGGAGTGACCC 7085238 LOC351757 7078401 7061377 -6837 7078401 7061377 -6837 7078401 7061377 -6837
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCC 11396485 PLCB2 11389722 11369721 -6763 11389649 11369721 -6836 11389484 11370528 -7001
Chr1 Normal NT_004511.15 AGGTCACTGCAACCT 2994441 LOC343340 3001276 3002377 -6835 3001276 3002377 -6835 3001276 3002377 -6835
Chr9 Normal NT_008413.15 AGGTCGCTTTGACAC 35775572 NPR2 35782153 35799729 -6581 35782407 35799710 -6835 35782407 35799443 -6835
Chr3 Normal NT_005962.15 AGGTCACAGTGAGCT 19156019 LOC348831 19162851 19165247 -6832 19162851 19165247 -6832 19163813 19165018 -7794
Chr9 Normal NT_035014.3 GGCTCACTGCGACCT 310089 PRDM12 316921 335324 -6832 316921 335324 -6832 316981 333996 -6892
Chr15 Normal NT_010194.15 GGGTCAGGCTGCCCC 40930438 LOC350170 40937269 40976094 -6831 40937269 40976094 -6831 40937269 40976094 -6831
Chr5 Complement NT_023133.11 AGGTCGCAGTGAGCC 1302358 HAVCR1 1295528 1265995 -6830 1295528 1265995 -6830 1289128 1266302 -13230
Chr16 Complement NT_010393.13 CGGGCACAATGACCT 19768035 LOC350273 19761205 19747194 -6830 19761205 19747194 -6830 19761205 19747194 -6830
Chr17 Normal NT_010663.13 AGGTGGAGATGACCC 388823 SLC16A3 395009 406061 -6186 395653 406058 -6830 402592 405559 -13769
Chr3 Normal NT_005825.15 AGGTCAGGCTGCCCA 410839 SRYP 417651 424578 -6812 417669 424578 -6830 417751 423026 -6912
Chr18 Normal NT_010859.12 AGATCACTCTGACCT 3395243 TGIF 3401607 3448405 -6364 3402073 3448405 -6830 3440489 3447939 -45246
Chr11 Normal NT_033899.5 AGGTCATCTTCACCA 37659826 ACAD8 37666655 37678992 -6829 37666655 37678992 -6829 37666743 37678102 -6917
Chr12 Normal NT_019546.15 ATGTCAACATGACCA 32384455 HYPE 32391241 32395570 -6786 32391283 32395482 -6828 32392967 32395442 -8512
Chr2 Normal NT_022135.13 GGGTCAACATCACCC 257530 FLJ11042 197932 559664 59598 264357 559664 -6827 264405 558818 -6875
Chr1 Normal NT_004668.15 AGGTCAGGCCGCCCT 1624617 MTX1 1630871 1636014 -6254 1631444 1636001 -6827 1631444 1635890 -6827
Chr4 Complement NT_016606.15 AGGTCAGCTTGGCCA 17038356 FGA 17031561 17023945 -6795 17031530 17023945 -6826 17031504 17024941 -6852
Chr22 Normal NT_011520.9 TGATCAGAGTGACCT 23111122 LOC343896 23117948 23160512 -6826 23117948 23160512 -6826 23117948 23160512 -6826
Chr16 Normal NT_037887.3 GGGTCTTGCTGACCA 659250 RHBDL1 665684 668268 -6434 666076 668268 -6826 666103 668051 -6853
Chr1 Normal NT_032962.4 AGGTCTTTGTGACCT 169462 FCGR1A 176223 186070 -6761 176284 186070 -6822 176296 185069 -6834
Chr17 Complement NT_010755.13 AGGTTGCAGTGACCT 418565 LOC284104 411743 410556 -6822 411743 410556 -6822 411295 410843 -7270
Chr2 Normal NT_005334.13 AGGCCACCCTGACCA 6115412 MGC33602 6122234 6145674 -6822 6122234 6145674 -6822 6122367 6144648 -6955
Chr16 Normal NT_010393.13 GGGTCACAGTTACCC 13370259 FLJ40941 13377080 13423091 -6821 13377080 13422964 -6821 13384904 13406063 -14645
Chr4 Normal NT_016354.15 AGGTCGCAGTGAGCT 7287995 LOC345254 7294816 7327868 -6821 7294816 7327868 -6821 7294816 7327868 -6821
Chr5 Normal NT_029289.9 GGGTCACGTTGTCCT 331513 DKFZp761B0514 338333 386975 -6820 338333 386975 -6820 351953 384986 -20440
Chr17 Complement NT_010799.13 GAGTCAGGCTGACCT 1715485 KIAA0100 1709171 1678466 -6314 1708665 1678466 -6820 1706966 1679076 -8519
Chr1 Normal NT_004610.15 GTGTCACTGTGACCG 2551112 LOC284667 2557930 2559983 -6818 2557930 2559983 -6818 2558801 2559280 -7689
Chr19 Normal NT_011255.13 GGGTCACTGTGTCCT 6397464 CRB3 6403788 6407232 -6324 6404281 6407232 -6817 6404713 6407033 -7249
Chr1 Normal NT_077937.1 AGGTCACAATGACAC 2071173 TGFB2 2077543 2173599 -6370 2077989 2173091 -6816 2078165 2172825 -6992
Chr15 Complement NT_010194.15 TGGTCAGGCTGGCCT 43722474 LOC338950 43715659 43687227 -6815 43715659 43687227 -6815 43715627 43687374 -6847
Chr18 Normal NT_010879.13 GGCTCATGGTGACCT 768185 LOC284237 774997 775860 -6812 774997 775860 -6812 774997 775860 -6812
Chr6 Complement NT_007592.13 TGGTCATACAGACCC 13538478 LOC352112 13531667 13506302 -6811 13531667 13506302 -6811 13531667 13506302 -6811
Chr3 Complement NT_037565.3 AGCTCACTGCGACCT 2444486 LOC339872 2437676 2435532 -6810 2437676 2435532 -6810 2436436 2436146 -8050
Chr20 Normal NT_011333.5 TGGTCTGTGCGACCT 166017 OGFR 172827 181982 -6810 172827 181982 -6810 175526 181632 -9509
Chr11 Normal NT_033927.5 AGGTCACCATGACTT 8102236 KIAA1372 8098887 8124778 3349 8109045 8124778 -6809 8109671 8123888 -7435
Chr13 Complement NT_009952.13 GGGACAGACTGACCT 25331412 LOC349925 25324603 25289668 -6809 25324603 25289668 -6809 25324603 25289668 -6809
Chr1 Complement NT_032968.5 AGGTCAGGCTGGCCA 34180 FLJ20531 27383 18306 -6797 27372 18306 -6808 26609 18510 -7571
Chr12 Complement NT_029419.10 GGCTCACTGTGACCT 18733390 SMARCC2 18726583 18699456 -6807 18726583 18700418 -6807 18726551 18700779 -6839
Chr1 Normal NT_019273.15 AGGCCAGAATGACCA 3694485 LOC284467 3701291 3708104 -6806 3701291 3708104 -6806 3703106 3707552 -8621
Chr7 Normal NT_007933.12 GGGCCATTCTGACCC 1159394 HSPB1 1166108 1167888 -6714 1166199 1167888 -6805 1166306 1167766 -6912
Chr19 Complement NT_011109.15 GGGCCGTGCTGACCT 28066723 HSPBP1 28059939 28041783 -6784 28059918 28041789 -6805 28059166 28042166 -7557
Chr1 Complement NT_004836.14 TGGTCAGGCTGGCCT 6270642 RGS7 6263837 5682174 -6805 6263837 5682230 -6805 6262435 5682822 -8207
Chr15 Normal NT_010274.15 TGGTCAGTGTGACAC 11950233 LOC339027 11957036 11993797 -6803 11957036 11993797 -6803 11957036 11993797 -6803
Chr16 Normal NT_010393.13 TGGTCAAGCTGATCT 19853780 P8 19860459 19862306 -6679 19860583 19862251 -6803 19860685 19861573 -6905
Chr15 Complement NT_010194.15 TGGTCAGGCTGGCCT 36880761 IRLB 36873959 36742332 -6802 36873959 36742332 -6802 36838161 36743562 -42600
Chr1 Complement NT_077386.2 AGGGCAGCTTGACCA 998833 RHBDL2 1014492 958989 15659 992031 958989 -6802 991872 959197 -6961



ChrX Normal NT_077819.2 CGGTCACAGTGAGCT 1784123 FLJ11116 1740015 1843864 44108 1790924 1843864 -6801 1790987 1837532 -6864
Chr9 Normal NT_008470.15 GGGTCAGGGCGCCCC 4408627 NR4A3 4410556 4455592 -1929 4415428 4455592 -6801 4416744 4452568 -8117
Chr9 Normal NT_008470.15 GGGTCAGGGCGCCCC 4408627 NR4A3 4410556 4455592 -1929 4415428 4455592 -6801 4415472 4452568 -6845
Chr20 Complement NT_028392.4 AGGTCATAAAGACCT 4837843 LOC343708 4831044 4829949 -6799 4831044 4829949 -6799 4831044 4829949 -6799
Chr7 Normal NT_007758.10 AGATCAGCCTGACCA 12098809 GTF2I 12105280 12208264 -6471 12105607 12164627 -6798 12136705 12206410 -37896
Chr6 Normal NT_025741.12 AGGTCGCAGTGAGCC 30405263 MDS024 30412039 30464847 -6776 30412060 30464847 -6797 30412126 30434245 -6863
ChrX Complement NT_011812.12 CAGTCACACTGACCT 4723666 KAL1 4716871 4513559 -6795 4716871 4513559 -6795 4716721 4517680 -6945
Chr17 Complement NT_010755.13 GGGCCAACCTGACCA 4563361 GPR2 4556568 4554159 -6793 4556568 4554159 -6793 4556564 4554294 -6797
Chr16 Normal NT_010552.13 GGCTCATTGCGACCT 2342959 KIAA0420 2349752 2410587 -6793 2349752 2410587 -6793 2350759 2406405 -7800
Chr2 Complement NT_005403.13 AGGCCATCCTGACCA 54566176 ALS2CR9 54559470 54460003 -6706 54559385 54468691 -6791 54519413 54468910 -46763
Chr19 Complement NT_011255.13 GGGTGGCCGTGACCC 2668155 DIRAS1 2661364 2654566 -6791 2661364 2654566 -6791 2657804 2657208 -10351
Chr3 Normal NT_005999.15 TGGTCCCACTGACCT 941230 DKFZP564O243 944365 954147 -3135 948017 954147 -6787 948086 953967 -6856
Chr4 Normal NT_016354.15 GGGTCATCTTGATCC 35885830 ENPEP 35892455 35978553 -6625 35892617 35977887 -6787 35892701 35977844 -6871
Chr2 Complement NT_022184.12 GGATCAGGCTGACCA 47302366 PPP3R1 47295579 47221921 -6787 47295579 47221921 -6787 47295191 47224027 -7175
Chr17 Normal NT_010718.13 GTGTCAGCTTGACCA 4696411 LOC350407 4703195 4798891 -6784 4703195 4798891 -6784 4703195 4798891 -6784
Chr14 Normal NT_026437.10 GGCTCATTCTGACCA 56972694 LOC122950 56979476 57020412 -6782 56979476 57020412 -6782 56979476 57020412 -6782
Chr8 Complement NT_015280.15 GGGTCATAACGACTC 379215 LOC346708 372434 352792 -6781 372434 352792 -6781 372434 352792 -6781
Chr16 Normal NT_010393.13 GGGTCAGCATGACCT 5639533 KIAA1243 5592793 5672848 46740 5646313 5672848 -6780 5671677 5672088 -32144
Chr7 Normal NT_007819.13 TGGTCATCTTGACTC 29611425 LOC223082 29618204 29700526 -6779 29618204 29700526 -6779 29618582 29695658 -7157
Chr4 Complement NT_016354.15 GGCTCACTGCGACCT 7914217 LOC345261 7907439 7906681 -6778 7907439 7906681 -6778 7907439 7906681 -6778
Chr2 Normal NT_005416.10 AGGTCATGATGAACC 1253104 PPP1R7 1258987 1292419 -5883 1259882 1292419 -6778 1259891 1292218 -6787
Chr9 Normal NT_008413.15 AGATCAGCCTGACCA 4662895 HARC 4669566 4696605 -6671 4669669 4696501 -6774 4669768 4696112 -6873
Chr3 Normal NT_005962.15 TGGGCAAACTGACCT 3796268 LOC344679 3803042 3858521 -6774 3803042 3858521 -6774 3803042 3858521 -6774
Chr17 Complement NT_010641.13 AGGTTACTGTGACCT 4987749 C17orf26 4980988 4534250 -6761 4980976 4534250 -6773 4977064 4535884 -10685
Chr2 Normal NT_005403.13 GGGTGAGAGTGACCA 45204694 LOC343982 45211467 45676302 -6773 45211467 45676302 -6773 45211575 45676302 -6881
Chr6 Complement NT_033951.3 TGGTCACACTGTCCC 3086062 BAT4 3079741 3075989 -6321 3079290 3075989 -6772 3078382 3076169 -7680
Chr6 Complement NT_034874.2 TGGTCACACTGTCCC 2943338 BAT4 2937007 2933266 -6331 2936566 2933266 -6772 2935658 2933446 -7680
ChrX Complement NT_011757.12 GGGTCTTTATGACCT 318745 LOC286479 311973 311114 -6772 311973 311114 -6772 311926 311321 -6819
Chr19 Complement NT_011255.13 AGGCCGAGGTGACCT 4002001 FBI1 4006881 3987666 4880 3995230 3987750 -6771 3995230 3987750 -6771
Chr10 Complement NT_008583.15 AGGACATCTTGACCA 21391482 LOC340892 21384711 21347245 -6771 21384711 21347245 -6771 21384711 21347245 -6771
Chr15 Complement NT_010194.15 AGGTCATTTTGATCT 5883390 ACTC 5877502 5869908 -5888 5876620 5872064 -6770 5876620 5872224 -6770
Chr20 Normal NT_011387.8 AGGTCAGAACAACCT 2957498 GNRH2 2964268 2966391 -6770 2964268 2966391 -6770 2965061 2966382 -7563
Chr2 Normal NT_022184.12 CGGTCCCCTCGACCC 17321715 LOC348679 17328485 17329491 -6770 17328485 17329491 -6770 17328485 17329491 -6770
Chr1 Complement NT_030561.9 AGATCAGCCTGACCA 606736 TARBP1 599966 512176 -6770 599966 512176 -6770 599966 512440 -6770
Chr9 Normal NT_008470.15 GGATCAAGCTGACCC 13712667 LOC347294 13719436 13723969 -6769 13719436 13723969 -6769 13719436 13723969 -6769
Chr8 Complement NT_078036.1 AGGTCTATCTGACCC 126037 LOC352463 119268 110659 -6769 119268 110659 -6769 119268 110659 -6769
Chr15 Normal NT_010194.15 GGGTCAAACTGACCT 4076831 LOC350127 4083599 4097210 -6768 4083599 4097210 -6768 4083599 4097210 -6768
Chr16 Normal NT_037887.3 GGGTCACCCCGGCCC 263861 ARHGDIG 270607 273701 -6746 270628 273701 -6767 270682 272815 -6821
Chr6 Complement NT_007592.13 TGGTCACACTGTCCC 22494484 BAT4 22488160 22484415 -6324 22487719 22484415 -6765 22486811 22484595 -7673
Chr6 Complement NT_007299.12 GGGTCACCTTGGCCA 27851889 GABRR2 27845125 27787410 -6764 27845125 27787410 -6764 27845055 27787560 -6834
Chr16 Normal NT_037887.3 GTGTCATGGTGACCC 159916 HBA1 166679 167520 -6763 166679 167520 -6763 166716 167410 -6800
Chr15 Normal NT_010194.15 TGGTCAGACTGGCCT 35916730 PP1628 35923460 35949571 -6730 35923493 35949571 -6763 35948317 35948727 -31587
Chr2 Complement NT_005403.13 AGGTGATGTTGACCA 20847515 HSPC133 20840753 20825929 -6762 20840753 20825929 -6762 20840445 20836947 -7070
Chr19 Normal NT_011109.15 TGGTTATTTTGACCT 12456402 PPL13 12463164 12468302 -6762 12463164 12468302 -6762 12463387 12468171 -6985
Chr2 Complement NT_005403.13 TGGTCAGGCTGATCT 82465235 LOC339755 82458474 82457816 -6761 82458474 82457816 -6761 82458470 82458099 -6765
Chr3 Normal NT_022517.15 ACGTCATAGTGACCA 11876377 LOC351428 11883138 11901566 -6761 11883138 11901566 -6761 11883138 11901566 -6761
Chr11 Complement NT_035113.4 GGGTCAGCAAGACCT 580472 KIAA1542 573712 537741 -6760 573712 537741 -6760 568666 538184 -11806
Chr13 Complement NT_077627.2 TGATCAACTTGACCT 48631 LOC348011 41873 15660 -6758 41873 15660 -6758 21105 15896 -27526
Chr17 Complement NT_010783.13 AGGTCAGCGCGCCCT 1218574 LOC90507 1211841 1208257 -6733 1211816 1208257 -6758 1211408 1208409 -7166
Chr14 Complement NT_026437.10 GGGTCACCCTGACCG 34350405 BMP4 34343650 34336495 -6755 34343650 34336495 -6755 34338978 34336788 -11427
Chr1 Complement NT_077383.2 AGGCCAGCCTGACCA 455035 P29 448281 438479 -6754 448281 438479 -6754 448265 439064 -6770
Chr14 Complement NT_026437.10 AGGTCAAAGTGAGCC 61334824 C14orf61 61345869 61216550 11045 61328072 61216550 -6752 61300760 61216570 -34064
Chr20 Complement NT_011333.5 AGGTCACCTTGCCCT 736130 CHRNA4 729378 713081 -6752 729378 713081 -6752 729147 714720 -6983
Chr2 Complement NT_022184.12 AGATCACTCTGACCC 28263157 LOC339793 28256406 28245178 -6751 28256406 28245178 -6751 28256338 28245566 -6819
Chr1 Normal NT_004668.15 AGGTCACCTGGACCC 3325400 LOC149498 3327587 3338619 -2187 3332150 3332766 -6750 3332298 3332716 -6898
Chr22 Complement NT_011523.9 GGGTCAGAGCCACCC 2401550 LOC343911 2394802 2376641 -6748 2394802 2376641 -6748 2394802 2376641 -6748
Chr5 Complement NT_023089.13 AGGTCACTCTGCCCC 4025716 LOC351794 4018968 3973227 -6748 4018968 3973227 -6748 4018968 3973227 -6748
Chr22 Complement NT_011521.2 GGGTCACAAAGACCT 361196 SULT4A1 354449 316491 -6747 354449 316491 -6747 354364 317983 -6832
Chr6 Normal NT_025741.12 AGCTCAAACTGACCT 36056159 ENPP3 36062871 36172982 -6712 36062904 36172632 -6745 36062954 36172525 -6795
Chr10 Complement NT_008705.14 GGGTCACTGCAACCT 2018434 LOC340897 2011689 2011360 -6745 2011689 2011360 -6745 2011689 2011360 -6745
Chr19 Normal NT_011295.10 AGGTCGCAGTGAGCC 10687682 KIAA0892 10694425 10731690 -6743 10694425 10731690 -6743 10694471 10729393 -6789
Chr7 Normal NT_007819.13 AGGTCAGCATGCCCC 1712383 LOC285918 1719126 1724072 -6743 1719126 1724072 -6743 1719302 1724072 -6919
Chr4 Complement NT_022853.14 GGGTCAGAATGAGCT 2199851 LOC345174 2193108 2192634 -6743 2193108 2192634 -6743 2193108 2192634 -6743
Chr15 Complement NT_035325.4 GGGTCTTTGTGACCT 2330606 ADAMTS17 2323864 1954898 -6742 2323864 1956207 -6742 2323841 1956344 -6765
Chr20 Normal NT_011362.8 AGGGCACAGTGACCC 22258178 LOC350938 22264920 22270939 -6742 22264920 22270939 -6742 22264920 22270939 -6742
Chr19 Complement NT_011255.13 AGGTCAGCCTGACCA 2601009 LOC284421 2594269 2591956 -6740 2594269 2591956 -6740 2592652 2592185 -8357
Chr8 Complement NT_008127.14 GGTTCATTTTGACCC 44670 JRK 37931 30496 -6739 37931 30496 -6739 34019 32313 -10651
Chr10 Complement NT_030059.10 AGGTTATAGTGACCT 15899007 DKFZP564D116 15892458 15861718 -6549 15892269 15861732 -6738 15891280 15862382 -7727
Chr19 Complement NT_011109.15 GGGACACGCTGACCA 10035021 LOC284412 10028283 10025061 -6738 10028283 10025061 -6738 10027275 10026871 -7746
Chr22 Normal NT_011520.9 AGGCCAACCTGACCG 17384683 MGC3731 17391415 17398535 -6732 17391421 17398532 -6738 17391454 17396397 -6771
Chr15 Complement NT_010194.15 TGCTCACCATGACCT 42427204 LOC88066 42420468 42419342 -6736 42420468 42419342 -6736 42420450 42419896 -6754
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 23183669 SPIB 23190405 23200436 -6736 23190405 23200436 -6736 23190410 23199532 -6741
Chr20 Complement NT_011387.8 AGGTCGCAGTGAGCC 3289710 LOC284761 3282976 3281682 -6734 3282976 3281682 -6734 3282703 3281726 -7007
Chr15 Normal NT_010274.15 AGGGCAGGGTGACCT 8814534 LOC342145 8821268 8923791 -6734 8821268 8923791 -6734 8821268 8923791 -6734
Chr12 Normal NT_078091.1 AGGTCACAGTGAGCT 106086 U1SNRNPBP 112304 121051 -6218 112820 121048 -6734 120202 120942 -14116
Chr17 Complement NT_010718.13 AGATCAGCCTGACCA 12351113 HS3ST3A1 12344381 12238143 -6732 12344381 12238143 -6732 12343583 12238651 -7530
Chr14 Complement NT_026437.10 GGGACATCCTGACCT 37203953 OTX2 37197225 37187468 -6728 37197225 37187468 -6728 37192215 37188494 -11738
Chr5 Normal NT_034772.4 TGTTCACCCTGACCC 35447144 LOC133768 35453871 35539098 -6727 35453871 35539098 -6727 35453871 35539098 -6727
Chr16 Normal NT_037887.3 GGGTGAGAGTGACCC 648759 LOC197336 651066 657830 -2307 655482 657828 -6723 655572 657590 -6813
Chr1 Complement NT_004391.15 AGGCCACCATGACCC 157741 UPLC1 151408 95403 -6333 151018 95403 -6723 150973 96696 -6768
Chr5 Normal NT_023133.11 TGGTCACTCTGATCC 17135107 KIAA1181 17070809 17189269 64298 17141829 17154920 -6722 17142044 17151667 -6937
Chr17 Normal NT_010783.13 AGGTCACAGTGAGCC 1013754 KPNB1 1020452 1054203 -6698 1020474 1054203 -6720 1020810 1052969 -7056
Chr18 Complement NT_025004.13 TGGTCAGGTTGATCT 1089995 LOC342757 1083275 1036278 -6720 1083275 1036278 -6720 1083275 1036278 -6720
Chr11 Complement NT_035113.4 GGGGCAAGGCGACCC 312314 TM4SF7 305626 281356 -6688 305594 281356 -6720 298150 281835 -14164
Chr13 Complement NT_009952.13 AGGTCACTCCTACCC 13165166 LOC349899 13158448 13149831 -6718 13158448 13149831 -6718 13158448 13149831 -6718
Chr20 Complement NT_011362.8 AGGTCAGCGGGACCG 10087036 ELMO2 10088179 10047600 1143 10080319 10047600 -6717 10076029 10048907 -11007
Chr5 Complement NT_023133.11 AGGTCGCAGTGAGCC 20632656 HSPC111 20625939 20620535 -6717 20625939 20620535 -6717 20625126 20620818 -7530
Chr4 Complement NT_016354.15 GGGTCAGGATCACCA 40187768 LOC344976 40181052 40130439 -6716 40181052 40130439 -6716 40181052 40130439 -6716
Chr6 Complement NT_007592.13 GGGACGCCGTGACCT 17965541 HIST1H2BJ 17958826 17958346 -6715 17958826 17958346 -6715 17958780 17958400 -6761
Chr19 Complement NT_011109.15 GGGTCACTCTGACGC 10421246 KIAA0961 10414531 10391607 -6715 10414531 10391607 -6715 10406941 10394100 -14305
Chr16 Normal NT_024797.13 GTGTCAACTTGACCG 2742414 LOC342412 2749129 2853515 -6715 2749129 2853515 -6715 2749129 2853515 -6715
Chr1 Complement NT_004511.15 AGGTCACTGTGGCCT 6736774 CSF3R 6730086 6713195 -6688 6730060 6713195 -6714 6726648 6713248 -10126
Chr2 Complement NT_022184.12 TGGGCACAGTGACCT 66508760 LOC285071 66502046 66492575 -6714 66502046 66492575 -6714 66492911 66492588 -15849



Chr12 Normal NT_029419.10 TGGTCAGAGTGATCT 20313151 TSFM 20319865 20334666 -6714 20319865 20333823 -6714 20319891 20333672 -6740
Chr4 Normal NT_037622.3 GGGTCACTTTGGCCT 989369 FGFRL1 994770 1010515 -5401 996082 1010515 -6713 996104 1008965 -6735
Chr9 Normal NT_023935.15 CAGTCACCATGACCT 2272919 LOC347104 2279632 2306948 -6713 2279632 2306948 -6713 2279632 2306948 -6713
Chr19 Normal NT_011109.15 AGGTCACCGCCACCC 30936550 LOC348329 30943262 30946615 -6712 30943262 30946615 -6712 30943262 30946615 -6712
Chr16 Normal NT_010505.13 TGGACATCATGACCT 2423688 ADCY7 2430399 2459841 -6711 2430399 2459841 -6711 2430664 2457989 -6976
Chr2 Normal NT_005334.13 AGGTCTTTGTGACCT 5263024 HPCAL1 5269693 5394436 -6669 5269734 5394436 -6710 5386578 5393641 -123554
Chr16 Normal NT_037887.3 AGGTCACCGCGAGCC 2457738 LOC350366 2464448 2469137 -6710 2464448 2469137 -6710 2464448 2469137 -6710
Chr10 Complement NT_030059.10 AGGTCACACTGACAG 40410659 LOC340720 40403950 40374494 -6709 40403950 40374494 -6709 40403950 40374494 -6709
Chr14 Normal NT_026437.10 TGGTCAGGCTGGCCT 83505998 TNFAIP2 83509543 83523817 -3545 83512705 83523817 -6707 83512836 83521738 -6838
Chr18 Complement NT_010966.13 AGGTTGTGGTGACCC 25043048 KIAA1632 25036342 24919574 -6706 25036342 24976932 -6706 25036307 24977013 -6741
Chr4 Complement NT_022853.14 AGGTCACTCCCACCC 1770956 LNX 1797607 1665351 26651 1764250 1665351 -6706 1764015 1666957 -6941
Chr4 Normal NT_006051.15 GGGTCACTCCCACCC 1568532 C4orf6 1575237 1577879 -6705 1575237 1577879 -6705 1575412 1576412 -6880
Chr1 Normal NT_019273.15 AGGTCACAGCCACCT 3694586 LOC284467 3701291 3708104 -6705 3701291 3708104 -6705 3703106 3707552 -8520
Chr14 Complement NT_026437.10 AGGTGAAAGTGACCA 81015090 LOC338932 81008386 80959718 -6704 81008386 80959718 -6704 81008386 80959718 -6704
Chr8 Normal NT_078037.1 AGGTCATAAAGACCT 369682 CA3 376384 387200 -6702 376384 387200 -6702 377065 386308 -7383
Chr19 Complement NT_011295.10 GGGTCATGGTGCCCC 2957997 ACP5 2952579 2948279 -5418 2951298 2948279 -6699 2950934 2948627 -7063
ChrX Complement NT_019686.7 AGATCAGCCTGACCA 1332626 IDS 1353592 1302749 20966 1325927 1302749 -6699 1325657 1303268 -6969
Chr19 Complement NT_011109.15 TGGTCAGCATGACCA 27965803 SYT5 27959866 27952659 -5937 27959105 27952659 -6698 27958599 27953042 -7204
Chr19 Normal NT_011295.10 TGCTCACACTGACCC 3442581 LOC90591 3449277 3453963 -6696 3449277 3453963 -6696 3449299 3450738 -6718
Chr2 Complement NT_022184.12 GGGTCATACTGGCCT 3121936 CGI-110 3115243 3106387 -6693 3115243 3106387 -6693 3115032 3106565 -6904
Chr21 Complement NT_011512.8 GGGTCAAGATGGCCA 7466915 LOC254620 7460222 7459132 -6693 7460222 7459132 -6693 7460222 7459132 -6693
Chr3 Normal NT_005612.13 GGGTGGGAGTGACCC 62402038 KCNAB1 62237888 62656083 164150 62408730 62655933 -6692 62260508 62654076 141530
Chr20 Normal NT_011362.8 AGGTCAGATTGACTT 8584926 LOC200226 8591618 8612585 -6692 8591618 8612585 -6692 8591700 8612094 -6774
Chr1 Complement NT_004852.15 GGGACAGAGTGACCC 1847230 LOC339542 1840538 1840122 -6692 1840538 1840122 -6692 1840538 1840122 -6692
Chr20 Normal NT_028392.4 GGGTCATTCTGCCCA 3974532 MMP24 3981224 4031319 -6692 3981224 4029618 -6692 3981224 4028933 -6692
Chr21 Normal NT_011512.8 AGATCAGCCTGACCA 25186454 LOC343786 25193145 25203477 -6691 25193145 25203477 -6691 25193324 25203477 -6870
Chr3 Normal NT_022459.12 GGGTAAACATGACCC 3432353 LOC344589 3439044 3469904 -6691 3439044 3469904 -6691 3439044 3469904 -6691
Chr7 Normal NT_007933.12 TGGCCAGGCTGACCT 41334839 CAV1 41341529 41377920 -6690 41341529 41377920 -6690 41341807 41376031 -6968
Chr19 Normal NT_011109.15 GGGTCACTTCTACCC 27315467 FLJ00060 27322157 27325212 -6690 27322157 27325212 -6690 27322783 27323127 -7316
Chr16 Complement NT_010552.13 AGGTCACAGTGAGCT 5969855 LOC283953 5963165 5960443 -6690 5963165 5960443 -6690 5963164 5960715 -6691
Chr9 Normal NT_008470.15 GGGTCACTTTAACCA 27631220 PRO0767 27637909 27639512 -6689 27637909 27639512 -6689 27638811 27638948 -7591
Chr1 Complement NT_004559.10 AGGTCACAACGACCC 2133031 HIST3H3 2126344 2125864 -6687 2126344 2125864 -6687 2126344 2125934 -6687
Chr19 Complement NT_011295.10 GGGTCATTGTGGCCT 213116 LOC350626 206429 197265 -6687 206429 197265 -6687 204879 197265 -8237
Chr21 Normal NT_011515.10 AGATCAGGGTGACCT 859549 C21orf33 866234 878343 -6685 866234 878330 -6685 866318 877569 -6769
Chr5 Complement NT_023089.13 GGGTCAAGCTGGCCC 6848432 LOC345697 6841748 6804913 -6684 6841748 6804913 -6684 6841748 6804913 -6684
Chr4 Complement NT_016606.15 AGGTCAAGATTACCC 775704 LOC339954 769021 697317 -6683 769021 697317 -6683 769021 697317 -6683
Chr4 Complement NT_016354.15 GGGTCAGTCCGTCCT 36046067 PITX2 36058302 36033712 12235 36039384 36033712 -6683 36038746 36034411 -7321
Chr20 Normal NT_011362.8 AGATCAGCCTGACCA 9466816 C20orf167 9473498 9492966 -6682 9473498 9492966 -6682 9473552 9492742 -6736
Chr8 Normal NT_077531.2 AGGTTGCAGTGACCC 3930607 NEIL2 3937176 3954886 -6569 3937289 3954886 -6682 3938989 3953814 -8382
Chr6 Normal NT_034880.2 GGCTCAAGCCGACCC 1323388 FOXF2 1330068 1335831 -6680 1330068 1335831 -6680 1330182 1335093 -6794
Chr18 Complement NT_010859.12 AGGTCGCAGTGAGCC 3008626 LPIN2 3001946 2906995 -6680 3001946 2906995 -6680 2950839 2910292 -57787
ChrX Normal NT_011757.12 GGGTCACTCCCACCC 14733896 LOC139422 14740574 14755598 -6678 14740574 14755598 -6678 14753891 14754934 -19995
Chr3 Complement NT_005927.15 TGGTAAAGGTGACCT 14517380 KIAA1719 14510703 14459472 -6677 14510703 14459472 -6677 14488175 14464026 -29205
Chr15 Complement NT_010274.15 GGCTCAGGCTGACCT 4985745 LOC342235 4979068 4925816 -6677 4979068 4925816 -6677 4979068 4925816 -6677
Chr13 Complement NT_009799.12 AGGTCAGCGTCACCA 5054476 LOC341770 5047800 5020304 -6676 5047800 5020304 -6676 5047800 5020304 -6676
Chr5 Complement NT_023133.11 GGGTCACCTTGAGCT 21053825 LOC351845 21047149 21032859 -6676 21047149 21032859 -6676 21047149 21032859 -6676
Chr13 Complement NT_027140.5 AGGTCTCTGTGACCA 1365664 FLJ11305 1360461 1327897 -5203 1358989 1327932 -6675 1358954 1328518 -6710
Chr22 Normal NT_011523.9 GGGTCACTGCAACCT 1314532 LOC339685 1321205 1349173 -6673 1321205 1349173 -6673 1346562 1346897 -32030
Chr8 Normal NT_077531.2 GGGTCGTTTTCACCT 3737404 C8orf14 3744076 3748882 -6672 3744076 3748882 -6672 3748411 3748689 -11007
Chr16 Normal NT_010498.13 AGGTTGCAGTGACCT 20274892 CHST4 20281564 20293994 -6672 20281564 20293919 -6672 20292084 20293244 -17192
Chr1 Complement NT_004668.15 TGGTCAGATTGCCCC 982129 HSA243666 981336 968236 -793 975459 970883 -6670 975453 972746 -6676
Chr8 Normal NT_028251.10 AGGTCAACCTGTCCC 6656366 KIAA0870 6663036 6730220 -6670 6663036 6730215 -6670 6663124 6728649 -6758
Chr6 Normal NT_025741.12 AGGTCATCATAACCA 33302101 LAMA2 33308771 33942137 -6670 33308771 33942137 -6670 33308820 33941921 -6719
Chr9 Complement NT_024000.15 GGGTCAGGCTCACCT 400653 LOC158062 393984 383699 -6669 393984 383699 -6669 393040 390193 -7613
Chr20 Complement NT_011387.8 AGGTCACACAGACCA 767319 RPS10L 760651 760041 -6668 760651 760041 -6668 0 0 -767319
Chr11 Normal NT_033899.5 GGGTCAAGGCAACCC 15701452 LOC283140 15708117 15776923 -6665 15708117 15776923 -6665 15775317 15775781 -73865
Chr4 Complement NT_016354.15 TGGTTAAGGTGACCT 37708834 T2BP 37702169 37692305 -6665 37702169 37692305 -6665 37694702 37694148 -14132
Chr12 Complement NT_019546.15 AGGTCAGAGAGACCT 18404584 LOC91344 18397921 18396927 -6663 18397921 18396927 -6663 18397641 18397057 -6943
Chr22 Complement NT_030872.2 CGGTCATCAAGACCC 137367 LOC164729 130707 25959 -6660 130707 25959 -6660 130344 129808 -7023
Chr6 Complement NT_007422.12 TGGTCATCATGGCCT 2973960 SLC22A2 2967300 2879434 -6660 2967300 2925131 -6660 2967130 2925805 -6830
Chr1 Normal NT_032977.5 AGGTGACAGTGACCT 6802131 DIO1 6808773 6825670 -6642 6808790 6825670 -6659 6808796 6824584 -6665
Chr6 Normal NT_034880.2 AGGGCACCGTGACCA 325101 IRF4 331739 351439 -6638 331760 351193 -6659 333153 347598 -8052
Chr11 Normal NT_033899.5 AGGGCATATTGACCT 5731701 BIRC3 5732057 5752306 -356 5738359 5752288 -6658 5739083 5751675 -7382
Chr1 Complement NT_004547.15 AGGTGGAGCTGACCT 118716 LOC343371 112058 41292 -6658 112058 41292 -6658 112058 41292 -6658
Chr18 Complement NT_010879.13 GGGTCATTCAGACCT 1983369 DIM1 1976749 1961049 -6620 1976712 1961049 -6657 1976572 1961865 -6797
Chr12 Normal NT_009714.15 AGGTCGCTGTGAGCT 8451604 PTPRO 8234271 8509309 217333 8458260 8509309 -6656 8461131 8506949 -9527
Chr1 Normal NT_004668.15 AGGTCAGGGTGCCCC 74376 SNAPAP 80985 84137 -6609 81032 84137 -6656 81052 83609 -6676
Chr6 Complement NT_007592.13 GGGTCAACACCACCC 48763165 LOC346246 48756511 48704571 -6654 48756511 48704571 -6654 48756511 48704571 -6654
Chr6 Normal NT_025741.12 AGGTCAAATCGACTT 23319713 DKFZP547E2110 23326364 23334765 -6651 23326364 23334765 -6651 23326364 23333214 -6651
Chr19 Normal NT_011295.10 GGGTGGATTTGACCT 10003989 FLJ11078 10010640 10044104 -6651 10010640 10044104 -6651 10010667 10042857 -6678
ChrX Complement NT_011786.13 AGGTCACTGTAACCT 10631048 LOC93380 10624441 10612494 -6607 10624397 10612494 -6651 10624097 10615446 -6951
Chr1 Normal NT_004873.14 AGGTCACTCTGGCCT 1621140 KIAA1026 1302365 1770221 318775 1627790 1769737 -6650 1628026 1769458 -6886
Chr7 Complement NT_023629.12 AGTTCAGCATGACCA 223027 LOC257444 216713 214860 -6314 216379 214860 -6648 215980 215495 -7047
Chr8 Normal NT_008183.16 AGGTCACTATAACCT 15886435 LOC346972 15893083 15923462 -6648 15893083 15923462 -6648 15893083 15923462 -6648
Chr2 Normal NT_022184.12 TGGTCAAATTGATCT 56366026 LOC344035 56372673 56491709 -6647 56372673 56491709 -6647 56372673 56491709 -6647
Chr12 Normal NT_019546.15 TGGTCACTGTGACAT 28977054 KIAA1033 28983682 29045094 -6628 28983700 29045094 -6646 28983769 29042899 -6715
Chr19 Complement NT_011109.15 AGGTCATTTTGCCCC 1606454 LOC126404 1599808 1551719 -6646 1599808 1551719 -6646 1599808 1551719 -6646
ChrX Normal NT_011651.13 TGGTGAGTGTGACCT 23133145 SRPUL 23139759 23166858 -6614 23139791 23166858 -6646 23141886 23166550 -8741
Chr1 Normal NT_004836.14 GGCTCACTGCGACCT 260543 LOC348437 267188 268989 -6645 267188 268989 -6645 267262 268989 -6719
Chr13 Complement NT_024524.12 GGGTGGGAGTGACCC 44395654 LOC91818 44389009 44386383 -6645 44389009 44386383 -6645 44388161 44387262 -7493
Chr7 Normal NT_007914.12 GGGTCATCTCCACCC 10020571 LOC346539 10027215 10063992 -6644 10027215 10063992 -6644 10032012 10035406 -11441
Chr13 Complement NT_009799.12 AGGTCGCAGTGAGCC 2510245 LOC341761 2503603 2475816 -6642 2503603 2475816 -6642 2503603 2475816 -6642
Chr2 Normal NT_005334.13 TGGCCAAAGTGACCC 4383921 CPSF3 4390486 4439921 -6565 4390562 4439921 -6641 4390597 4439839 -6676
Chr9 Normal NT_008476.14 GGGTGGGAGTGACCC 2989274 LOC340518 2995914 3004739 -6640 2995914 3004739 -6640 2995914 3004739 -6640
Chr7 Complement NT_007819.13 TGGTCACTCTGCCCT 47286793 PKD1L1 47280153 47106789 -6640 47280153 47106789 -6640 47280153 47106857 -6640
Chr21 Normal NT_011512.8 TGGCCAGTTTGACCT 490342 LOC339608 496981 511468 -6639 496981 511468 -6639 496981 511468 -6639
Chr2 Complement NT_022184.12 AGGTTGCAGTGACCC 64552524 LOC339718 64545885 64534628 -6639 64545885 64534628 -6639 64545885 64534628 -6639
Chr5 Normal NT_023133.11 TGGTCACTTTGTCCC 124757 LOC348937 131396 133038 -6639 131396 133038 -6639 131537 133003 -6780
Chr7 Normal NT_007819.13 AGGTCACACTTACCA 22432371 SBBI26 22439010 22508644 -6639 22439010 22508529 -6639 22451138 22507525 -18767
Chr5 Complement NT_006713.13 GGCTCAGAGCGACCC 17577793 MEF2C 17592001 17406191 14208 17571156 17408298 -6637 17511737 17410553 -66056
Chr17 Normal NT_010641.13 TGGCCATTGTGACCT 6657808 FLJ20255 6664443 6727693 -6635 6664443 6727693 -6635 6665274 6727044 -7466
Chr6 Complement NT_007592.13 TGGTCAGCTTGTCCT 30094078 KCNK16 30087443 30079609 -6635 30087443 30079609 -6635 30087443 30079905 -6635
Chr19 Complement NT_011295.10 GGGTCAGCATGGCCA 2573037 KIAA1518 2571269 2537750 -1768 2566402 2540561 -6635 2566396 2543331 -6641



Chr11 Complement NT_035113.4 AGGTCTTGCTGACCC 580346 KIAA1542 573712 537741 -6634 573712 537741 -6634 568666 538184 -11680
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCT 28006942 LOC145783 28000308 27967979 -6634 28000308 27967979 -6634 27969669 27969178 -37273
Chr9 Complement NT_008470.15 GTGTCAAGCCGACCT 29362825 NR6A1 29356211 29105041 -6614 29356191 29105041 -6634 29356033 29107619 -6792
Chr10 Complement NT_030059.10 AGGTCAAGGTGAGCT 20472570 FLJ10998 20465995 20430613 -6575 20465937 20430615 -6633 20465908 20431542 -6662
Chr10 Complement NT_024040.14 AGGCCGGGCTGACCC 534094 LOC338545 527461 519301 -6633 527461 519301 -6633 519967 519683 -14127
Chr20 Complement NT_011387.8 TGTTCATAATGACCC 7799712 LOC343651 7793079 7752685 -6633 7793079 7752685 -6633 7785795 7752685 -13917
Chr17 Complement NT_010783.13 AGCTCATCCTGACCT 13456050 FLJ22087 13449418 13413527 -6632 13449418 13413527 -6632 13443586 13413906 -12464
Chr19 Normal NT_011109.15 AGGTCGCAGTGAGCT 24907826 LOC147655 24914417 24914828 -6591 24914458 24914828 -6632 24914486 24914779 -6660
ChrY Normal NT_011875.9 AGGTCAGTCTCACCT 6057799 LOC340619 6064431 6074486 -6632 6064431 6074486 -6632 6064431 6074486 -6632
Chr16 Normal NT_024812.10 GGGTCTCCCTGACCA 2951188 LOC342424 2957820 2958725 -6632 2957820 2958725 -6632 2957820 2958725 -6632
Chr6 Complement NT_025741.12 AGGCCAGCCTGACCA 16824012 LOC345882 16817380 16789053 -6632 16817380 16789053 -6632 16817380 16789053 -6632
Chr3 Normal NT_005999.15 AGCTCACTATGACCT 474134 LOC344912 480765 482238 -6631 480765 482238 -6631 480765 482238 -6631
Chr11 Normal NT_033903.5 GGGTCAACCCGGCCC 9153506 KCNK4 9159822 9173496 -6316 9160136 9168732 -6630 9160512 9168453 -7006
Chr11 Normal NT_033903.5 GGGTCAACCCGGCCC 9153506 KCNK4 9159822 9173496 -6316 9160136 9168732 -6630 9161746 9168453 -8240
Chr6 Complement NT_007592.13 AGGCCAACGTGACCA 24905198 GRM4 24898570 24786755 -6628 24898570 24786755 -6628 24898400 24787725 -6798
Chr19 Normal NT_011255.13 AGGTTGCAGTGACCC 907192 LOC148078 913817 915742 -6625 913817 915742 -6625 914547 915200 -7355
Chr20 Normal NT_011362.8 GGCTCAAAATGACCC 20888136 LOC284754 20894761 20910959 -6625 20894761 20910959 -6625 20910547 20910942 -22411
Chr2 Normal NT_005403.13 AGGTGATTCTGACCT 73315575 FLJ32447 73322199 73329269 -6624 73322199 73329269 -6624 73327955 73328446 -12380
Chr20 Normal NT_011362.8 GAGTCAGGCTGACCT 9532541 C20orf164 9539164 9560675 -6623 9539164 9560675 -6623 9539373 9560196 -6832
Chr12 Complement NT_029419.10 AGGTCACAGCCACCC 10342852 HDAC7A 10357662 10319815 14810 10336229 10319815 -6623 10336014 10320930 -6838
Chr7 Complement NT_007819.13 TGCTCAGGGTGACCC 21287791 DKFZp762L0311 21281169 21236170 -6622 21281169 21236170 -6622 21281074 21241673 -6717
Chr8 Normal NT_008127.14 GGTTCATTTTGACCC 41439 PSCA 38282 50684 3157 48061 50684 -6622 49936 50505 -8497
Chr17 Normal NT_010641.13 TGGTCAGGCTGGCCT 2204514 LOC350375 2211134 2316421 -6620 2211134 2316421 -6620 2211134 2316421 -6620
ChrY Complement NT_011875.9 AGGTGAGACTGACCT 6346683 LOC340620 6340064 6330010 -6619 6340064 6330010 -6619 6340064 6330010 -6619
Chr2 Complement NT_022184.12 AGTTCAATATGACCC 53430513 DCTN1 53434928 53404214 4415 53423896 53404214 -6617 53417411 53404558 -13102
Chr3 Complement NT_005927.15 TAGTCAGCCTGACCC 8478795 LOC152319 8472178 8465212 -6617 8472178 8465212 -6617 8472169 8469201 -6626
Chr16 Complement NT_024797.13 AGGTAATTCTGACCA 2516608 LOC342410 2509991 2506885 -6617 2509991 2506885 -6617 2509991 2506885 -6617
Chr2 Complement NT_022184.12 GCGTCAGAGTGACCT 21984781 LOC344121 21978164 21893681 -6617 21978164 21893681 -6617 21978164 21893681 -6617
Chr2 Complement NT_026970.9 AGGCCAGCCTGACCA 1612177 FLJ20507 1605561 1590141 -6616 1605561 1590141 -6616 1604948 1593375 -7229
Chr6 Complement NT_007592.13 AGGTCACTCCCACCC 40363650 LOC352146 40357034 40330813 -6616 40357034 40330813 -6616 40344952 40330813 -18698
Chr8 Complement NT_007995.13 GTGTCAACTTGACCA 4045027 LOC352473 4038411 4037707 -6616 4038411 4037707 -6616 4038411 4037707 -6616
Chr7 Complement NT_007914.12 AGGTCAGATTGTCCT 11270972 FLJ39415 11264357 11254486 -6615 11264357 11254486 -6615 11264281 11260146 -6691
Chr22 Complement NT_011523.9 TGGCCAGAGTGACCC 68173 LOC351065 61558 57639 -6615 61558 57639 -6615 61558 57639 -6615
Chr9 Complement NT_008470.15 GTGTCAAGCCGACCT 29362825 NR6A1 29356211 29105041 -6614 29356211 29105041 -6614 29356033 29107619 -6792
Chr11 Normal NT_009237.15 TGGTCAGGCTGGCCT 38623459 DDB2 38630072 38654348 -6613 38630072 38654322 -6613 38630247 38653959 -6788
Chr14 Normal NT_026437.10 GGGTCAGATAGACCC 56879417 LOC283574 56886030 56888219 -6613 56886030 56888219 -6613 56887607 56887939 -8190
Chr10 Normal NT_017795.15 GGGTCATGTTGGCCA 18695 LOC349465 25304 36495 -6609 25304 36495 -6609 25304 36495 -6609
Chr1 Normal NT_019273.15 AGGTCAAGTTCACCC 1166396 LOC199813 1173004 1175424 -6608 1173004 1175424 -6608 1173042 1175281 -6646
Chr19 Complement NT_011109.15 TGGCCAGCATGACCT 8617565 NPHS1 8610957 8585075 -6608 8610957 8585075 -6608 8610957 8585634 -6608
Chr8 Normal NT_007995.13 AGGCCAGCCTGACCA 356553 LOC346856 363160 419287 -6607 363160 419287 -6607 363160 419287 -6607
Chr19 Normal NT_011109.15 AGGCCAGTCTGACCA 30775859 LOC348328 30782466 30789356 -6607 30782466 30789356 -6607 0 0 30775859
Chr15 Complement NT_010194.15 AGATCAGTCTGACCA 13545948 ZFP106 13539341 13494633 -6607 13539341 13494633 -6607 13539014 13499113 -6934
Chr16 Complement NT_037887.3 AGGTCATCTTGATCT 1768159 NME3 1761730 1760323 -6429 1761554 1760346 -6605 1761536 1760651 -6623
Chr11 Normal NT_009237.15 AGATCAGCATGACCA 35511599 EXT2 35518203 35668078 -6604 35518203 35668078 -6604 35530367 35666941 -18768
Chr11 Complement NT_009237.15 GGTTCACTGTGACCG 39000671 FLJ10450 38994087 38987309 -6584 38994067 38987309 -6604 38993110 38988041 -7561
Chr11 Complement NT_009237.15 GGTTCACTGTGACCG 39000671 FLJ10450 38994087 38987309 -6584 38994067 38987309 -6604 38994062 38988674 -6609
Chr18 Complement NT_010966.13 GGCTCACTGTGACCT 6529163 LOC342697 6522560 6420440 -6603 6522560 6420440 -6603 6522560 6420440 -6603
Chr5 Complement NT_029289.9 AGGACAAATTGACCA 13109828 LOC133635 13103226 13038216 -6602 13103226 13038216 -6602 13103226 13038216 -6602
Chr19 Normal NT_011295.10 GGGTCACTGCAACCT 14966010 LOC126468 14972610 14973697 -6600 14972610 14973697 -6600 14972610 14973697 -6600
Chr7 Normal NT_007914.12 GGGTCACACAGACCC 12259039 GALNT11 12265635 12362195 -6596 12265635 12362195 -6596 12334084 12361533 -75045
Chr5 Complement NT_077451.2 AGGTCTTTATGACCT 3692646 LOC340051 3686050 3676452 -6596 3686050 3676452 -6596 3686050 3676452 -6596
Chr15 Complement NT_010194.15 TGGTCAAGCTGACTT 23943837 LOC342040 23937243 23876609 -6594 23937243 23876609 -6594 23937243 23876609 -6594
Chr19 Complement NT_011255.13 CTGTCATCCTGACCC 407436 SLI 400842 356590 -6594 400842 356590 -6594 380929 358928 -26507
Chr17 Complement NT_010799.13 GGGTGGTCTTGACCT 1476806 MGC9564 1470549 1458661 -6257 1470213 1463046 -6593 1470126 1463667 -6680
Chr1 Complement NT_004836.14 TGGTCATGCTGACCT 6549183 CHML 6542591 6540289 -6592 6542591 6540289 -6592 6542427 6540457 -6756
Chr7 Normal NT_007819.13 GGGTCATCCAGACCC 44899646 ADCY1 44905855 45045918 -6209 44906237 45045918 -6591 44906259 45045710 -6613
Chr6 Normal NT_025741.12 GGGTCGTACTGGCCT 23319773 DKFZP547E2110 23326364 23334765 -6591 23326364 23334765 -6591 23326364 23333214 -6591
Chr16 Normal NT_010393.13 AGGTCAGCCTGGCCA 13210684 LOC342293 13217274 13231796 -6590 13217274 13231796 -6590 13217274 13231796 -6590
ChrX Complement NT_011568.12 GGGTCATCCTGATCC 12663479 AKAP4 12656890 12646637 -6589 12656890 12646637 -6589 12654629 12646829 -8850
Chr1 Normal NT_004852.15 TGGCCAGGCTGACCT 2601962 MAST205 2608551 2841162 -6589 2608551 2841062 -6589 2608834 2840812 -6872
ChrX Normal NT_019686.7 GGGTCATCCTGATCA 314329 FMR2 320917 820985 -6588 320917 820985 -6588 321396 811654 -7067
Chr19 Normal NT_011109.15 AGGTTGCCATGACCT 13658756 CYP2G1 13665342 13674275 -6586 13665342 13674275 -6586 0 0 13658756
Chr10 Complement NT_030059.10 TGGTCAAGGTGGCCT 40321055 LOC349511 40314469 40260130 -6586 40314469 40260130 -6586 40314469 40260130 -6586
Chr17 Complement NT_010718.13 AGCTCACTGCGACCT 402493 SCARF1 395932 384050 -6561 395908 384050 -6585 395882 384943 -6611
Chr11 Complement NT_009237.15 GGTTCACTGTGACCG 39000671 FLJ10450 38994087 38987309 -6584 38994087 38988389 -6584 38994062 38988674 -6609
Chr19 Complement NT_011295.10 TGGGCAGTCTGACCC 11023802 GMIP 11017219 11003087 -6583 11017219 11003087 -6583 11017140 11003574 -6662
Chr18 Complement NT_010859.12 TGGTCTCCCTGACCT 9910515 LOC342687 9903935 9898536 -6580 9903935 9898536 -6580 9903807 9898536 -6708
Chr3 Normal NT_005825.15 AGGTCCCAGTGACCT 4426883 TMIE 4433460 4442838 -6577 4433460 4442838 -6577 4433615 4441814 -6732
Chr14 Complement NT_026437.10 TGGTCACACTTACCT 15786644 LOC122589 15780068 15771566 -6576 15780068 15771566 -6576 15780068 15771566 -6576
Chr6 Normal NT_007299.12 GGGTGGCAGTGACCC 18584124 LOC340170 18590700 18593778 -6576 18590700 18593778 -6576 18592571 18592858 -8447
Chr6 Complement NT_007422.12 GGTTCACCCCGACCT 3876929 FLJ23112 3870355 3868497 -6574 3870355 3868497 -6574 3869763 3869315 -7166
Chr20 Normal NT_011362.8 AGATCGTGATGACCT 8981906 RBPSUHL 8988406 8999377 -6500 8988478 8998514 -6572 8988478 8998513 -6572
Chr16 Complement NT_010505.13 CTGTCATGTTGACCC 3106303 LOC348179 3099732 3070780 -6571 3099732 3070780 -6571 3099732 3070780 -6571
Chr5 Normal NT_077451.2 AGGTCAAGATGTCCT 2332619 SQSTM1 2324655 2356342 7964 2339190 2356342 -6571 2339204 2354860 -6585
Chr16 Normal NT_010393.13 AGGTAACTTCGACCC 5319674 ERCC4 5326242 5354558 -6568 5326242 5354423 -6568 5326242 5354423 -6568
Chr2 Normal NT_022184.12 CGGTCACCTTGCCCC 16986972 FLJ32954 16968423 17110213 18549 16993539 17110213 -6567 16993655 17110066 -6683
Chr7 Complement NT_007819.13 GGGTCACACTGTCCA 7603922 ICA1 7597858 7448612 -6064 7597355 7448612 -6567 7571229 7449226 -32693
Chr9 Normal NT_024000.15 GGGCCACAGTGACCC 186591 LOC286254 193158 195274 -6567 193158 195274 -6567 194853 195230 -8262
Chr5 Normal NT_034772.4 AGGTCAGACTGCCCC 24056388 SNCAIP 24062841 24214798 -6453 24062954 24214770 -6566 24141851 24214212 -85463
Chr8 Normal NT_007995.13 AGGTCACAGTGAGCC 7805224 LOC346805 7811789 7872589 -6565 7811789 7872589 -6565 7811789 7872589 -6565
Chr17 Normal NT_010755.13 GGGTCGGGGTGGCCT 3584739 GAS 3591302 3594945 -6563 3591302 3594945 -6563 3594411 3594846 -9672
Chr1 Complement NT_004487.15 AGATCACCCTGACCT 14101836 LOC343329 14095275 14084972 -6561 14095275 14084972 -6561 14095275 14084972 -6561
Chr12 Complement NT_009714.15 AGATCATCCTGACCA 613893 GDF3 607334 601355 -6559 607334 601355 -6559 607298 601448 -6595
Chr5 Complement NT_023133.11 AGGTCAGCCTGGCCA 1302087 HAVCR1 1295528 1265995 -6559 1295528 1265995 -6559 1289128 1266302 -12959
Chr19 Normal NT_011109.15 AGATCAGCCTGACCA 26116558 LOC91664 26123116 26125989 -6558 26123116 26125989 -6558 26123863 26124240 -7305
Chr2 Normal NT_022171.13 AGGTCTTACTGACCA 8530968 NCK2 8498911 8576750 32057 8537526 8575761 -6558 8537544 8575656 -6576
Chr20 Complement NT_028392.4 AGGGCACCCTGACCT 1765562 SPAG4L 1759007 1738350 -6555 1759007 1738350 -6555 1758914 1738368 -6648
Chr11 Normal NT_009237.15 CGGTCACCCTGACCT 39625367 LOC119765 39631921 39642976 -6554 39631921 39642976 -6554 39631921 39642976 -6554
Chr17 Normal NT_010641.13 GGCTCAGAGTGACCG 7397816 LOC283989 7403546 7412572 -5730 7404370 7412572 -6554 7404400 7412251 -6584
Chr7 Normal NT_007914.12 GGGTGGGAGTGACCC 1325865 LOC346478 1332418 1484008 -6553 1332418 1484008 -6553 1332418 1484008 -6553
Chr1 Normal NT_030584.9 GGGTCAGGGAGACCA 349420 PADI1 355963 396841 -6543 355972 395690 -6552 356055 395080 -6635
Chr11 Normal NT_009237.15 AGGGCAGACTGACCC 39672503 LOC338747 39679053 39684637 -6550 39679053 39684637 -6550 39679053 39684637 -6550
Chr13 Normal NT_009952.13 AGGTCCAGTTGACCT 23747494 LOC341615 23754043 23797307 -6549 23754043 23797307 -6549 23754043 23797307 -6549



Chr4 Complement NT_016606.15 GGGTCAGAGAGACCA 18032980 LOC345075 18026432 17951996 -6548 18026432 17951996 -6548 18026349 17951996 -6631
Chr14 Complement NT_026437.10 AGGTCGCTTTGAGCT 50877061 LOC341902 50870514 50855639 -6547 50870514 50855639 -6547 50857974 50856847 -19087
Chr16 Normal NT_010393.13 TGGTCACCCTGACCC 364555 LOC350246 371102 424042 -6547 371102 424042 -6547 371172 424042 -6617
Chr3 Complement NT_005825.15 AGGTCAGGCCAACCC 2898885 LOC285350 2892340 2891843 -6545 2892340 2891843 -6545 2892239 2891985 -6646
Chr4 Normal NT_016297.14 GGGTCACCGCAACCT 7163959 LOC132929 7170503 7171786 -6544 7170503 7171786 -6544 7170503 7171786 -6544
Chr9 Complement NT_008470.15 AGGTCAGGCTGACAG 9429 LOC349352 2885 1947 -6544 2885 1947 -6544 2885 1947 -6544
Chr14 Complement NT_026437.10 TGGCCACATTGACCC 74740685 LOC350082 74734141 74729854 -6544 74734141 74729854 -6544 74734141 74729854 -6544
Chr20 Normal NT_011362.8 GGGTCAGGGTGACAG 21609110 LOC343627 21615653 21684389 -6543 21615653 21684389 -6543 21615653 21684389 -6543
Chr9 Normal NT_008476.14 TGGCCAGGCTGACCT 292899 LOC347314 299442 380188 -6543 299442 380188 -6543 299442 380188 -6543
Chr11 Normal NT_009237.15 AGGTGAAGCTGACCA 36256764 LOC347883 36263305 36275470 -6541 36263305 36275470 -6541 36263305 36275470 -6541
Chr15 Normal NT_010274.15 GGGTCACTGCAACCT 5262808 MESP2 5269349 5287507 -6541 5269349 5287507 -6541 5273649 5287092 -10841
Chr8 Complement NT_008046.13 TGGTCAGGCTGATCT 44841898 LOC352532 44835358 44778771 -6540 44835358 44778771 -6540 44835358 44778771 -6540
Chr3 Normal NT_022517.15 AGGTCAAGATAACCA 733323 KCNH8 739862 1126980 -6539 739862 1126980 -6539 740057 1125436 -6734
Chr1 Normal NT_004671.15 AGGTTGCAGTGACCC 11214797 LOC343458 11221335 11286948 -6538 11221335 11286948 -6538 11221335 11286948 -6538
Chr17 Normal NT_010718.13 AGATCAGCCTGACCA 7024597 MOG1 7030952 7032542 -6355 7031134 7032542 -6537 7031244 7032388 -6647
Chr10 Normal NT_008583.15 AGGCCAGCCTGACCA 23913588 LOC349577 23920124 23941795 -6536 23920124 23941795 -6536 23920124 23941795 -6536
Chr10 Complement NT_017795.15 GGCTCGGGGTGACCC 349022 ECHS1 342774 331569 -6248 342487 331569 -6535 342416 331951 -6606
Chr10 Complement NT_033985.5 GGGTCGGTGTGTCCC 3296643 LOC93550 3290575 3233355 -6068 3290110 3233358 -6533 3281487 3234198 -15156
Chr2 Normal NT_005403.13 GGGTCAAAGTGCCCC 82552955 LOC339756 82559487 82584371 -6532 82559487 82584371 -6532 82559487 82584371 -6532
Chr8 Complement NT_028251.10 GGGTCAGACTCACCC 6898805 GPR20 6892275 6891199 -6530 6892275 6891199 -6530 6892275 6891199 -6530
Chr22 Normal NT_011520.9 AGGTCGCCTTGCCCC 12111625 LOC343874 12118155 12122954 -6530 12118155 12122954 -6530 12118155 12122954 -6530
Chr17 Normal NT_010718.13 AGATCAGCCTGACCA 7024597 MOG1 7030952 7032542 -6355 7031126 7032540 -6529 7031244 7032388 -6647
Chr1 Complement NT_032977.5 AGGTCATTGTCACCA 15657119 LOC343216 15650592 15603062 -6527 15650592 15603062 -6527 15650592 15603062 -6527
Chr22 Normal NT_011520.9 GAGTCGGGCTGACCC 17547953 EIF3S6IP 17553929 17593828 -5976 17554479 17593692 -6526 17554511 17593525 -6558
Chr14 Complement NT_026437.10 AGCTCACTGCGACCT 82446084 LOC254198 82439559 82423025 -6525 82439559 82423025 -6525 82439298 82438945 -6786
Chr5 Normal NT_077451.2 AGGTCATCCTGGCCC 115855 B4GALT7 122323 132536 -6468 122378 132536 -6523 122418 131902 -6563
Chr2 Normal NT_022184.12 AGGTCACAGTGGCCT 52149937 LOC351185 52156460 52226736 -6523 52156460 52226736 -6523 52186388 52226736 -36451
Chr1 Normal NT_077982.1 CGGTCCCCCCGACCC 57581 MGC45873 50474 69373 7107 64102 69373 -6521 64102 68944 -6521
Chr4 Complement NT_016354.15 AGGTCACAAAGACCC 43775572 PRSS12 43769051 43697546 -6521 43769051 43697546 -6521 43769004 43698220 -6568
Chr22 Complement NT_011520.9 AGGTCACTGCAACCT 18864112 CBX7 18857592 18835831 -6520 18857592 18835831 -6520 18857503 18838950 -6609
Chr1 Normal NT_004668.15 AAGTCACATTGACCA 9655764 CDCA1 9662284 9696106 -6520 9662284 9696106 -6520 9666401 9695818 -10637
Chr17 Normal NT_010799.13 GGGTCACTGCAACCT 3174307 DKFZP434K1421 3180827 3250484 -6520 3180827 3250484 -6520 3180855 3249685 -6548
Chr6 Normal NT_007299.12 AGGTAAAAGTGACCA 25778689 LOC349023 25785208 25789784 -6519 25785208 25789784 -6519 25787492 25787794 -8803
Chr7 Complement NT_007933.12 TGGTCAGGCTGGCCT 22859519 OCM 22853000 22847596 -6519 22853000 22847596 -6519 22853000 22847854 -6519
Chr7 Complement NT_007819.13 AGGTCGCAGTGAGCC 44186375 H2AV 44179857 44158920 -6518 44179857 44158920 -6518 44179686 44161859 -6689
Chr5 Normal NT_023133.11 AGGTCACAGTGAGCC 12759835 LOC345630 12766353 12767072 -6518 12766353 12767072 -6518 12766353 12767072 -6518
Chr12 Complement NT_029419.10 TGATCAAGGTGACCC 32153788 LOC283395 32147271 32145657 -6517 32147271 32145657 -6517 32147269 32146934 -6519
Chr6 Complement NT_023451.12 GGGTCACTGCAACCT 19246 LOC351982 12729 11978 -6517 12729 11978 -6517 12717 12177 -6529
Chr14 Normal NT_026437.10 AGGTCAGAATTACCT 79117578 LOC341962 79124094 79175265 -6516 79124094 79175265 -6516 79124094 79175265 -6516
Chr4 Complement NT_006238.10 GGGTCAGACTGACAG 7844753 TXK 7838239 7770727 -6514 7838239 7770727 -6514 7838153 7771620 -6600
Chr3 Complement NT_005962.15 AGGTCAGCCTGGCCT 29006294 LOC285389 28999781 28979173 -6513 28999781 28979173 -6513 28985419 28985111 -20875
Chr2 Normal NT_022184.12 AAGTCAGGGTGACCT 7599077 PLB 7587296 7684425 11781 7605589 7684425 -6512 7616944 7631555 -17867
ChrX Complement NT_025319.13 AGGGCAGAATGACCT 926190 FACL4 919679 827626 -6511 919679 827626 -6511 869652 830318 -56538
Chr17 Normal NT_030843.6 AGTTCAGCCTGACCA 2133477 KCNJ12 2139986 2180679 -6509 2139986 2180679 -6509 2178942 2180243 -45465
Chr1 Complement NT_004350.15 GGGTCAGTGTGAACC 90979 LOC339461 84507 82810 -6472 84470 82810 -6509 84306 83931 -6673
Chr2 Normal NT_005403.13 GGCTCATTGTGACCC 41722636 LOC344053 41729145 41888292 -6509 41729145 41888292 -6509 41729213 41888292 -6577
Chr4 Complement NT_016606.15 TGGTCAGGTTGGCCT 1727553 OSAP 1721157 1706984 -6396 1721044 1706991 -6509 1720977 1707336 -6576
Chr12 Normal NT_029419.10 GGTTCATCATGACCA 27355208 KIAA0984 27318279 27415717 36929 27361716 27415389 -6508 27361966 27412874 -6758
ChrY Normal NT_011896.7 AGCTCAAACTGACCC 6005045 LOC347597 6011553 6094888 -6508 6011553 6094888 -6508 6011553 6094888 -6508
Chr2 Complement NT_022135.13 GGGTCACTCCCACCC 7388720 MGC13033 7382212 7380889 -6508 7382212 7380889 -6508 7382012 7381908 -6708
Chr22 Normal NT_011520.9 AGGCCAAGGTGACCA 1371151 FLJ36046 1377655 1382184 -6504 1377655 1382184 -6504 1378040 1381928 -6889
Chr7 Complement NT_007758.10 AGGTCAAAGCAACCT 568010 LOC136130 561507 547326 -6503 561507 547326 -6503 561507 547326 -6503
Chr19 Complement NT_011255.13 TGGTGATGGTGACCT 4486539 LRG 4480048 4476421 -6491 4480036 4477228 -6503 4480025 4477952 -6514
Chr17 Normal NT_010641.13 TGGTGACAGTGACCT 10092568 BIRC5 10098988 10109498 -6420 10099070 10109498 -6502 10099119 10108356 -6551
Chr1 Complement NT_004668.15 AGGTTGCAGTGACCC 5708315 LOC127149 5701813 5701232 -6502 5701813 5701232 -6502 5701813 5701232 -6502
Chr17 Normal NT_010799.13 GGGTCATCGTGAACA 6588407 LOC147004 6594909 6633144 -6502 6594909 6633144 -6502 6595298 6602246 -6891
Chr1 Normal NT_021937.15 AGGTCAAAAGGACCT 2691388 TNFRSF8 2635368 2716196 56020 2697890 2716196 -6502 2710274 2714522 -18886
Chr9 Normal NT_008470.15 TGGTCATAATGAGCT 28795003 LOC340454 28801504 28833438 -6501 28801504 28833438 -6501 28801504 28833438 -6501
Chr11 Complement NT_028310.10 AGGTTGCAGTGACCT 1717559 TSSC3 1711096 1709919 -6463 1711059 1709919 -6500 1711003 1710545 -6556
Chr3 Complement NT_005999.15 AGGTTGAACTGACCC 1791062 LOC285396 1784563 1782537 -6499 1784563 1782537 -6499 1783395 1782739 -7667
Chr9 Normal NT_008413.15 AGGTTGCAGTGACCC 33008812 DNAJA1 33015210 33029898 -6398 33015310 33029065 -6498 33016484 33028902 -7672
Chr19 Normal NT_011255.13 TGGTCAGGCTGATCT 1000723 HA-1 1007221 1026627 -6498 1007221 1026627 -6498 1007405 1026005 -6682
Chr10 Normal NT_077569.2 AGGTGGAAGTGACCT 3018403 LOC338591 3024901 3144631 -6498 3024901 3144631 -6498 3024901 3144631 -6498
Chr22 Complement NT_011520.9 CGGTCACACTTACCC 10059906 OSM 10053409 10049390 -6497 10053409 10049390 -6497 10053357 10050441 -6549
Chr1 Normal NT_077936.1 AGGTTGCAGTGACCC 165527 LOC284562 172023 173136 -6496 172023 173136 -6496 172162 172905 -6635
Chr1 Normal NT_077931.1 AGGTTGCAGTGACCC 69391 LOC348470 75887 77000 -6496 75887 77000 -6496 76026 76769 -6635
Chr4 Complement NT_016354.15 AGGTCACAGTGAGCC 26769551 PPP3CA 26763057 26439291 -6494 26763057 26439291 -6494 26762657 26441726 -6894
Chr19 Normal NT_011109.15 GGGTCACAGTGTCCT 2358926 POP4 2365408 2376358 -6482 2365419 2374924 -6493 2365444 2374505 -6518
Chr17 Normal NT_010783.13 AAGTCATGATGACCA 20166145 LOC146784 20172637 20175522 -6492 20172637 20175522 -6492 20174474 20174815 -8329
Chr5 Normal NT_023133.11 AGGTCATCCTGGCCC 21829402 LOC348943 21835894 21840983 -6492 21835894 21840983 -6492 21835951 21840245 -6549
Chr15 Complement NT_010274.15 GCGTCATTCTGACCT 1463623 LOC342196 1457132 1368616 -6491 1457132 1368616 -6491 1457132 1368616 -6491
Chr2 Complement NT_022184.12 TGGTGATGGTGACCT 7439962 LOC151057 7433472 7423209 -6490 7433472 7423209 -6490 7425861 7425538 -14101
Chr7 Complement NT_007933.12 GGGTCACTTCAACCT 30300482 FLJ20485 30345403 30279677 44921 30293993 30279677 -6489 30293882 30280955 -6600
Chr10 Complement NT_030059.10 GGGTCAGACTGACCT 16395038 LOC340671 16388549 16387674 -6489 16388549 16387674 -6489 16388533 16387674 -6505
Chr12 Complement NT_009759.15 TGGTCGCGACGACCC 6519086 DKFZP586I2223 6519490 6502956 404 6512600 6502967 -6486 6519456 6503910 370
Chr12 Complement NT_009759.15 TGGTCGCGACGACCC 6519086 DKFZP586I2223 6519490 6502956 404 6512600 6502967 -6486 6519456 6514909 370
Chr12 Complement NT_009759.15 TGGTCGCGACGACCC 6519086 DKFZP586I2223 6519490 6502956 404 6512600 6502967 -6486 6512243 6503910 -6843
ChrY Complement NT_011903.9 ATGTCACAATGACCA 3322566 LOC140139 3316080 3270837 -6486 3316080 3270837 -6486 3291504 3270837 -31062
Chr7 Normal NT_007758.10 GGGTGGGAGTGACCC 492288 LOC168411 498774 542363 -6486 498774 542363 -6486 498804 542363 -6516
Chr11 Complement NT_033899.5 AGGTTGGTTTGACCC 29688481 SRPR 29682069 29676079 -6412 29681996 29676079 -6485 29681945 29677057 -6536
Chr6 Complement NT_007592.13 CGGTCTCTGTGACCC 24060635 C6orf11 24054230 24044046 -6405 24054151 24044046 -6484 24054107 24044213 -6528
Chr6 Complement NT_033951.3 CGGTCTCTGTGACCC 4643616 C6orf11 4637211 4627023 -6405 4637132 4627023 -6484 4637088 4627190 -6528
Chr7 Normal NT_007758.10 GGGTCACTGCAACCT 10661420 LOC220830 10667903 10683290 -6483 10667903 10683290 -6483 10668001 10683074 -6581
Chr1 Complement NT_077913.1 AGCTCAGAGTGACCT 48595 Cab45 42143 27021 -6452 42113 27021 -6482 38905 27624 -9690
Chr5 Complement NT_077451.2 GGGTCAGGGCGGCCT 26272 ENIGMA 19808 5603 -6464 19790 5603 -6482 18719 5851 -7553
Chr4 Complement NT_006238.10 AGGTTGCAGTGACCC 7589043 LOC152518 7618650 7510846 29607 7582561 7552146 -6482 7582561 7552146 -6482
Chr1 Normal NT_019273.15 AGGGCATGGTGACCA 4170769 LOC343015 4177251 4184589 -6482 4177251 4184589 -6482 4177251 4184589 -6482
Chr6 Complement NT_033951.3 AGGTTGCAGTGACCC 3216068 VARS2 3209662 3191373 -6406 3209586 3191373 -6482 3209070 3191449 -6998
Chr7 Complement NT_007819.13 GGGTCACACTGTCCA 7603922 ICA1 7597858 7448612 -6064 7597441 7449077 -6481 7571229 7449226 -32693
Chr6 Complement NT_034874.2 AGGTTGCAGTGACCC 3073394 VARS2 3066989 3048698 -6405 3066913 3048698 -6481 3066397 3048774 -6997
Chr11 Complement NT_033899.5 GGGTCATCTCCACCC 18307902 LOC349635 18301422 18295685 -6480 18301422 18295685 -6480 18301422 18295685 -6480
Chr7 Complement NT_007758.10 AGGTTGCAGTGACCC 12627481 NCF1 12621060 12605626 -6421 12621001 12605688 -6480 12620989 12605842 -6492
Chr6 Complement NT_007592.13 AGGTTGCAGTGACCC 22624544 VARS2 22618140 22599847 -6404 22618064 22599847 -6480 22617548 22599923 -6996



Chr7 Normal NT_007933.12 AGGTCATCAGGACCT 27250197 CBCIP2 27256670 27271816 -6473 27256676 27271816 -6479 27262057 27270152 -11860
Chr8 Normal NT_023736.15 AGGTCATGACAACCC 1656043 CLN8 1662521 1683035 -6478 1662521 1683035 -6478 1669801 1679313 -13758
Chr20 Normal NT_011333.5 AGGTCGAGGTGAGCC 178541 COL9A3 185018 209141 -6477 185018 209141 -6477 185048 208715 -6507
Chr12 Normal NT_009714.15 GGGTCACTGCAACCT 859614 LOC283319 866091 872752 -6477 866091 872752 -6477 866091 872752 -6477
Chr1 Complement NT_077957.1 GGGTCACATTGACCT 85050 LOC348487 78573 72705 -6477 78573 72705 -6477 78539 73372 -6511
Chr22 Complement NT_011520.9 AGGTCGCAGTGAGCC 16177005 LOC351054 16170528 16129918 -6477 16170528 16129918 -6477 16170455 16129918 -6550
Chr6 Complement NT_007592.13 TGGTCAGGCTGATCC 26508326 LOC285847 26501851 26484434 -6475 26501851 26491667 -6475 26497320 26493113 -11006
Chr5 Complement NT_023133.11 GGGTCTGGGTGACCA 4712868 LOC345475 4706393 4700906 -6475 4706393 4700906 -6475 4706393 4700906 -6475
Chr2 Complement NT_005334.13 AGGTTGCAGTGACCC 1714141 LOC344340 1707668 1679000 -6473 1707668 1679000 -6473 1707668 1679000 -6473
Chr2 Normal NT_022184.12 TGGTCATAGTGACCA 66755629 LOC348702 66759690 66782304 -4061 66762101 66782304 -6472 66762918 66781205 -7289
Chr7 Normal NT_007758.10 AGATCAGCCTGACCA 12098809 GTF2I 12105280 12208264 -6471 12105280 12208264 -6471 12136705 12206410 -37896
Chr13 Complement NT_024524.12 AGTTCAGAGTGACCT 15158289 KIAA0853 15201386 15103094 43097 15151818 15110806 -6471 15137486 15112449 -20803
Chr13 Complement NT_024524.12 GTGTCGGGATGACCC 2109558 LOC122038 2103087 2102686 -6471 2103087 2102686 -6471 2103087 2102686 -6471
Chr7 Complement NT_078035.1 TGGTCAACATAACCT 123438 LOC349081 116967 106292 -6471 116967 106292 -6471 116546 109040 -6892
Chr2 Normal NT_005403.13 GGGTCACTGCAACCT 29212241 OSBPL6 29218565 29420212 -6324 29218712 29420212 -6471 29344429 29419624 -132188
Chr1 Complement NT_032977.5 TGGTCAGGATGATCT 4977255 TLP19 4971580 4935543 -5675 4970784 4935543 -6471 4970505 4936342 -6750
Chr1 Complement NT_034400.2 GGGTGGGAATGACCC 266626 FMO5 260455 221073 -6171 260157 221073 -6469 259856 221714 -6770
Chr19 Normal NT_011109.15 AGGTCGGGCTGACTT 17804047 SWAP2 17810516 17842432 -6469 17810516 17842432 -6469 17811734 17842321 -7687
Chr6 Normal NT_023451.12 AGGTTGTGATGACCT 657215 LOC154062 663682 684355 -6467 663682 684355 -6467 663703 684144 -6488
Chr3 Complement NT_005927.15 AGGTCCTAGTGACCA 16490821 KIAA0084 16484355 16283935 -6466 16484355 16286207 -6466 16464230 16287189 -26591
Chr19 Normal NT_011295.10 GGGTCATGCTCACCC 6057249 ZNF333 6063715 6095510 -6466 6063715 6095510 -6466 6067106 6092939 -9857
Chr14 Complement NT_026437.10 GGGTGAGGGTGACCC 83915674 CKB 83915376 83906037 -298 83909211 83906037 -6463 83908871 83906242 -6803
Chr7 Normal NT_007819.13 AGGTCAAAGCAACCT 46005511 LOC346468 46011974 46093730 -6463 46011974 46093730 -6463 46011974 46093730 -6463
Chr10 Normal NT_030059.10 GGGTCAGAGCGACCA 39648727 LOC283087 39655189 39657810 -6462 39655189 39657810 -6462 39655253 39655639 -6526
Chr3 Normal NT_005612.13 TGGTCACGGTGACTC 6446309 NIT2 6452722 6473635 -6413 6452769 6473349 -6460 6452790 6473266 -6481
Chr7 Normal NT_007933.12 GGGTCACTCTGGCCA 25182750 PILR(BETA) 25182898 25199036 -148 25189210 25199036 -6460 25189510 25198581 -6760
Chr17 Complement NT_010783.13 AGGTCACGCTCACCT 15645875 LOC348239 15645970 15635046 95 15639416 15635046 -6459 15636995 15635360 -8880
Chr10 Normal NT_008583.15 CTGTCAGTGTGACCT 12583979 LOC340880 12590434 12628314 -6455 12590434 12628314 -6455 12590558 12628314 -6579
Chr14 Complement NT_026437.10 AGCTCACTGTGACCT 47993474 PIGH 47987019 47976072 -6455 47987019 47976072 -6455 47986961 47976838 -6513
Chr1 Complement NT_077913.1 AGCTCAGAGTGACCT 48595 Cab45 42143 27021 -6452 42143 27044 -6452 38905 27624 -9690
Chr21 Normal NT_011512.8 AGGTCACCTCGGCCC 26478205 SH3BGR 26478617 26548269 -412 26484656 26548269 -6451 26484670 26544538 -6465
Chr3 Complement NT_005612.13 AGGTCAGGCCCACCC 63377357 LOC344763 63370907 63347848 -6450 63370907 63347848 -6450 63370907 63347848 -6450
Chr18 Normal NT_025028.13 GGGCCAGGGCGACCC 5213188 LOC219542 5219636 5219983 -6448 5219636 5219983 -6448 5219636 5219983 -6448
Chr3 Normal NT_029928.10 AGGTCAAAGAGACCC 49087 LOC348789 55535 59754 -6448 55535 59754 -6448 55597 56201 -6510
Chr5 Normal NT_006713.13 AGGTCACCCTGACCG 8766088 LOC345780 8772534 8830663 -6446 8772534 8830663 -6446 8772534 8830663 -6446
Chr8 Complement NT_023666.15 AGGTCATGTTGATCC 4161524 LOC340363 4155079 4133562 -6445 4155079 4133562 -6445 4155079 4133562 -6445
Chr3 Complement NT_022459.12 GGGTCAGTGTGACAG 12086372 LOC351400 12079927 12016481 -6445 12079927 12016481 -6445 12079927 12016481 -6445
Chr1 Complement NT_021937.15 AGATCAGCCTGACCA 3445598 LOC343071 3439156 3436225 -6442 3439156 3436225 -6442 3439156 3436225 -6442
Chr6 Normal NT_078020.1 AGGTCATATTGAGCA 1035145 LOC349060 1041587 1042829 -6442 1041587 1042829 -6442 1041587 1042829 -6442
Chr15 Normal NT_010194.15 AGGTCACAGTGAGCT 32168915 LOC350162 32175355 32179026 -6440 32175355 32179026 -6440 32175355 32179026 -6440
Chr3 Complement NT_005612.13 GGGTCACACTAACCA 29745123 MYLK 29949665 29732045 204542 29738684 29732046 -6439 29738295 29732106 -6828
Chr15 Normal NT_010194.15 GGGTCATCCCCACCT 38894979 LOC342080 38901415 38915547 -6436 38901415 38915547 -6436 38901415 38915547 -6436
Chr4 Normal NT_006307.14 GGGTCGGCCTGACGC 273399 LOC345315 279835 306695 -6436 279835 306695 -6436 279835 306695 -6436
Chr19 Complement NT_011109.15 AGGTCAGTCTGACTC 8275995 ZD52F10 8272772 8256341 -3223 8269559 8256341 -6436 8265085 8257836 -10910
Chr11 Normal NT_033899.5 GGGTCACCTTGGCCC 37631387 MGC10485 37637822 37660932 -6435 37637822 37658871 -6435 37638265 37658732 -6878
Chr6 Normal NT_023451.12 AGATCAGCCTGACCA 37988 PCMT1 44037 106013 -6049 44422 106013 -6434 44495 96972 -6507
Chr11 Complement NT_008984.15 GAGTCAAAATGACCC 7763928 LOC254199 7757495 7751879 -6433 7757495 7751879 -6433 7757495 7751879 -6433
Chr3 Normal NT_022517.15 TGGTCATTCTGACTC 7011648 LOC51036 7018081 7018985 -6433 7018081 7018985 -6433 7018188 7018508 -6540
Chr2 Normal NT_022171.13 GGGACAAGGTGACCC 4667898 IL1R2 4674330 4711029 -6432 4674330 4710906 -6432 4691062 4710878 -23164
Chr1 Complement NT_004668.15 GGGTCACTGTGCCCA 7606145 B4GALT3 7600131 7593502 -6014 7599715 7593502 -6430 7598251 7594007 -7894
Chr3 Complement NT_005999.15 GGGTCACTGCAACCT 1433417 TNNC1 1426988 1424042 -6429 1426988 1424048 -6429 1426961 1424221 -6456
Chr10 Complement NT_030059.10 AGGTGACCCTGACCT 7995102 FLJ14600 8039648 7951423 44546 7988674 7951423 -6428 7974685 7952992 -20417
Chr22 Complement NT_011520.9 AGGTCCCACTGACCT 18155515 KCNJ4 18160257 18131386 4742 18149087 18131389 -6428 18133191 18131854 -22324
Chr22 Complement NT_030872.2 TGGTCAGCGTCACCT 31122 LOC129282 24694 852 -6428 24694 852 -6428 24624 23738 -6498
Chr8 Normal NT_008046.13 GGGTCACTTTGATCA 37406673 MGC14128 37409465 37440490 -2792 37413099 37440490 -6426 37413275 37439953 -6602
Chr8 Complement NT_008046.13 AGGTGGTCTTGACCT 9186186 TP53INP1 9179764 9156374 -6422 9179764 9156374 -6422 9171342 9160880 -14844
Chr8 Complement NT_008183.16 AGGTCACTCCCACCT 9305693 LOC346949 9299272 9297599 -6421 9299272 9297599 -6421 9299272 9297599 -6421
Chr15 Complement NT_010194.15 GGGTCAATCTGGCCA 39597087 LOC348097 39590668 39582552 -6419 39590668 39582552 -6419 39590668 39582552 -6419
Chr1 Normal NT_030584.9 TGGTCAGTGAGACCC 1253605 LOC348369 1260024 1266497 -6419 1260024 1266497 -6419 1260976 1261410 -7371
Chr7 Normal NT_007933.12 AGGTCTTTATGACCT 1318876 DTX2 1325265 1369587 -6389 1325294 1369581 -6418 1344103 1369194 -25227
Chr17 Complement NT_010718.13 ATGTCACTGTGACCC 15414639 LOC342565 15408221 15376275 -6418 15408221 15376275 -6418 15408221 15376275 -6418
Chr7 Normal NT_007819.13 AGCTCACTGTGACCT 1732480 C4S-2 1738897 1769888 -6417 1738897 1769888 -6417 1767949 1769193 -35469
Chr3 Complement NT_006014.14 GGGCCGGGGTGACCT 1471302 HYAL1 1464885 1452394 -6417 1464885 1452394 -6417 1453277 1452987 -18025
Chr11 Normal NT_009237.15 GGGTCACTCTCACCT 37790426 MDK 37796072 37798933 -5646 37796843 37798933 -6417 37797167 37798603 -6741
Chr20 Normal NT_011387.8 GGGTCAGGCTGCCCC 24874349 LOC343698 24880764 24881207 -6415 24880764 24881207 -6415 24880764 24881207 -6415
Chr18 Complement NT_010966.13 CTGTCATCATGACCC 27159021 LOC350551 27152606 27151311 -6415 27152606 27151311 -6415 27152606 27151311 -6415
Chr7 Normal NT_007933.12 AGGTCTCTGTGACCT 30960476 LOC346620 30966890 31004116 -6414 30966890 31004116 -6414 30966890 31004116 -6414
Chr22 Normal NT_019197.3 GGGTCAAAGCCACCT 208497 IMAGE3510317 214909 231035 -6412 214909 231035 -6412 214928 230780 -6431
Chr4 Complement NT_006051.15 AGGTCACAGTGAGCT 2813052 LOC285487 2806671 2805911 -6381 2806641 2805911 -6411 2806560 2806186 -6492
Chr18 Normal NT_025004.13 AGGCCACTCTGACCA 657647 SDCCAG33 589407 668332 68240 664058 668332 -6411 665125 667187 -7478
Chr11 Complement NT_028310.10 AGGTCATTCTGACCT 3988294 LOC283111 3981884 3981138 -6410 3981884 3981138 -6410 3981884 3981138 -6410
ChrX Complement NT_011726.10 AGGTCACCCTGACTG 2608385 LOC352812 2601975 2590122 -6410 2601975 2590122 -6410 2601975 2590122 -6410
Chr12 Normal NT_009759.15 AGGCCAGCCTGACCA 6247071 LOC349874 6253479 6271444 -6408 6253479 6271444 -6408 6253479 6271444 -6408
Chr8 Complement NT_008046.13 TGTTCAGGCTGACCT 34682205 MRPL13 34675822 34626261 -6383 34675798 34626261 -6407 34675512 34626521 -6693
Chr11 Complement NT_033903.5 TGGTCACCAAGACCC 9791650 KIAA0404 9785244 9762543 -6406 9785244 9762543 -6406 9785131 9762969 -6519
Chr14 Normal NT_026437.10 GGGTCACTATGGCCC 57628817 DKFZP434P0111 57635222 57645875 -6405 57635222 57645875 -6405 57635692 57643110 -6875
ChrX Normal NT_011651.13 AGGTCAGACGGACCT 25863509 NGFRAP1 25869066 25871747 -5557 25869913 25870803 -6404 25870224 25870559 -6715
Chr6 Complement NT_007592.13 TGGGCACGCTGACCT 21996977 POU5F1 21994980 21988641 -1997 21990574 21988641 -6403 21990473 21988897 -6504
Chr22 Normal NT_011519.10 GGGTCAGCATGACTT 2613185 CDC45L 2619574 2660284 -6389 2619587 2660284 -6402 2619642 2658581 -6457
Chr1 Complement NT_021937.15 GGATCACTGCGACCT 2381513 MTHFR 2378911 2362458 -2602 2375111 2362458 -6402 2375107 2362671 -6406
Chr3 Complement NT_005612.13 AGGTCATAGTGACAC 64856173 RARRES1 64849926 64814439 -6247 64849771 64821982 -6402 64849744 64822105 -6429
Chr4 Complement NT_016354.15 TGGTCCTTTTGACCT 10544490 LOC351604 10538089 10381427 -6401 10538089 10381427 -6401 10538089 10381427 -6401
Chr5 Normal NT_034772.4 GGCTCACTACGACCT 28345227 PHAX 28351628 28377448 -6401 28351628 28377448 -6401 28351676 28375557 -6449
Chr3 Complement NT_005999.15 AGGCCATCCTGACCT 13330628 LOC344938 13324228 13165152 -6400 13324228 13165152 -6400 13324228 13165152 -6400
Chr11 Complement NT_033899.5 AGGTCAAGGTGAGCT 14800533 POU2AF1 14794133 14766699 -6400 14794133 14766699 -6400 14793618 14768702 -6915
Chr6 Complement NT_033951.3 TGGGCACGCTGACCT 2591714 POU5F1 2589717 2583382 -1997 2585315 2583382 -6399 2585214 2583638 -6500
Chr19 Complement NT_011109.15 AGGTCACTGTGAACA 19304945 LOC147922 19372675 19290154 67730 19298547 19296951 -6398 19298511 19297063 -6434
Chr19 Normal NT_011109.15 AGGTCAGTATTACCC 8338982 LOC342887 8345380 8360568 -6398 8345380 8360568 -6398 8345380 8360568 -6398
Chr1 Complement NT_021953.15 TGATCAGGATGACCT 2608751 LOC348361 2602353 2599072 -6398 2602353 2599072 -6398 2599480 2599187 -9271
Chr19 Complement NT_011295.10 AGGTCTTTATGACCT 6859512 PGRP-L 6853114 6842265 -6398 6853114 6842265 -6398 6852984 6842981 -6528
Chr7 Complement NT_007933.12 TGGTAAGTCTGACCC 27308408 POLR2J 27302127 27296216 -6281 27302010 27296557 -6398 27301960 27296749 -6448
Chr17 Complement NT_024871.10 AGGTCAATATGACTG 397344 LOC125058 390947 315247 -6397 390947 315247 -6397 390885 318197 -6459
Chr1 Complement NT_004668.15 AGGTCATGAAGACCA 9310262 LOC350794 9303866 9222956 -6396 9303866 9222956 -6396 9303866 9222956 -6396



Chr1 Normal NT_077915.1 TGGACAACATGACCC 220497 LOC163688 226892 229078 -6395 226892 229078 -6395 227065 228977 -6568
Chr6 Normal NT_007422.12 AGATCAAATTGACCT 9817206 CCR6 9823598 9840525 -6392 9823600 9840525 -6394 9836964 9838184 -19758
Chr3 Complement NT_005999.15 TGGTCCCACTGACCT 941230 PCBP4 936414 930982 -4816 934837 930983 -6393 934762 931585 -6468
Chr3 Complement NT_005999.15 TGGTCCCACTGACCT 941230 PCBP4 936414 930982 -4816 934837 930983 -6393 934202 931585 -7028
Chr19 Normal NT_011109.15 AGGTCGTGATGAGCC 22348265 PRRG2 22352093 22362451 -3828 22354658 22362386 -6393 22354667 22361836 -6402
Chr6 Normal NT_007422.12 AGATCAAATTGACCT 9817206 CCR6 9823598 9840525 -6392 9823598 9840525 -6392 9836964 9838184 -19758
Chr17 Complement NT_010641.13 AGGTCAGCATGGCCC 6249702 LOC146725 6243310 6242302 -6392 6243310 6242302 -6392 6242826 6242305 -6876
Chr2 Complement NT_022171.13 GGGTCAGTCTGCCCC 2839541 LOC343992 2833149 2809767 -6392 2833149 2809767 -6392 2833149 2809767 -6392
Chr7 Normal NT_033968.4 AGATCAGCCTGACCC 6248049 LOC352196 6254441 6260615 -6392 6254441 6260615 -6392 6254441 6260615 -6392
Chr1 Complement NT_021937.15 AGGTCAGGGTGGCCT 1625611 MASP2 1619219 1598514 -6392 1619219 1598514 -6392 1619198 1598876 -6413
Chr6 Complement NT_034874.2 TGGGCACGCTGACCT 2443840 POU5F1 2441842 2435525 -1998 2437448 2435525 -6392 2437347 2435781 -6493
Chr6 Complement NT_025741.12 AGGTCAACCTGATCT 37189853 VNN2 37189027 37169439 -826 37183462 37169439 -6391 37183451 37169868 -6402
Chr6 Complement NT_025741.12 AGGTCAACCTGATCT 37189853 VNN2 37189027 37169439 -826 37183462 37169439 -6391 37183292 37169868 -6561
Chr14 Complement NT_026437.10 GGCTCACTGCGACCT 73508578 ITPK1 73502257 73323300 -6321 73502189 73326249 -6389 73501549 73327947 -7029
Chr2 Complement NT_005334.13 AGGTCACCATGAACT 2711570 LOC339787 2705182 2663929 -6388 2705182 2663929 -6388 2705182 2663929 -6388
Chr16 Normal NT_010393.13 TGGTCAGCTTGATCT 15732689 LOC342353 15739077 15762807 -6388 15739077 15762807 -6388 15739077 15762807 -6388
Chr9 Complement NT_008413.15 AGATCAGCCTGACCA 4662895 FLJ10058 4656508 4543386 -6387 4656508 4543386 -6387 4656250 4615553 -6645
Chr6 Normal NT_025741.12 AGGTCATAGTCACCA 35246589 LOC285733 35252975 35262702 -6386 35252975 35262702 -6386 35252983 35260524 -6394
Chr19 Normal NT_011255.13 CGGCCACTGTGACCC 774579 PRTN3 780965 788175 -6386 780965 788051 -6386 781009 787969 -6430
Chr9 Normal NT_008470.15 GGGTCACCCTGAGCC 13444580 ACTL7A 13450965 13452454 -6385 13450965 13452454 -6385 13451022 13452329 -6442
Chr1 Complement NT_032977.5 TGGTCAGGCAGACCT 151562 TAL1 147123 131700 -4439 145179 131700 -6383 141296 135128 -10266
Chr6 Complement NT_034874.2 TGGTCATCAGGACCT 2819710 BAT1 2813328 2801403 -6382 2813328 2801403 -6382 2811712 2801614 -7998
Chr1 Complement NT_037488.3 TGTTCAAGTTGACCT 73043 LOC343262 66662 10042 -6381 66662 10042 -6381 66662 10042 -6381
Chr12 Complement NT_009714.15 GGGTGGGAGTGACCT 421724 CD163 415346 382386 -6378 415346 382750 -6378 415245 392588 -6479
Chr14 Normal NT_026437.10 GGGGCAGAGTGACCA 80173422 EML1 80179800 80327903 -6378 80179800 80327903 -6378 80251937 80326490 -78515
Chr11 Normal NT_035113.4 GGTTCAGGGTGACCA 343959 SLC25A22 350262 358095 -6303 350337 358095 -6378 353565 356656 -9606
Chr6 Complement NT_007592.13 TGGTCATCAGGACCT 22370893 BAT1 22364516 22352611 -6377 22364516 22352611 -6377 22362916 22352822 -7977
Chr6 Complement NT_033951.3 TGGTCATCAGGACCT 2962468 BAT1 2956091 2944169 -6377 2956091 2944169 -6377 2954476 2944380 -7992
Chr14 Normal NT_026437.10 AGGTCTGAATGACCC 35651743 FBXO34 35658120 35740368 -6377 35658120 35740368 -6377 35738368 35739285 -86625
Chr1 Complement NT_077920.1 TGGTCAGGCTGATCT 249063 KIAA1332 242689 137077 -6374 242689 137077 -6374 205653 140905 -43410
Chr1 Complement NT_077386.2 AGGCCAGGCCGACCT 3403488 LOC343550 3397114 3369312 -6374 3397114 3369312 -6374 3397114 3369312 -6374
Chr10 Complement NT_008583.15 GGGTCATTTGGACCA 21102678 FLJ32820 21096305 21082143 -6373 21096305 21082143 -6373 21094283 21082280 -8395
Chr6 Normal NT_007592.13 GGGGCAGCCCGACCT 34832404 LOC221415 34838777 34842816 -6373 34838777 34842816 -6373 34842207 34842530 -9803
Chr1 Complement NT_004391.15 AGGCCAACATGACCC 97981 TCEA3 91608 47522 -6373 91608 47522 -6373 91473 48306 -6508
Chr16 Normal NT_024797.13 GGTTCGGGGTGACCT 12022037 MGC22001 12028409 12033528 -6372 12028409 12033528 -6372 12028576 12028935 -6539
Chr5 Normal NT_029289.9 AGGTCACTGTGCCCT 8848556 ECG2 8854927 8858416 -6371 8854927 8858416 -6371 8854984 8858184 -6428
Chr12 Normal NT_019546.15 TGGTCAATTTGTCCC 30963514 LOC341380 30969884 31054526 -6370 30969884 31054526 -6370 30969884 31054526 -6370
Chr6 Normal NT_033951.3 CGGTCAGGGAGACCC 1352221 HLA-A 1305632 1361897 46589 1358589 1361321 -6368 1358589 1361321 -6368
Chr17 Normal NT_010641.13 AGGTGGATCTGACCT 6869166 HUMPPA 6875531 6893688 -6365 6875531 6893688 -6365 6875961 6891973 -6795
Chr13 Complement NT_009799.12 AGGTCAGTGTGACTT 732917 LOC338868 726552 716206 -6365 726552 716206 -6365 726552 716206 -6365
Chr10 Complement NT_030059.10 AGGTCGTAGTGAGCC 77778 LOC340736 71415 68679 -6363 71415 68679 -6363 71415 68679 -6363
Chr9 Complement NT_008470.15 GGGTCACTGCAACCT 17966741 MGC12904 17961072 17958330 -5669 17960378 17958330 -6363 17959260 17958505 -7481
Chr4 Complement NT_016354.15 TGGTCAGGGAGACCC 24743622 ADH1B 24737262 24720826 -6360 24737262 24722364 -6360 24737192 24723701 -6430
Chr20 Normal NT_011362.8 TGTTCATTCTGACCC 8167029 LOC149705 8173389 8176157 -6360 8173389 8176157 -6360 8173401 8173787 -6372
Chr9 Complement NT_024000.15 AGGTCACGGCAACCT 705907 ENTPD2 699606 693632 -6301 699549 694128 -6358 699528 694188 -6379
Chr1 Complement NT_034410.4 AGCTCAAAATGACCA 1486487 LOC343248 1480129 1479362 -6358 1480129 1479362 -6358 1480129 1479362 -6358
Chr17 Complement NT_010755.13 TGGTCAGGCTGATCT 1494826 NEUROD2 1490326 1484087 -4500 1488469 1485345 -6357 1487148 1486000 -7678
Chr22 Complement NT_011520.9 GCGTCGCCCTGACCC 3694290 LOC339660 3687934 3683948 -6356 3687934 3683948 -6356 3687934 3683948 -6356
Chr2 Complement NT_005403.13 TGGTCATGCTCACCT 50881588 LOC348751 50875233 50784596 -6355 50875233 50784596 -6355 50873022 50784873 -8566
Chr17 Normal NT_030843.6 CGGACAGGGTGACCT 2041920 MAP2K3 2048275 2078824 -6355 2048275 2078564 -6355 2061947 2077828 -20027
Chr22 Complement NT_011525.5 GGGTCGTATTGACAT 944180 LOC150406 937827 932657 -6353 937827 932657 -6353 937693 937400 -6487
ChrX Normal NT_011757.12 AGGTCAGCTTCACCC 660994 OFD1 667325 701937 -6331 667347 701937 -6353 667658 701694 -6664
Chr11 Complement NT_033899.5 TGGTTAAGATGACCT 29688349 SRPR 29682069 29676079 -6280 29681996 29676079 -6353 29681945 29677057 -6404
Chr11 Complement NT_035113.4 GGCTCACCGTGACCC 779635 LOC338707 773283 768098 -6352 773283 768098 -6352 772915 768422 -6720
Chr10 Complement NT_077567.2 GGGTCAGACTGACAA 46467 LOC340789 40116 39355 -6351 40116 39355 -6351 40116 39355 -6351
Chr2 Normal NT_026970.9 AGGTCATCCTGCCCT 2150371 CNNM3 2155816 2174753 -5445 2156721 2173139 -6350 2156819 2172182 -6448
Chr19 Normal NT_011109.15 AGCTCAGCCTGACCT 30357354 LOC284307 30363700 30371382 -6346 30363700 30371382 -6346 30363915 30370833 -6561
Chr7 Normal NT_007819.13 GGGTCACTCCCACCC 21861794 LOC346401 21868140 21890426 -6346 21868140 21890426 -6346 21868155 21890426 -6361
Chr8 Normal NT_023736.15 AGGTCACTCTGACCT 2413750 LOC346772 2420096 2468343 -6346 2420096 2468343 -6346 2420096 2468343 -6346
Chr10 Complement NT_024115.14 GGGTCAGACTGACAA 2490451 LOC338550 2484106 2483282 -6345 2484106 2483282 -6345 2484106 2483282 -6345
Chr16 Complement NT_010498.13 GGGTCAGGGCAACCC 7426879 LOC342470 7420534 7384971 -6345 7420534 7384971 -6345 7409712 7384971 -17167
Chr3 Normal NT_006014.14 AGGTCATGCTCACCT 949415 LOC348837 955760 957536 -6345 955760 957536 -6345 955899 957493 -6484
Chr17 Complement NT_010783.13 AGGTTGCAGTGACCT 18346692 FLJ32065 18340490 18331330 -6202 18340348 18331330 -6344 18340348 18339884 -6344
Chr19 Complement NT_011109.15 TGGTCAGGCTGATCT 13246238 BLVRB 13239943 13221919 -6295 13239895 13221919 -6343 13239813 13222014 -6425
Chr2 Normal NT_005058.13 TGGTCAGCTTGCCCC 126876 LOC284981 133219 134723 -6343 133219 134723 -6343 133287 133745 -6411
Chr11 Complement NT_033927.5 AGGTTGGACTGACCC 2590783 PDE2A 2584492 2486215 -6291 2584441 2486215 -6342 2584280 2487457 -6503
Chr4 Complement NT_006307.14 AGGTCATAAAGACCT 478910 LOC285535 472571 470506 -6339 472571 470506 -6339 472557 471703 -6353
Chr17 Normal NT_010718.13 AGGACAGGGTGACCT 4437415 LOC339165 4443754 4474680 -6339 4443754 4474680 -6339 4443754 4474680 -6339
Chr1 Complement NT_032977.5 AGGTTGCAGTGACCC 7073846 LOC343190 7067507 7047553 -6339 7067507 7047553 -6339 7067507 7047553 -6339
Chr4 Normal NT_022792.15 AGGTCAAGTTGAGCA 22972161 LOC351715 22978500 22985263 -6339 22978500 22985263 -6339 22978500 22985263 -6339
Chr9 Normal NT_078063.1 AGGACAGCATGACCC 35150 LOC349296 41485 43571 -6335 41485 43571 -6335 41621 43540 -6471
Chr2 Normal NT_005403.13 TGGTCAACATGAGCT 10722014 AXOT 10728308 10784421 -6294 10728348 10783682 -6334 10744872 10783191 -22858
Chr12 Normal NT_029419.10 AGATCAGCCTGACCA 18649002 FLJ14451 18655336 18659584 -6334 18655336 18659584 -6334 18657653 18658957 -8651
Chr7 Normal NT_007819.13 GGGCCGTCATGACCC 7298657 GLCCI1 7008625 7424380 290032 7304991 7424380 -6334 7339342 7421841 -40685
Chr7 Complement NT_007741.12 TGGTCAAGTTCACCT 1647527 HLXB9 1641429 1635699 -6098 1641193 1636363 -6334 1641193 1636363 -6334
Chr7 Complement NT_007819.13 GGGTCATTCTGATCC 44324686 LOC285958 44318352 44314741 -6334 44318352 44314741 -6334 44315900 44315604 -8786
Chr16 Complement NT_037887.3 GGGTCGCAGTGAGCC 1767888 NME3 1761730 1760323 -6158 1761554 1760346 -6334 1761536 1760651 -6352
Chr14 Normal NT_026437.10 AGGTCAGGGTGGCCC 86285955 KIAA0125 86292288 86300186 -6333 86292288 86300186 -6333 86293850 86294083 -7895
Chr14 Normal NT_026437.10 GGCTCACTGTGACCT 51893168 LOC283567 51899501 51961844 -6333 51899501 51961844 -6333 51916113 51960530 -22945
Chr1 Complement NT_032977.5 GGGTCACATTCACCC 6897059 LOC150969 6890727 6890018 -6332 6890727 6890018 -6332 6890684 6890263 -6375
Chr15 Complement NT_010194.15 GGGTCTGTCTGACCT 12735709 LOC342018 12729377 12667046 -6332 12729377 12667046 -6332 12729377 12667046 -6332
Chr20 Complement NT_011362.8 GGCTCACTGTGACCT 8351407 MGC5566 8345075 8338010 -6332 8345075 8338010 -6332 8345007 8340652 -6400
Chr17 Complement NT_010718.13 AGATCAGCCTGACCA 5863176 ASGR2 5857296 5845506 -5880 5856846 5845506 -6330 5856776 5845759 -6400
Chr8 Normal NT_008046.13 TGGTCACTCTGACCC 41311603 LOC286055 41317932 41318946 -6329 41317932 41318946 -6329 41318520 41318681 -6917
Chr19 Normal NT_011255.13 GGGTCACTGTGTCCT 6397464 CRB3 6403788 6407232 -6324 6403788 6407232 -6324 6404713 6407033 -7249
Chr17 Complement NT_010755.13 TGGTAATGATGACCT 3282889 KRTHA1 3276566 3272698 -6323 3276566 3272698 -6323 3276513 3272990 -6376
Chr10 Complement NT_008705.14 AGGTCGCCGTGAGCT 4274116 DNAJC1 4267974 4020802 -6142 4267795 4020832 -6321 4267688 4020941 -6428
Chr20 Normal NT_011333.5 AGGTCACTGTCACCC 1019474 C20orf41 1025793 1066681 -6319 1025793 1064227 -6319 1027386 1065046 -7912
Chr20 Normal NT_011333.5 AGGTCACTGTCACCC 1019474 C20orf41 1025793 1066681 -6319 1025793 1064227 -6319 1064751 1066546 -45277
Chr19 Complement NT_077812.1 GGGTCAGTCTGACCT 304753 HCNP 298435 288408 -6318 298435 288408 -6318 298409 288468 -6344
Chr17 Complement NT_010718.13 GGGGCATCATGACCA 5968227 DLG4 5961912 5932103 -6315 5961912 5932103 -6315 5961059 5932918 -7168
Chr17 Complement NT_010641.13 AGGTCAGAGTGACCT 352102 FLJ10055 345815 309584 -6287 345787 309584 -6315 345751 310075 -6351
Chr4 Complement NT_022792.15 TGCTCACCTTGACCT 1755735 FLJ31033 1749422 1689408 -6313 1749422 1689408 -6313 1748425 1690819 -7310



Chr15 Complement NT_010194.15 AGGTCAAAACGTCCT 5431283 NOLA3 5424972 5423530 -6311 5424972 5423530 -6311 5424885 5423780 -6398
Chr3 Complement NT_022459.12 GGGTCACTCTGACTT 8162239 CNTN3 8155929 7993560 -6310 8155929 7993560 -6310 8155906 7995390 -6333
Chr5 Complement NT_006713.13 AGGTCACAGTGAGCT 8863753 LOC256987 8857443 8831104 -6310 8857443 8831104 -6310 8857440 8831618 -6313
Chr16 Normal NT_019609.11 GGTTCATTCTGACCT 1067804 LOC90170 1074114 1076564 -6310 1074114 1076564 -6310 1075773 1076219 -7969
Chr7 Complement NT_007933.12 AGGTCACTCCCACCC 24517499 CYP3A5 24511205 24479401 -6294 24511190 24479401 -6309 24511103 24479512 -6396
Chr1 Complement NT_004559.10 AGGGCACGTCGACCC 1783878 DKFZp434C0923 1777569 1774929 -6309 1777569 1774929 -6309 1777373 1776750 -6505
Chr18 Normal NT_025028.13 AGGCCGGGTTGACCC 4671980 GRP 4678246 4688846 -6266 4678289 4688841 -6309 4678344 4688546 -6364
Chr1 Normal NT_004487.15 GGGTCACTGCAACCT 2685399 MGC2629 2690867 2709421 -5468 2691708 2696423 -6309 2693011 2696414 -7612
Chr13 Normal NT_009799.12 GGCTCACAGCGACCT 2114899 TG737 2121208 2245501 -6309 2121208 2245501 -6309 2128525 2245314 -13626
Chr19 Complement NT_011295.10 GGGTCACAGCGAGCT 10653289 TM6SF2 10646980 10628359 -6309 10646980 10637981 -6309 10646826 10638275 -6463
Chr6 Normal NT_007592.13 GGGTCAAAATGACAC 17235298 BTN2A2 17241605 17253349 -6307 17241605 17253349 -6307 17242301 17251446 -7003
Chr11 Normal NT_033899.5 GGGTCAGGTTGACAG 26294040 FLJ23554 26296700 26374107 -2660 26300347 26374107 -6307 26300398 26373831 -6358
Chr16 Complement NT_037887.3 GGGTCAGCCCGAGCC 631841 MGC13114 626352 624431 -5489 625535 624431 -6306 0 0 -631841
Chr11 Normal NT_009237.15 CGGTCATCCTCACCT 27883167 LOC341240 27889472 27911389 -6305 27889472 27911389 -6305 27889472 27911389 -6305
Chr17 Normal NT_010783.13 TGGCCACGTTGACCT 18547179 RGS9 18502211 18592481 44968 18553484 18592466 -6305 18554958 18592181 -7779
Chr10 Complement NT_077569.2 AGGTCTTTATGACCT 7759417 SPS 7753193 7722335 -6224 7753112 7723870 -6305 7749846 7724038 -9571
Chr16 Normal NT_010505.13 GGCTCAGGTTGACCA 632858 LOC255896 639162 640931 -6304 639162 640931 -6304 639162 640931 -6304
Chr21 Normal NT_011515.10 GGGTCAGCGCGCCCT 1243533 C21orf90 1249836 1253450 -6303 1249836 1251377 -6303 1250415 1251330 -6882
Chr16 Complement NT_024797.13 GGGTGGTCTTGACCT 8763187 HSPC105 8756925 8743097 -6262 8756885 8744586 -6302 8746302 8744586 -16885
Chr3 Complement NT_005927.15 TGGTCAGGCTGATCT 10267043 GHRL 10261444 10256205 -5599 10260742 10256281 -6301 10260710 10256405 -6333
Chr10 Complement NT_030059.10 GAGTCAGAGCGACCC 20734478 NDUFB8 20728322 20722056 -6156 20728179 20722056 -6299 20728166 20722152 -6312
Chr12 Complement NT_019546.15 GGGCCAAAGTGACCT 947836 LOC144455 941538 897221 -6298 941538 897221 -6298 940606 899986 -7230
Chr7 Normal NT_007819.13 CGGGCATGGTGACCC 4842862 LOC221946 4849159 4860849 -6297 4849159 4860849 -6297 4849177 4849497 -6315
Chr4 Complement NT_016354.15 GGGTCAACATGACTA 12745040 LOC345275 12738743 12720879 -6297 12738743 12720879 -6297 12738698 12720879 -6342
Chr16 Normal NT_010393.13 AGGTCACAGCTACCC 2344312 KIAA0350 2350607 2588250 -6295 2350607 2588250 -6295 2350787 2584759 -6475
Chr20 Complement NT_011362.8 GGGTCATTGTGACTA 9235224 SPINLW1 9228932 9218773 -6292 9228932 9222182 -6292 9228911 9223700 -6313
Chr14 Normal NT_026437.10 GGTTCACGCTGACCC 77014458 LOC122478 77020749 77087925 -6291 77020749 77087925 -6291 77020749 77087925 -6291
Chr11 Normal NT_033899.5 GGGTCCAACTGACCT 27423670 LOC219871 27429961 27430896 -6291 27429961 27430896 -6291 27429961 27430896 -6291
Chr3 Complement NT_005612.13 TGGTCTTTGTGACCC 34612591 MGC2306 34611901 34597808 -690 34606301 34598390 -6290 34605410 34599398 -7181
Chr9 Normal NT_008470.15 AGGTCATGGTGACAA 31439290 LOC203249 31445579 31470772 -6289 31445579 31470772 -6289 31464314 31465828 -25024
Chr15 Normal NT_010194.15 AGGTCAAGGTGACTG 30180644 CCNB2 30186931 30206854 -6287 30186931 30206854 -6287 30187079 30206687 -6435
Chr17 Complement NT_010718.13 AGGTTAACATGACCA 7661258 P101-PI3K 7708157 7621371 46899 7654971 7622550 -6287 7653948 7623093 -7310
Chr1 Normal NT_004852.15 TGGTCAGGCTGGCCT 3222511 LOC343523 3228797 3242436 -6286 3228797 3242436 -6286 3228797 3242436 -6286
Chr1 Normal NT_077382.2 GTGTCACACTGACCC 169739 LOC343543 176025 182600 -6286 176025 182600 -6286 176025 182600 -6286
Chr15 Complement NT_010194.15 GGGTTGCAGTGACCT 21853770 SPPL2A 21847517 21789325 -6253 21847484 21789386 -6286 21847341 21789608 -6429
Chr5 Complement NT_023089.13 GGGTCACTGTGAGCA 591646 FLJ20413 585361 582865 -6285 585361 582865 -6285 585214 584597 -6432
ChrX Normal NT_078111.1 CTGTCAAACTGACCC 88739 LOC255761 95022 110620 -6283 95022 110620 -6283 95022 110620 -6283
Chr12 Normal NT_029419.10 GGCTCACTGTGACCT 14032635 LOC283400 14038918 14046286 -6283 14038918 14046286 -6283 14043005 14044994 -10370
Chr8 Normal NT_023678.14 GGGTCACTCCCACCC 1219717 LOC346751 1226000 1226739 -6283 1226000 1226739 -6283 1226000 1226739 -6283
Chr5 Normal NT_034772.4 TGGTCAGATTAACCT 17238124 LOC340068 17244405 17263169 -6281 17244405 17263169 -6281 17244405 17263169 -6281
Chr22 Normal NT_019197.3 AGGTCACTGGGACCC 97204 MOV10L1 103474 175106 -6270 103485 175106 -6281 103509 174869 -6305
Chr5 Normal NT_006713.13 AGGTCTTTATGACCT 5531677 S100Z 5537958 5609187 -6281 5537958 5566176 -6281 5563317 5565789 -31640
Chr19 Normal NT_011255.13 AGGTCAGCCTGGCCA 6306509 MGC10974 6312714 6315262 -6205 6312789 6315040 -6280 6312832 6314984 -6323
Chr7 Complement NT_007819.13 TGGTCATTCTCACCT 25029466 LOC346412 25023187 24980744 -6279 25023187 24980744 -6279 25023187 24980744 -6279
Chr8 Complement NT_037704.3 GGGTGGGTGTGACCC 98405 DKFZp547F072 92127 91018 -6278 92127 91018 -6278 91454 91104 -6951
Chr10 Complement NT_008705.14 GGGCCGCCTTGACCT 12440766 LOC349592 12434489 12322402 -6277 12434489 12322402 -6277 12434489 12322402 -6277
Chr16 Normal NT_024812.10 TGGTCAGGCTGATCT 3724850 LOC350349 3731126 3760072 -6276 3731126 3760072 -6276 3731306 3760072 -6456
Chr11 Normal NT_033899.5 AGATCACCATGACCC 30409778 FLJ40224 30416051 30419199 -6273 30416051 30419199 -6273 30416589 30417313 -6811
Chr21 Normal NT_011512.8 TGGTCAGGCTGATCT 26771897 LOC150084 26778170 26834844 -6273 26778170 26834844 -6273 26778273 26834120 -6376
Chr1 Complement NT_077386.2 GGGTCACACTGACAG 3058400 LOC343549 3052127 3011580 -6273 3052127 3011580 -6273 3052091 3011580 -6309
Chr9 Normal NT_008413.15 AGGTCGTTTTTACCC 13943819 LOC347192 13950092 13968174 -6273 13950092 13968174 -6273 13950092 13968174 -6273
Chr19 Complement NT_011255.13 GGGTCACAGTGAGCC 6616872 TNFSF14 6610599 6604568 -6273 6610599 6604568 -6273 6610080 6604937 -6792
Chr1 Complement NT_004668.15 TGGGCACTTTGACCC 1298858 KCNN3 1292586 1129749 -6272 1292586 1129749 -6272 1282020 1130284 -16838
Chr19 Complement NT_011109.15 GGGTCATGGTGCCCT 24278109 SIGLECL1 24273233 24262803 -4876 24271837 24262803 -6272 24273177 24263085 -4932
Chr19 Complement NT_011109.15 GGGTCATGGTGCCCT 24278109 SIGLECL1 24273233 24262803 -4876 24271837 24262803 -6272 24271817 24263085 -6292
ChrX Complement NT_011757.12 TAGTCAGGCTGACCT 7055734 FLJ14503 7049504 6939694 -6230 7049464 6943388 -6270 7049464 6943388 -6270
ChrX Normal NT_011812.12 TGGTCACTCTGACCA 8769852 PRPS2 8776046 8808905 -6194 8776122 8808905 -6270 8776182 8807480 -6330
Chr6 Complement NT_007422.12 GGGTCAGGCTGACAC 2973570 SLC22A2 2967300 2879434 -6270 2967300 2925131 -6270 2967130 2925805 -6440
Chr2 Normal NT_005403.13 AGATCAGCCTGACCA 52133960 CFLAR 52140227 52188338 -6267 52140227 52188338 -6267 52153926 52188033 -19966
Chr10 Normal NT_030059.10 CGGTCTCTCCGACCC 21428117 LOC282992 21434383 21437163 -6266 21434383 21437163 -6266 21434415 21434741 -6298
Chr8 Complement NT_008183.16 GGGTCGCTAAGACCT 34603251 SNX16 34596985 34554370 -6266 34596985 34554370 -6266 34594771 34556282 -8480
ChrX Complement NT_011726.10 TGGTCAGCCTGTCCC 1808450 LOC340565 1802186 1708116 -6264 1802186 1708116 -6264 1802186 1708116 -6264
Chr2 Normal NT_022184.12 GGGTCACCGCAACCT 51924214 SPR 51930478 51935218 -6264 51930478 51935218 -6264 51930494 51934598 -6280
Chr4 Complement NT_022853.14 AGGTTAAGCTGACCA 2276933 CHIC2 2270718 2215844 -6215 2270671 2215844 -6262 2270350 2216145 -6583
Chr1 Complement NT_004511.15 CGTTCACAGTGACCT 5113154 LOC113444 5106930 5100675 -6224 5106894 5102198 -6260 5103129 5102851 -10025
Chr8 Normal NT_023684.15 GGGTCGTTGTGAGCC 221884 LOC338328 228143 232118 -6259 228143 232118 -6259 228218 230468 -6334
Chr15 Complement NT_010194.15 TGGTCACTGGGACCT 42610872 LOC342089 42604616 42532038 -6256 42604616 42532038 -6256 42604616 42532038 -6256
Chr2 Complement NT_005403.13 GGGTCACCATGGCCC 77830061 IRS1 77823808 77759271 -6253 77823808 77759271 -6253 77822787 77819059 -7274
Chr16 Complement NT_010498.13 GGCTCAGGCTGACCA 16178188 ZDHHC1 16171935 16149886 -6253 16171935 16149886 -6253 16163236 16150127 -14952
Chr19 Complement NT_011109.15 GGGTAAATATGACCC 4079346 LOC342874 4073094 4060765 -6252 4073094 4060765 -6252 4073094 4060765 -6252
Chr11 Normal NT_033903.5 TGGTCAGGCTGATCT 10043618 CAPN1 10049235 10080002 -5617 10049869 10080002 -6251 10050699 10079283 -7081
Chr16 Complement NT_037887.3 GGCTCACTACGACCT 722707 FLJ34512 716457 712589 -6250 716457 712589 -6250 716368 714908 -6339
Chr3 Complement NT_005825.15 GGGTCAGAAAGACCA 6369816 SLC26A6 6363566 6353798 -6250 6363566 6353798 -6250 6361668 6354059 -8148
Chr13 Normal NT_024524.12 GGGTCTGGGTGACCA 14019193 LOC341661 14025441 14042998 -6248 14025441 14042998 -6248 14025441 14042998 -6248
Chr17 Normal NT_010748.12 GGGTCAGGATGACCA 281355 LOC350425 287603 359763 -6248 287603 359763 -6248 287603 359763 -6248
Chr6 Normal NT_007592.13 AGGTCAAAATGACTC 38731976 LOC346216 38738221 38758462 -6245 38738221 38758462 -6245 38738221 38758462 -6245
Chr3 Normal NT_005962.15 GGGTCAAAGAGACCA 22751823 LOC344893 22758067 22783835 -6244 22758067 22783835 -6244 22758067 22783835 -6244
ChrX Normal NT_011786.13 AGATCAGCCTGACCA 10118104 LOC158856 10124347 10128159 -6243 10124347 10128159 -6243 10127463 10127795 -9359
Chr16 Complement NT_010498.13 AGGTCACACTGGCCC 21972911 LOC350295 21966670 21900478 -6241 21966670 21900478 -6241 21966670 21900478 -6241
Chr2 Normal NT_005403.13 TGGTCAGGTTGATCT 5563766 LOC351299 5570005 5607596 -6239 5570005 5607596 -6239 5570005 5607596 -6239
Chr19 Normal NT_011295.10 AGGTCACCCCCACCC 2722672 FLJ13055 2728909 2739174 -6237 2728909 2739174 -6237 2731152 2737857 -8480
Chr2 Complement NT_005079.12 GGGTCATAGTGACAG 2185393 LOC344219 2179156 2159130 -6237 2179156 2159130 -6237 2179156 2159130 -6237
Chr1 Normal NT_004321.15 GGGTCAGCCGGACCT 680661 ARHGEF16 678015 704450 2646 686897 704450 -6236 692775 703926 -12114
Chr12 Normal NT_035266.2 TGGTCAAGTTGATCT 92950 MGC15619 17863 131385 75087 99186 131385 -6236 108405 130755 -15455
Chr5 Complement NT_023089.13 GGGTCACTGTGATCC 591596 FLJ20413 585361 582865 -6235 585361 582865 -6235 585214 584597 -6382
Chr19 Normal NT_077812.1 TGGTCATCCTCACCT 197512 NTE 203041 230643 -5529 203747 230643 -6235 204433 230444 -6921
Chr16 Normal NT_037887.3 GGGCCAGCCTGACCC 1215281 LOC348206 1221513 1221950 -6232 1221513 1221950 -6232 1221513 1221950 -6232
Chr3 Normal NT_005612.13 AGGTTAGAATGACCC 56102428 LOC348812 56108660 56117882 -6232 56108660 56117882 -6232 56108660 56117882 -6232
Chr10 Normal NT_008583.15 AGGTCATTGTGACTC 19756146 NET-7 19762378 19818571 -6232 19762378 19818571 -6232 19762499 19817882 -6353
Chr5 Normal NT_006431.13 GGGTCACTCCCACCC 17618395 LOC345670 17624626 17694562 -6231 17624626 17694562 -6231 17624626 17694562 -6231
ChrX Complement NT_011568.12 GGGTGGGAGTGACCC 4905290 LOC139496 4899062 4847902 -6228 4899062 4847902 -6228 4899062 4847902 -6228
Chr6 Normal NT_007299.12 GGGTCGCGGTGAACC 4311717 LOC285801 4317945 4319369 -6228 4317945 4319369 -6228 4318979 4319326 -7262
Chr12 Normal NT_009755.15 TGGACACGCTGACCT 1712552 KIAA2017 1718779 1729357 -6227 1718779 1729357 -6227 1724049 1729125 -11497



Chr5 Complement NT_006431.13 AGGTTGCAGTGACCC 14543731 LOC340087 14537506 14535923 -6225 14537506 14535923 -6225 14537156 14536854 -6575
Chr14 Complement NT_026437.10 GGGTCAGTTTGACCA 74318983 C14orf86 74312759 74291117 -6224 74312759 74291117 -6224 74294473 74291524 -24510
Chr19 Normal NT_011255.13 AGGCCAGCCTGACCA 441285 LOC91978 447509 459654 -6224 447509 459654 -6224 447645 459423 -6360
Chr3 Complement NT_005962.15 TGGGCAAATTGACCT 16171709 LOC351555 16165487 16106619 -6222 16165487 16106619 -6222 16165487 16106619 -6222
Chr1 Complement NT_004511.15 AGGTCACCTTGTCCA 7727753 LOC343351 7721535 7651994 -6218 7721535 7651994 -6218 7698291 7651994 -29462
Chr6 Normal NT_025741.12 AGGTCACAGTGAGCT 10153478 LOC135533 10159694 10285302 -6216 10159694 10285302 -6216 10159694 10285302 -6216
Chr2 Normal NT_005120.13 AGGTCGCATTGACCC 5553351 LOC339771 5559566 5560029 -6215 5559566 5560029 -6215 5559649 5560028 -6298
Chr11 Complement NT_008984.15 AGGTCAAGTTCACCC 5261498 LOC349716 5255283 5216230 -6215 5255283 5216230 -6215 5255283 5216230 -6215
Chr8 Complement NT_008183.16 AGGCCAACCTGACCG 18041551 LOC346980 18035338 17939641 -6213 18035338 17939641 -6213 18035338 17939641 -6213
Chr3 Complement NT_005927.15 AGGTCACAGTGAGCC 10084974 MGC40179 10078761 10051851 -6213 10078761 10051851 -6213 10075304 10074771 -9670
Chr17 Complement NT_010718.13 GGGTCACTGTCACCT 17007403 FLII 17001192 16987287 -6211 17001192 16987287 -6211 17001141 16987589 -6262
Chr3 Normal NT_005999.15 TGGTCAGTCTGATCT 1212906 FLJ32332 1218844 1223541 -5938 1219116 1223541 -6210 1220061 1222329 -7155
Chr16 Normal NT_010498.13 AGGTCAAGCTGACGA 19273039 SF3B3 19279194 19333073 -6155 19279249 19327703 -6210 19282063 19327219 -9024
Chr19 Complement NT_011295.10 AGGTCACTGCAACCT 9901888 ELL 9895728 9817437 -6160 9895679 9817437 -6209 9895667 9818364 -6221
Chr2 Normal NT_022184.12 GGGTCATACTGACCC 59934235 LOC344042 59940444 60107285 -6209 59940444 60107285 -6209 59940444 60107285 -6209
Chr8 Complement NT_023666.15 AGGTCTTCTTGACCA 6585714 DKFZp434K1210 6579507 6577396 -6207 6579507 6577396 -6207 6579317 6578928 -6397
Chr17 Complement NT_010748.12 GGGTCACCTCCACCC 924081 LOC339201 917874 907159 -6207 917874 907159 -6207 908425 907844 -15656
Chr11 Complement NT_028310.10 TGGTCGGGGCGACCC 2134234 LOC340972 2128027 2121132 -6207 2128027 2121132 -6207 2128027 2121132 -6207
Chr1 Complement NT_032977.5 AGGTCTTGGTGACCA 4491656 LOC343187 4485451 4457019 -6205 4485451 4457019 -6205 4485451 4457019 -6205
Chr2 Complement NT_022184.12 TGGTCAAGATGGCCT 5027076 KIF3C 5021314 4965401 -5762 5020872 4965401 -6204 5020719 4967780 -6357
Chr14 Normal NT_026437.10 TGGTCAGGGTGGCCT 74498119 LOC338926 74504323 74513939 -6204 74504323 74513939 -6204 74504323 74513939 -6204
Chr3 Complement NT_005612.13 GGGCCACCATGACCA 33705020 TPRA40 33716614 33691452 11594 33698816 33691452 -6204 33698525 33691900 -6495
Chr17 Complement NT_010663.13 GTGTCAGAATGACCA 38699 P4HB 32549 15144 -6150 32498 15144 -6201 32454 15995 -6245
Chr6 Normal NT_033951.3 AGGTCGCGGTGAGCC 3131085 C6orf25 3137274 3140613 -6189 3137285 3138975 -6200 3137285 3138975 -6200
Chr6 Normal NT_034874.2 AGGTCGCGGTGAGCC 2988364 C6orf25 2994553 2997892 -6189 2994564 2996254 -6200 2994564 2996254 -6200
Chr3 Complement NT_006014.14 GGGACAAAATGACCC 581300 AMT 575101 569284 -6199 575101 569284 -6199 574956 570046 -6344
Chr5 Complement NT_077451.2 GGCTCACTGCGACCT 2205437 LOC340044 2199239 2197299 -6198 2199239 2197299 -6198 2199183 2197299 -6254
Chr1 Complement NT_077915.1 GGGCCAGGCTGACCT 17273 LOC350847 11075 4706 -6198 11075 4706 -6198 9917 4706 -7356
Chr2 Normal NT_022184.12 AGGTCGCAGTGAGCT 46875155 LOC351180 46881353 46948857 -6198 46881353 46948857 -6198 46881353 46948857 -6198
Chr6 Normal NT_007592.13 AGGTCGCGGTGAGCC 22539513 C6orf25 22545699 22549038 -6186 22545710 22547400 -6197 22545710 22547400 -6197
Chr19 Normal NT_011255.13 CGGCCACCGTGACCT 786094 ELA2 792291 796242 -6197 792291 796242 -6197 792329 796164 -6235
Chr5 Complement NT_006576.13 AGGTTGCGGTGACCT 14642054 LOC340112 14635857 14634910 -6197 14635857 14634910 -6197 14635755 14635381 -6299
Chr7 Normal NT_007819.13 TGGTCACAGTGAGCC 205831 CGI-20 211865 231745 -6034 212026 231072 -6195 212026 230733 -6195
Chr17 Complement NT_010799.13 AGATCAGCCTGACCA 2274739 LOC284087 2268545 2265555 -6194 2268545 2265555 -6194 2268485 2267688 -6254
Chr2 Normal NT_005403.13 AGGACAAGGTGACCA 41722951 LOC344053 41729145 41888292 -6194 41729145 41888292 -6194 41729213 41888292 -6262
Chr8 Normal NT_008046.13 GGGTCAGTTTGTCCA 14609064 LOC346873 14615258 14626734 -6194 14615258 14626734 -6194 14615258 14626734 -6194
Chr2 Complement NT_022184.12 AGGTCGTGGTGAGCC 49011522 FLJ25084 49005329 49003158 -6193 49005329 49003158 -6193 49004752 49003721 -6770
Chr19 Complement NT_077812.1 GAGTCAACCTGACCT 210650 LOC147791 204457 201612 -6193 204457 201612 -6193 203590 203171 -7060
Chr8 Complement NT_008046.13 AGGTCATCTTAACCT 42653392 LOC253336 42647200 42638891 -6192 42647200 42638891 -6192 42647143 42646727 -6249
Chr14 Normal NT_026437.10 GGGGCAAGGCGACCC 39018771 DACT1 39020843 39035077 -2072 39024962 39033893 -6191 39024962 39033893 -6191
Chr18 Normal NT_025028.13 TGATCATTTTGACCT 18134263 LOC348299 18140452 18179302 -6189 18140452 18179302 -6189 18140452 18179302 -6189
Chr11 Complement NT_033903.5 TGGTCACTGTGGCCC 12480752 FLJ90834 12474566 12470740 -6186 12474566 12470740 -6186 12472929 12472174 -7823
Chr11 Complement NT_033903.5 GGCTCACTGCGACCT 2451816 LOC349668 2445630 2442137 -6186 2445630 2442137 -6186 2445630 2442137 -6186
Chr7 Normal NT_007933.12 AGGTCACCTTGATCC 25531168 RPP20 25537260 25538701 -6092 25537353 25538701 -6185 25538038 25538460 -6870
Chr12 Complement NT_009714.15 CTGTCAGAGTGACCC 5602613 GPR19 5596429 5572799 -6184 5596429 5572799 -6184 5574356 5573109 -28257
Chr10 Normal NT_077569.2 AGGTCACAATTACCT 12143288 LOC340843 12149470 12203597 -6182 12149470 12203597 -6182 12149510 12203597 -6222
Chr10 Normal NT_008705.14 AGGTCACAATTACCT 2682 LOC340893 8864 63012 -6182 8864 63012 -6182 8904 63012 -6222
Chr13 Normal NT_024524.12 AGGTGAAATTGACCA 22399380 LOC349952 22405562 22547745 -6182 22405562 22547745 -6182 22405562 22547745 -6182
Chr16 Normal NT_010393.13 ATGTCAAAATGACCA 12877949 DREV1 12881761 12942010 -3812 12884130 12942010 -6181 12884378 12939971 -6429
Chr15 Complement NT_010194.15 TGGTCAATTTGCCCT 9848573 LOC342006 9842392 9833630 -6181 9842392 9833630 -6181 9842392 9833630 -6181
Chr15 Complement NT_010194.15 AGGTGATGCTGACCT 49705902 CHRNA3 49700037 49671794 -5865 49699722 49674052 -6180 49699536 49675346 -6366
Chr18 Normal NT_010879.13 GGGTGGCGCTGACCC 1599693 LOC147294 1605873 1608595 -6180 1605873 1608595 -6180 1605873 1608595 -6180
Chr8 Normal NT_008046.13 AGGTCTTCATGACCC 14609078 LOC346873 14615258 14626734 -6180 14615258 14626734 -6180 14615258 14626734 -6180
Chr1 Complement NT_004668.15 AGGTCGCAGTGAGCC 1621246 MUC1 1615091 1608138 -6155 1615066 1608431 -6180 1615041 1608443 -6205
Chr18 Complement NT_010966.13 ATGTCACTCTGACCC 7252471 CDH2 7246510 7020038 -5961 7246293 7020038 -6178 7246088 7021219 -6383
Chr22 Complement NT_011520.9 TGGTCAGGCTGATCT 14396147 LOC129116 14389969 14375643 -6178 14389969 14375643 -6178 14389969 14375643 -6178
Chr7 Complement NT_007741.12 GGGTGGGGGTGACCT 170884 LOC285888 164706 131976 -6178 164706 131976 -6178 139881 133912 -31003
Chr9 Normal NT_008413.15 TGGTCAAACTGTCCC 13671652 LOC352690 13677829 13736396 -6177 13677829 13736396 -6177 13677829 13736396 -6177
ChrX Complement NT_025965.11 GGGACAGTTTGACCT 405422 IDH3G 399246 390501 -6176 399246 390501 -6176 399060 390606 -6362
Chr11 Complement NT_033903.5 CGGTCACTGTCACCC 2197112 TNKS1BP1 2193658 2168383 -3454 2190936 2168383 -6176 2190624 2169279 -6488
Chr4 Normal NT_016606.15 GGGACAAGCCGACCT 16093111 LOC285532 16099286 16100828 -6175 16099286 16100828 -6175 16099553 16100245 -6442
Chr6 Complement NT_025741.12 AGGTCACCACCACCT 12662718 LOC345870 12656543 12604750 -6175 12656543 12604750 -6175 12656543 12604750 -6175
Chr22 Complement NT_011519.10 GGGTCATATTGAGCC 2082391 PRODH 2076216 2052359 -6175 2076216 2052445 -6175 2075950 2052838 -6441
Chr19 Normal NT_011295.10 AGGTGAGCTTGACCC 12512356 ZNF431 12518530 12562447 -6174 12518530 12562447 -6174 12518629 12560479 -6273
Chr17 Normal NT_010718.13 AGGTCAAGTTCACCT 6453391 LOC284158 6459564 6486110 -6173 6459564 6486110 -6173 6461945 6485821 -8554
Chr9 Normal NT_008470.15 GGGGCAATGTGACCC 30905592 FLJ00001 30911763 31091953 -6171 30911763 31091951 -6171 30911844 31088177 -6252
Chr19 Complement NT_011109.15 GGGTCACTGCAACCT 21290779 KIAA1883 21284609 21256720 -6170 21284609 21256720 -6170 21283023 21257220 -7756
Chr5 Normal NT_029289.9 AGCTCACTGCGACCT 11556690 GPX3 11562856 11571486 -6166 11562856 11571485 -6166 11563153 11570628 -6463
Chr5 Complement NT_006576.13 AGGACACAGTGACCT 16475657 C1QTNF3 16469492 16445995 -6165 16469492 16445995 -6165 16469423 16446881 -6234
Chr4 Complement NT_006238.10 AGGTCATCCTGAACA 7844402 TXK 7838239 7770727 -6163 7838239 7770727 -6163 7838153 7771620 -6249
Chr16 Normal NT_037887.3 GTGTCACGGTGACCC 164173 HBQ1 170335 171178 -6162 170335 171178 -6162 170486 171107 -6313
Chr5 Normal NT_034772.4 AGGTCAGCCTGAACA 34002248 RIL 34008408 34024168 -6160 34008408 34024168 -6160 34008449 34022943 -6201
Chr3 Normal NT_005612.13 GGGTGGGAGTGACCC 27020068 KIAA1006 27026226 27537800 -6158 27026226 27537800 -6158 27027580 27537098 -7512
ChrX Complement NT_028413.6 GGATCAATATGACCA 224185 LOC352859 218027 171458 -6158 218027 171458 -6158 218027 171458 -6158
Chr19 Normal NT_011295.10 TGGTCAGGCTGATCT 1638426 ICAM1 1644581 1660093 -6155 1644581 1660093 -6155 1644638 1658765 -6212
Chr20 Normal NT_011387.8 AGGCCAGCCTGACCA 240084 SOX12 246239 250865 -6155 246239 250865 -6155 246569 247516 -6485
Chr5 Complement NT_023133.11 CGGTCATCTTGGCCC 21715817 DBN1 21710207 21693129 -5610 21709664 21693129 -6153 21709987 21693951 -5830
Chr5 Complement NT_023133.11 CGGTCATCTTGGCCC 21715817 DBN1 21710207 21693129 -5610 21709664 21693129 -6153 21708676 21693951 -7141
Chr10 Complement NT_077569.2 GGGTCATAATGACTC 9398369 LOC349550 9392216 9391835 -6153 9392216 9391835 -6153 9392216 9391835 -6153
Chr2 Complement NT_005403.13 TGGTCATCTTGAACC 16912855 FLJ11457 16969691 16873326 56836 16906703 16873326 -6152 16906403 16890603 -6452
Chr1 Complement NT_037485.3 AAGTCGCATTGACCT 2676896 DNAJC8 2670745 2638279 -6151 2670745 2638279 -6151 2670745 2638968 -6151
Chr7 Complement NT_007933.12 GGGTCACGGCAACCT 64222480 LOC346689 64216331 64174877 -6149 64216331 64174877 -6149 64216331 64174877 -6149
Chr8 Normal NT_008183.16 AGGTCACAGTGACCC 709933 MCM4 715399 733031 -5466 716081 732371 -6148 716253 731886 -6320
Chr12 Normal NT_009714.15 AGATCAGCCTGACCA 694823 FLJ12581 700969 707629 -6146 700969 707629 -6146 701185 706665 -6362
Chr2 Complement NT_022184.12 GGGACATTCTGACCC 42487218 LOC51057 42631584 42164469 144366 42481073 42164899 -6145 42480949 42165073 -6269
Chr20 Complement NT_011362.8 AGGTCTGTCTGACCA 8153043 LOC284744 8146899 8143319 -6144 8146899 8143319 -6144 8146834 8143440 -6209
Chr11 Normal NT_033899.5 GGGTTACACCGACCT 21485321 TMPRSS4 21491465 21540002 -6144 21491465 21532844 -6144 21491697 21532307 -6376
Chr22 Normal NT_011520.9 AGCTCACTGCGACCT 20904235 L3MBTL2 20910340 20936330 -6105 20910378 20936330 -6143 20910421 20935309 -6186
Chr15 Normal NT_010194.15 AGATCAACATGACCT 40389973 FLJ20190 40380667 40488417 9306 40396115 40486216 -6142 40441793 40485534 -51820
Chr9 Complement NT_019501.12 CGGTCTCCCCGACCC 1574793 GDBR1 1568691 1531992 -6102 1568651 1540281 -6142 1568473 1540714 -6320
Chr2 Complement NT_005120.13 GGGTCTCCTTGACCC 5076866 LOC151174 5070724 5063674 -6142 5070724 5064231 -6142 5064672 5064244 -12194
Chr6 Complement NT_007592.13 AGGTCAGATTGTCCA 30729867 LOC285850 30723725 30723244 -6142 30723725 30723244 -6142 30723516 30723277 -6351
Chr10 Complement NT_037750.1 GGCTCAGACTGACCC 22313 LOC349524 16171 7966 -6142 16171 7966 -6142 16171 7966 -6142



Chr14 Complement NT_026437.10 CGGACACCCTGACCC 85542975 JAG2 85536837 85509752 -6138 85536837 85509752 -6138 85536433 85510708 -6542
Chr6 Normal NT_034880.2 TGATCACCCTGACCT 2922794 LOC221755 2928932 2931400 -6138 2928932 2931400 -6138 2929182 2929649 -6388
Chr5 Normal NT_077451.2 GGGTGGGAGTGACCT 314238 LOC348990 320375 322970 -6137 320375 322970 -6137 320375 322970 -6137
Chr14 Normal NT_026437.10 GGGTCAGGCTGGCCA 83919378 LOC350105 83925515 83939601 -6137 83925515 83939601 -6137 83925515 83939601 -6137
Chr6 Normal NT_007592.13 GGGTGGTCCTGACCC 34759344 MGC45491 34765464 34770013 -6120 34765479 34770013 -6135 34765860 34767990 -6516
Chr17 Complement NT_010783.13 TGGTCAGGCTGGCCT 565998 CDC27 559864 490766 -6134 559864 490825 -6134 559737 491500 -6261
Chr16 Normal NT_019609.11 AGGTCAATGGGACCG 272380 COX4I1 278514 285926 -6134 278514 285926 -6134 280130 285798 -7750
Chr20 Complement NT_011333.5 TGGCCACTTTGACCT 846757 KCNQ2 840623 768199 -6134 840623 768199 -6134 840446 774627 -6311
Chr14 Complement NT_026437.10 AAGTCACCCTGACCT 55662161 LOC338918 55656027 55625361 -6134 55656027 55625361 -6134 55656013 55625673 -6148
Chr5 Normal NT_029289.9 AGGTCACTGCAACCT 2174588 FLJ90583 2179445 2183558 -4857 2180721 2182939 -6133 2180721 2182939 -6133
Chr3 Complement NT_005612.13 AGATCAGCCTGACCA 29151712 SEMA5B 29145579 29027197 -6133 29145579 29027197 -6133 29079264 29028144 -72448
Chr19 Complement NT_011109.15 TGGTCAGGCTGATCT 8673537 TYROBP 8667404 8663525 -6133 8667404 8663528 -6133 8667348 8663689 -6189
Chr18 Complement NT_010966.13 GGCTCACTGCGACCT 779959 ABHD3 773828 719960 -6131 773828 719960 -6131 773728 720654 -6231
Chr2 Normal NT_022135.13 GGGTCACTTTGCCCA 1941534 MGC46235 1947474 2004431 -5940 1947665 1994115 -6131 1947665 1994114 -6131
Chr3 Normal NT_037565.3 AGGTCAGGTCCACCC 2735829 LOC285269 2741959 2785725 -6130 2741959 2785725 -6130 2741992 2742246 -6163
Chr10 Complement NT_077569.2 AGCTCAGATTGACCT 11228403 RSU1 11222423 10997756 -5980 11222275 10997756 -6128 11221976 10998289 -6427
Chr3 Complement NT_005612.13 AGGTCAGTTCGACAC 15440519 LOC151871 15434394 15411795 -6125 15434394 15411795 -6125 15432543 15418394 -7976
Chr14 Normal NT_026437.10 TGGTCAAGGAGACCT 52313749 RGS6 52319874 52950695 -6125 52319874 52949503 -6125 52351550 52949215 -37801
Chr20 Complement NT_011362.8 GGGTCACCGTCACCA 639216 SAMHD1 633134 571623 -6082 633091 574012 -6125 632961 574250 -6255
ChrX Normal NT_025965.11 GAGTCAGAGTGACCA 940955 EMD 946848 949172 -5893 947078 949172 -6123 947136 948848 -6181
ChrX Normal NT_033330.5 GGCTCATTGCGACCT 210273 ASMT 216393 264019 -6120 216393 264019 -6120 236138 263952 -25865
Chr18 Complement NT_010859.12 GGGTCAAGCTGTCCT 3876254 DLGAP1 3870136 3488838 -6118 3870136 3488838 -6118 3870069 3489184 -6185
Chr2 Normal NT_022184.12 AGGTCTTTGTGACCT 5796952 FLJ20555 5803070 5817649 -6118 5803070 5817649 -6118 5803151 5817312 -6199
Chr19 Normal NT_011109.15 GGCTCAGGGTGACCA 13344890 LOC92799 13350979 13365519 -6089 13351008 13365519 -6118 13351024 13365331 -6134
Chr3 Normal NT_005612.13 GGGTCCCTGTGACCT 36111104 LOC351498 36117220 36121921 -6116 36117220 36121921 -6116 36117220 36121921 -6116
Chr7 Complement NT_007819.13 TGGTCAAATTTACCT 22925827 LOC285940 22919712 22917946 -6115 22919712 22917946 -6115 22919104 22918289 -6723
Chr5 Normal NT_006576.13 TGGTCATGGTGACGT 25612958 MGC42105 25619073 25707697 -6115 25619073 25707697 -6115 25672624 25707577 -59666
Chr16 Complement NT_010498.13 AGATCAGCCTGACCA 19143323 LOC283972 19137209 19134921 -6114 19137209 19134921 -6114 19136535 19136104 -6788
Chr19 Normal NT_011109.15 AGGTTGCAGTGACCC 22292951 RLP49 22299065 22315079 -6114 22299065 22315079 -6114 22299920 22314660 -6969
Chr3 Complement NT_005612.13 AGGTCAATTTTACCT 45735024 FLJ11827 45728911 45726942 -6113 45728911 45726942 -6113 45728715 45728287 -6309
Chr1 Normal NT_004483.15 ATGTCAGGGTGACCT 3337211 LOC343301 3343324 3343864 -6113 3343324 3343864 -6113 3343324 3343864 -6113
Chr1 Complement NT_077957.1 AGGTCAGGGTGGCCA 57377 LOC348486 51265 49444 -6112 51265 49444 -6112 49974 49657 -7403
Chr1 Complement NT_032977.5 AGGTCACTGCAACCT 5325980 ORC1L 5319868 5288243 -6112 5319868 5288243 -6112 5317632 5288590 -8348
Chr22 Normal NT_011520.9 AGGTCACCCCGGCCC 18720439 APOBEC3D 18726277 18734577 -5838 18726550 18730734 -6111 18726579 18730734 -6140
Chr20 Complement NT_011387.8 AGGTCAGTGTGACGT 24919460 C20orf3 24913349 24883581 -6111 24913349 24883581 -6111 24913324 24884449 -6136
Chr7 Complement NT_007933.12 TGGTCAGGGTGAGCT 53709013 LOC286015 53702902 53696897 -6111 53702902 53696897 -6111 53701461 53698211 -7552
Chr13 Normal NT_024524.12 GAGTCACACTGACCT 12266220 LOC341652 12272331 12277562 -6111 12272331 12277562 -6111 12272331 12277562 -6111
Chr16 Normal NT_024812.10 GGGTCTCCCTGACCT 2390089 HSD3B7 2396199 2400138 -6110 2396199 2400138 -6110 2396647 2399171 -6558
Chr2 Complement NT_022184.12 GGGTCACCCAGACCC 52121006 SFXN5 52114897 51985098 -6109 52114897 51985098 -6109 52114766 51988083 -6240
Chr21 Normal NT_011515.10 GGGTCTTTGTGACCT 582240 MYL6P 588348 588992 -6108 588348 588992 -6108 0 0 582240
Chr6 Normal NT_007592.13 TGGTCAGGCTGTCCT 17057017 HIST1H4E 17063124 17063500 -6107 17063124 17063500 -6107 17063124 17063435 -6107
Chr3 Normal NT_005927.15 GGGTCACTGCAACCT 10080106 MDS027 10086122 10097699 -6016 10086212 10097447 -6106 10086232 10096825 -6126
Chr11 Normal NT_033899.5 TGGTCAAAATGAACT 14326238 LOC349630 14332343 14352156 -6105 14332343 14352156 -6105 14332343 14352156 -6105
Chr9 Complement NT_008470.15 GGGTCGGGGTGCCCT 18669312 AMBP 18663209 18645036 -6103 18663209 18645036 -6103 18663115 18645145 -6197
Chr11 Complement NT_033903.5 AGGTCGGTTTGATCC 1760132 LOC341105 1754029 1644003 -6103 1754029 1644003 -6103 1754029 1644003 -6103
ChrX Complement NT_025965.11 GGGTCAGTTTGACAG 1550757 F8 1544655 1404286 -6102 1544655 1404286 -6102 1428664 1406089 -122093
Chr17 Complement NT_010755.13 AGGTCAACGTGTCCA 4562669 GPR2 4556568 4554159 -6101 4556568 4554159 -6101 4556564 4554294 -6105
Chr11 Normal NT_033927.5 GGGTCTTTCTGACCA 1452394 KRN1 1458495 1459518 -6101 1458495 1459518 -6101 1458733 1459242 -6339
Chr17 Normal NT_010799.13 AGGTTAGTTTGACCC 6524032 LOC350466 6530133 6587192 -6101 6530133 6587192 -6101 6530133 6587192 -6101
Chr20 Normal NT_011362.8 AGCTCAAGGTGACCA 21013270 RNPC1 21019371 21037287 -6101 21019371 21037287 -6101 21019614 21035809 -6344
Chr11 Complement NT_009237.15 GGGTAGCACTGACCT 2412922 LOC349718 2406822 2353782 -6100 2406822 2353782 -6100 2406822 2353782 -6100
Chr19 Complement NT_011295.10 AGGTTGCAGTGACCC 5441782 LOC342979 5435683 5427219 -6099 5435683 5427219 -6099 5435594 5427219 -6188
Chr9 Normal NT_078055.1 AGGTCGCAGTGAGCC 74058 DKFZp434A171 80155 123273 -6097 80155 123273 -6097 80267 122347 -6209
Chr1 Normal NT_037485.3 AGGTGACTTTGACCC 2391617 FLJ10307 2397182 2405813 -5565 2397713 2405813 -6096 2397790 2404920 -6173
Chr2 Complement NT_005403.13 AGGTCACCATGTCCC 77829904 IRS1 77823808 77759271 -6096 77823808 77759271 -6096 77822787 77819059 -7117
Chr10 Complement NT_030059.10 AGGTTATTCTGACCT 31076191 LOC282997 31070095 31068064 -6096 31070095 31068064 -6096 31069733 31069371 -6458
Chr7 Normal NT_007741.12 AGGTGGACTTGACCT 857898 LOC346305 863994 898029 -6096 863994 898029 -6096 863994 898029 -6096
Chr11 Complement NT_033903.5 TGGTCCACTTGACCC 6792360 RAB3IL1 6789008 6766041 -3352 6786264 6766041 -6096 6786106 6767017 -6254
Chr7 Complement NT_007819.13 GGGTCACACTGTCCA 7603922 ICA1 7597858 7448612 -6064 7597827 7449077 -6095 7571229 7449226 -32693
Chr9 Normal NT_008470.15 CGGTCAGACGGACCT 26849677 MRRF 26849809 26908366 -132 26855772 26908366 -6095 26855797 26907522 -6120
Chr19 Normal NT_011109.15 TGGTCAAACTGATCT 30623364 UBF-fl 30629459 30648143 -6095 30629459 30648143 -6095 30629597 30639698 -6233
Chr17 Complement NT_010718.13 TGGTCAGGCTGATCT 3316859 FLJ90165 3310766 3307119 -6093 3310766 3307119 -6093 3310706 3308200 -6153
Chr2 Normal NT_022184.12 AGATCAGCCTGACCA 6461347 NRBP 6467440 6481055 -6093 6467440 6481055 -6093 6472074 6480612 -10727
Chr3 Complement NT_006014.14 AGGACACATTGACCA 1470977 HYAL1 1464885 1452394 -6092 1464885 1452394 -6092 1453277 1452987 -17700
Chr1 Normal NT_004668.15 AGGTTGCAGTGACCC 44613 S100A1 50705 54345 -6092 50705 54345 -6092 52830 54149 -8217
Chr2 Normal NT_022135.13 GGGTGATCTCGACCT 582976 BCL2L11 586251 629551 -3275 589066 629551 -6090 589066 629551 -6090
Chr11 Complement NT_033899.5 AGGTCAAGCTGACAA 31941499 ETS1 31935435 31871908 -6064 31935409 31875504 -6090 31935137 31875504 -6362
Chr11 Complement NT_033903.5 GGGTCAAGATGTCCA 2102697 LOC338677 2096607 2070066 -6090 2096607 2070066 -6090 2096537 2070066 -6160
Chr14 Normal NT_026437.10 TGGTCACAGTGACCC 74377594 C14orf48 74383683 74395250 -6089 74383683 74395250 -6089 74384528 74389679 -6934
Chr15 Complement NT_010194.15 AGGACAGTGTGACCT 34469495 CA12 34463906 34406278 -5589 34463406 34406278 -6089 34463291 34407856 -6204
Chr1 Complement NT_032977.5 TGGTCTCTTTGACCT 6654878 FLJ36155 6648789 6421641 -6089 6648789 6421641 -6089 6509487 6422027 -145391
Chr6 Complement NT_007592.13 AGGCCAGCCTGACCA 33493525 RDS 33487484 33461467 -6041 33487436 33461467 -6089 33487199 33463160 -6326
Chr19 Complement NT_011109.15 GGCTCACAGCGACCT 13630646 CYP2A6 13624558 13617662 -6088 13624558 13617662 -6088 13624549 13617919 -6097
Chr5 Normal NT_023148.11 GGGTCACTCCCACCC 910885 LOC345497 916973 918165 -6088 916973 918165 -6088 916973 918165 -6088
ChrX Complement NT_025319.13 GGGTCACTTCCACCC 3512699 LOC352850 3506612 3451316 -6087 3506612 3451316 -6087 3506612 3451316 -6087
Chr1 Normal NT_004525.15 AGGTCGCAGTGAGCC 348847 LOC348404 354932 442003 -6085 354932 442003 -6085 355101 435854 -6254
Chr9 Normal NT_008413.15 GGGTCGCCCTGACCG 21424357 IFNA1 21430441 21431316 -6084 21430441 21431316 -6084 21430508 21431077 -6151
Chr10 Normal NT_008583.15 AGGTCAAAGGGACCG 12584350 LOC340880 12590434 12628314 -6084 12590434 12628314 -6084 12590558 12628314 -6208
Chr4 Complement NT_022778.13 AGGCCAGAATGACCC 991236 LOC345086 985152 856487 -6084 985152 856487 -6084 985152 856487 -6084
Chr12 Complement NT_009482.13 GGGTAAGGGTGACCA 3288207 LOC349832 3282123 3245449 -6084 3282123 3245449 -6084 3282123 3245449 -6084
Chr8 Normal NT_023736.15 GGGTCATATTGGCCT 1937745 MYOM2 1943738 2064048 -5993 1943828 2043959 -6083 1949461 2043483 -11716
Chr17 Complement NT_010755.13 TGGTCAGGCTGGCCT 4157285 STAT5B 4151204 4073919 -6081 4151204 4076207 -6081 4106868 4076479 -50417
Chr1 Complement NT_004754.14 TGGCCAGACTGACCT 4086982 LOC90874 4080902 4079780 -6080 4080902 4079780 -6080 4080620 4080210 -6362
Chr1 Normal NT_004538.14 AGGCCAGCCTGACCA 66476 SECP43 72553 97227 -6077 72553 97227 -6077 72579 97104 -6103
Chr3 Normal NT_005612.13 TGGTCTAACTGACCT 34838496 RAB7 34844545 34938461 -6049 34844572 34932472 -6076 34924881 34932183 -86385
Chr19 Normal NT_011109.15 TGGTCACACTGCCCT 8845731 DKFZP434J046 8848158 8864225 -2427 8851806 8864225 -6075 8858663 8864148 -12932
Chr16 Normal NT_024812.10 TGGTGAGGCTGACCT 718839 LOC283892 724913 743828 -6074 724913 743828 -6074 724927 738920 -6088
Chr1 Normal NT_004668.15 AGGTCGTAGTGAACT 179058 FLJ21919 150991 197115 28067 185131 196387 -6073 186165 195578 -7107
Chr3 Complement NT_005999.15 TGGTCCCACTGACCT 941230 PCBP4 936414 930982 -4816 935158 930983 -6072 934202 931585 -7028
Chr3 Complement NT_005999.15 TGGTCCCACTGACCT 941230 PCBP4 936414 930982 -4816 935158 930983 -6072 934762 931585 -6468
Chr19 Normal NT_011109.15 AGGTCACAAAGACCT 1718185 LOC148145 1724256 1727432 -6071 1724256 1727432 -6071 1724337 1725189 -6152
Chr19 Normal NT_011109.15 GGGTCACTGCAACCT 26907233 CNOT3 26909654 26927635 -2421 26913302 26927608 -6069 26914905 26927335 -7672
Chr2 Complement NT_005120.13 AGGTCACTGTGCCCT 5141999 LOC339769 5135930 5133411 -6069 5135930 5133411 -6069 5135930 5133411 -6069



Chr11 Normal NT_009237.15 AGATCAGCCTGACCA 35028015 LOC341251 35034081 35062700 -6066 35034081 35062700 -6066 35034081 35062700 -6066
Chr16 Normal NT_010552.13 GGGACAGAGTGACCT 432042 MMP25 438108 452148 -6066 438108 452148 -6066 438345 450525 -6303
Chr16 Normal NT_010552.13 GGGACAGAGTGACCT 432042 MMP25 438108 452148 -6066 438108 452032 -6066 438345 450525 -6303
Chr5 Normal NT_006431.13 AGGTCACTTTCACCT 1784838 LOC153249 1790903 1821889 -6065 1790903 1821889 -6065 1790903 1821889 -6065
ChrX Complement NT_078106.1 TGGTCATACTGAGCT 2886340 LOC286495 2880405 2873849 -5935 2880275 2873849 -6065 2880233 2874246 -6107
Chr15 Complement NT_026446.12 TGGACACTGTGACCC 2252542 LOC342218 2246477 2148621 -6065 2246477 2148621 -6065 2246477 2148621 -6065
Chr9 Normal NT_024000.15 GGGCCGCCCTGACCC 489858 DKFZp434M1411 495921 506328 -6063 495921 506328 -6063 502713 504550 -12855
Chr2 Complement NT_022184.12 TGGTCAGGCTGATCT 26360021 LOC285052 26353958 26352104 -6063 26353958 26352104 -6063 26353930 26353583 -6091
Chr3 Complement NT_005999.15 GGCTCACTGCGACCT 2824047 CHDH 2818226 2789307 -5821 2817985 2789450 -6062 2795844 2789613 -28203
Chr4 Complement NT_006216.14 TGGTCAGTATGTCCT 1162834 GC 1158737 1114423 -4097 1156772 1114423 -6062 1156745 1118903 -6089
Chr22 Complement NT_011519.10 AGGCCAGGATGACCC 804388 CECR5 798327 770551 -6061 798327 770551 -6061 792291 771061 -12097
Chr2 Complement NT_022171.13 AGGTCATTTCCACCT 4076142 CREG2 4070118 4031233 -6024 4070081 4031233 -6061 4069943 4033409 -6199
Chr1 Complement NT_019273.15 AGGTCAGCATGCCCA 2711934 LOC284465 2705874 2703240 -6060 2705874 2703240 -6060 2703872 2703504 -8062
Chr19 Normal NT_011109.15 AGGTCGCAGTGAGCT 8471079 MLL4 8477139 8497997 -6060 8477139 8497997 -6060 8477139 8497676 -6060
Chr1 Complement NT_004668.15 AGGTCATAAAGACCT 1729672 PKLR 1723612 1712031 -6060 1723612 1712446 -6060 1723587 1712764 -6085
Chr17 Complement NT_010783.13 AGGCCAGGCTGACCC 1970376 HOXB5 1964522 1961819 -5854 1964317 1961819 -6059 1964243 1962770 -6133
Chr4 Complement NT_006051.15 GGGTCACAATGACTC 213481 LOC345203 207422 206773 -6059 207422 206773 -6059 207422 206773 -6059
ChrX Complement NT_011786.13 AGGTCATGATGAGCA 10000067 ZNF75 10046458 9988203 46391 9994008 9989291 -6059 9993909 9989548 -6158
Chr15 Complement NT_010194.15 AGGTCACCTCCACCC 48853965 LOC338955 48847907 48789389 -6058 48847907 48789389 -6058 48847907 48789389 -6058
Chr5 Normal NT_023133.11 AGGTCAGAGTGACCT 125338 LOC348937 131396 133038 -6058 131396 133038 -6058 131537 133003 -6199
Chr1 Normal NT_028054.12 GGGTGGATTTGACCT 3126945 CA6 3133001 3162205 -6056 3133001 3162205 -6056 3133005 3161822 -6060
Chr20 Complement NT_011387.8 TGCTCAAAATGACCT 913062 LOC343637 907007 855401 -6055 907007 855401 -6055 884715 877267 -28347
Chr15 Complement NT_010194.15 GGGTCATCGCCACCT 16217738 FLJ32334 16211686 16199183 -6052 16211686 16199183 -6052 16204823 16200915 -12915
Chr18 Normal NT_010859.12 AGGTCAGATTGACCA 12687016 HCCA3 12676654 12715740 10362 12693066 12715740 -6050 12693109 12715533 -6093
Chr2 Normal NT_005058.13 AGGTCACAGTGCCCT 12489813 ARHGAP15 12495782 13134820 -5969 12495862 13134820 -6049 12521959 13134640 -32146
Chr12 Normal NT_029419.10 AGGTCGCGGTGAGCC 29527997 LOC349805 29534046 29556416 -6049 29534046 29556416 -6049 29534046 29556416 -6049
ChrX Normal NT_011568.12 AGGCCAGCGTGACCA 7414079 LOC158678 7420125 7421144 -6046 7420125 7421144 -6046 7420201 7420710 -6122
Chr5 Normal NT_029289.9 AGGTCGCAGTGAGCT 9959365 DKFZp586C0721 9965410 9971178 -6045 9965410 9971178 -6045 9965791 9966150 -6426
Chr22 Complement NT_011520.9 GGGTCACTGCAACCT 14396013 LOC129116 14389969 14375643 -6044 14389969 14375643 -6044 14389969 14375643 -6044
Chr12 Normal NT_009714.15 GGGTCACCATGCCCG 5692774 DKFZP434F0318 5637839 5703371 54935 5698816 5703371 -6042 5698816 5699560 -6042
Chr6 Normal NT_007592.13 GGGTCAAAATGACAC 17310400 BTN2A1 17316440 17335098 -6040 17316440 17328116 -6040 17317116 17327028 -6716
Chr12 Normal NT_009755.15 TGGTCAGGCTGACCC 2934868 LOC341497 2940908 2959921 -6040 2940908 2959921 -6040 2940932 2959921 -6064
Chr2 Complement NT_005079.12 AGGTCGTGGTGAGCC 2185196 LOC344219 2179156 2159130 -6040 2179156 2159130 -6040 2179156 2159130 -6040
Chr1 Complement NT_004671.15 AGCTCACTGCGACCT 14139620 PLU-1 14133582 14051517 -6038 14133582 14051517 -6038 14132827 14053148 -6793
Chr8 Complement NT_023666.15 AGGTCATTTTGATCT 3677165 FLJ20038 3690265 3659828 13100 3671128 3659828 -6037 3667253 3661658 -9912
Chr1 Complement NT_021937.15 GGGTCATATTGTCCT 1542227 FLJ37118 1536192 1518466 -6035 1536192 1518467 -6035 1536187 1519654 -6040
Chr18 Normal NT_010966.13 AGGTCACAGTGAGCC 4833563 LOC342749 4839597 4846022 -6034 4839597 4846022 -6034 4839597 4846022 -6034
Chr2 Normal NT_005403.13 GGATCACAGCGACCC 83396760 ALPP 83402723 83406925 -5963 83402793 83406925 -6033 83402846 83405838 -6086
Chr19 Normal NT_011295.10 GGGTCATAAAGACCT 8197005 SIN3B 8203036 8253962 -6031 8203036 8253962 -6031 8203488 8252340 -6483
Chr15 Complement NT_010194.15 TGGGCAAAATGACCT 41511288 LOC283674 41505258 41495995 -6030 41505258 41495995 -6030 41504461 41496472 -6827
Chr4 Normal NT_037623.3 GGGCCACCCTGACCC 220140 TACC3 226168 249797 -6028 226168 249797 -6028 228051 249642 -7911
Chr19 Normal NT_011109.15 AGGTGAAACTGACCA 30527575 FLJ38288 30533602 30537715 -6027 30533602 30537715 -6027 30533899 30534375 -6324
Chr2 Normal NT_022171.13 TGGTCAGAGTGGCCC 7189850 LOC343999 7195877 7230890 -6027 7195877 7230890 -6027 7195877 7230890 -6027
Chr1 Normal NT_004559.10 CTGTCATTGTGACCT 295581 LOC348408 301608 303213 -6027 301608 303213 -6027 301610 303213 -6029
Chr19 Normal NT_011295.10 AGTTCACTCTGACCC 8582959 MDS032 8588986 8593440 -6027 8588986 8593440 -6027 8589017 8593434 -6058
Chr5 Normal NT_023133.11 AGGTCAAAGTGAGCA 17135803 KIAA1181 17070809 17189269 64994 17141829 17154920 -6026 17142044 17151667 -6241
Chr3 Complement NT_005612.13 TGGTCAGAATGACTT 28540091 WDR5B 28534065 28530335 -6026 28534065 28530335 -6026 28533529 28532537 -6562
Chr16 Complement NT_019609.11 AGGTCGTGGTGACGT 2620848 LOC342394 2614826 2584808 -6022 2614826 2584808 -6022 2614826 2584808 -6022
Chr8 Normal NT_023666.15 AGGTTATAGTGACCT 2298559 LOC352402 2304581 2460143 -6022 2304581 2460143 -6022 2304581 2460143 -6022
Chr7 Complement NT_007933.12 AGCTCAAGGTGACCA 53166132 FLJ10377 53160111 53126586 -6021 53160111 53126586 -6021 53159996 53126999 -6136
Chr15 Complement NT_010194.15 TGGTCAGGTTCACCT 40386495 LOC145693 40380475 40378057 -6020 40380475 40378057 -6020 40378874 40378581 -7621
Chr16 Complement NT_037887.3 TGGTCAGGAGGACCC 348484 AXIN1 342652 277442 -5832 342465 277442 -6019 337026 278123 -11458
Chr11 Normal NT_033927.5 GGGTCAGGTAGACCA 3839746 LOC283207 3845765 3846745 -6019 3845765 3846745 -6019 3845856 3846230 -6110
Chr15 Complement NT_010194.15 GGGACAGAATGACCA 51426537 LOC283688 51420518 51356573 -6019 51420518 51356573 -6019 51357299 51356859 -69238
Chr11 Complement NT_033903.5 GGGTCACTGCAACCT 13855802 LOC341130 13849784 13808992 -6018 13849784 13808992 -6018 13849784 13808992 -6018
Chr6 Complement NT_007422.12 TGGTCAGGCTGATCT 1714576 RSP3 1708573 1685205 -6003 1708558 1685742 -6018 1708347 1685909 -6229
Chr17 Normal NT_010783.13 GGCTCACCATGACCT 4200482 WFIKKNRP 4206047 4211579 -5565 4206498 4211579 -6016 4206498 4211579 -6016
Chr1 Normal NT_004873.14 AGGTCGAAGTGAGCT 15950 LOC343526 21965 25821 -6015 21965 25821 -6015 21965 25821 -6015
Chr7 Complement NT_007933.12 AGGACAGCCTGACCT 864244 TMPIT 858229 850579 -6015 858229 850584 -6015 858164 850766 -6080
Chr5 Complement NT_029289.9 TGGTCACATTCACCT 2445202 LOC285615 2439188 2438121 -6014 2439188 2438121 -6014 2439182 2438661 -6020
Chr3 Normal NT_037565.3 AGGTCACAGTGAGCC 2440899 LOC348797 2446913 2449032 -6014 2446913 2449032 -6014 2447698 2447982 -6799
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 784297 785527 -6013 784297 785080 -6013
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 784297 785527 -6013 783972 785080 -5688
Chr14 Normal NT_026437.10 AGGTCACAGGGACCC 1465132 FLJ10357 1458560 1477842 6572 1471145 1477842 -6013 1472128 1477158 -6996
Chr1 Complement NT_021937.15 AGCTCACTTCGACCT 3432706 LOC343070 3426693 3422843 -6013 3426693 3422843 -6013 3426693 3422843 -6013
Chr6 Complement NT_007592.13 GGGTCTCCCTGACCC 32712691 CCND3 32815222 32699799 102531 32706679 32699799 -6012 32706514 32700805 -6177
Chr1 Normal NT_004668.15 GGGTCATTCTGACCC 1480094 EFNA4 1486045 1491846 -5951 1486105 1491846 -6011 1486132 1491297 -6038
Chr22 Normal NT_011520.9 AGGTCATGCCCACCT 18431957 HSPC018 18437968 18438644 -6011 18437968 18438644 -6011 18438118 18438621 -6161
Chr1 Normal NT_037485.3 CAGTCAGAGTGACCC 1824351 GPR3 1830361 1833524 -6010 1830361 1833524 -6010 1831512 1832504 -7161
Chr7 Normal NT_007914.12 GGCTCACACCGACCC 10667504 LOC285972 10673513 10687999 -6009 10673513 10687999 -6009 10682820 10686667 -15316
Chr22 Normal NT_011520.9 ATGTCAGACTGACCT 10323122 LOC343870 10329129 10330639 -6007 10329129 10330639 -6007 10329129 10330639 -6007
Chr19 Normal NT_011109.15 TGGCCACCCTGACCT 21438746 LOC284357 21444751 21453273 -6005 21444751 21453273 -6005 21451684 21452190 -12938
Chr2 Complement NT_005403.13 GGGTTGCAGTGACCC 51894701 CLK1 51888760 51877069 -5941 51888697 51877142 -6004 51885922 51877366 -8779
Chr3 Complement NT_005612.13 TGGTCAGGCTGATCT 31644590 SNX4 31638586 31565023 -6004 31638586 31565023 -6004 31638544 31566151 -6046
Chr12 Complement NT_009759.15 TGGTCACAATGGCCC 6616844 ACRBP 6610866 6601503 -5978 6610841 6601503 -6003 6610793 6601709 -6051
Chr21 Normal NT_011512.8 AGGTCAGTGTGGCCT 26478653 SH3BGR 26478617 26548269 36 26484656 26548269 -6003 26484670 26544538 -6017
Chr12 Normal NT_019546.15 GGGTCAAAAAGACCC 32750054 DAO 32756056 32776886 -6002 32756056 32776886 -6002 32760972 32776500 -10918
Chr2 Normal NT_005416.10 GGGTCACTGCAACCT 183429 LOC129734 189430 189745 -6001 189430 189745 -6001 189430 189745 -6001
Chr1 Complement NT_077382.2 AGCTCACTTCGACCT 139161 LOC343544 133160 129304 -6001 133160 129304 -6001 133160 129304 -6001
Chr1 Normal NT_004902.14 AGGTAGCTGTGACCT 145705 LOC350832 151706 193034 -6001 151706 193034 -6001 151706 193034 -6001
Chr10 Normal NT_077567.2 AGGTCCTTGTGACCT 3055950 CALML3 3061949 3064711 -5999 3061949 3064711 -5999 3063026 3063475 -7076
Chr11 Normal NT_009237.15 AGGTCAGTGTGGCCG 25855599 CAT 25861597 25894711 -5998 25861597 25894711 -5998 25861665 25894084 -6066
Chr17 Normal NT_010748.12 AGGTCACCCTGCCCT 1966625 FMNL 1962079 1978753 4546 1972622 1978753 -5997 1973813 1978404 -7188
Chr19 Complement NT_011109.15 AGGTCGTGCAGACCC 14869097 LOC284336 14863101 14860868 -5996 14863101 14860868 -5996 14862923 14862642 -6174
Chr15 Complement NT_010194.15 TGGTCATTTTCACCT 13244415 LOC255189 13238420 13223010 -5995 13238420 13223010 -5995 13238358 13223793 -6057
Chr6 Normal NT_007422.12 AGGTCACTTTGATCA 10019952 NYD-TSPG 10025915 10042715 -5963 10025947 10042674 -5995 10026003 10042508 -6051
Chr17 Complement NT_010755.13 AGGTCAGGGTGACCC 2386531 CTEN 2380566 2354804 -5965 2380537 2354822 -5994 2375399 2356562 -11132
Chr2 Complement NT_022184.12 AGGTCAGCATGACAC 51033490 LOC285005 51027496 51027205 -5994 51027496 51027205 -5994 51027433 51027239 -6057
Chr19 Normal NT_011109.15 AGGTTGCTGTGACCC 8419939 UPK1A 8425933 8437585 -5994 8425933 8437585 -5994 8425933 8437139 -5994
Chr1 Complement NT_004671.15 AGGTGATGATGACCG 12607945 LOC343461 12601953 12585479 -5992 12601953 12585479 -5992 12601953 12585479 -5992
Chr11 Complement NT_009237.15 AGGTCACACAGACCT 35375851 LOC283274 35369860 35366441 -5991 35369860 35366441 -5991 35367179 35366853 -8672
Chr14 Complement NT_026437.10 GGGTAATAATGACCC 70347064 C14orf143 70341135 70181381 -5929 70341074 70181908 -5990 70341045 70183628 -6019
Chr17 Complement NT_010718.13 GGGTCACTGCAACCT 14963970 NCOR1 14957982 14773856 -5988 14957982 14774395 -5988 14937020 14774747 -26950



Chr17 Normal NT_010718.13 GGCTCAGGGTGACCG 15419866 LOC284046 15425852 15426680 -5986 15425852 15426680 -5986 15425962 15426237 -6096
Chr4 Normal NT_016606.15 TGGTCAGGTTGAACT 1736335 TBDN100 1742286 1831603 -5951 1742320 1831603 -5985 1742597 1828903 -6262
Chr16 Normal NT_024812.10 GGGTGGGAGTGACCC 3999338 LOC339116 4005322 4030089 -5984 4005322 4030089 -5984 4005322 4030089 -5984
Chr14 Normal NT_026437.10 TGGTAAATTTGACCT 50260200 SMOC1 50266184 50419124 -5984 50266184 50419124 -5984 50266437 50417016 -6237
Chr12 Normal NT_009714.15 GCGTCAAGTTGACCA 14343629 FLJ22028 14349585 14382258 -5956 14349610 14382258 -5981 14349639 14380550 -6010
Chr19 Normal NT_011109.15 GGGTCACTCCTACCC 7619581 LOC342885 7625562 7626011 -5981 7625562 7626011 -5981 7625562 7626011 -5981
Chr15 Complement NT_010194.15 AAGTCATGCTGACCG 43721638 LOC338950 43715659 43687227 -5979 43715659 43687227 -5979 43715627 43687374 -6011
Chr17 Complement NT_010663.13 AGGTCATGACGTCCC 155381 LOC339156 149402 148798 -5979 149402 148798 -5979 149402 148798 -5979
ChrX Normal NT_028413.6 GGGTCACTGCAACCT 244620 LOC256820 250597 304126 -5977 250597 304126 -5977 250597 304126 -5977
Chr19 Normal NT_077812.1 GGGACAAGATGACCC 179024 ZNF358 161858 189907 17166 185000 189907 -5976 188386 189831 -9362
ChrX Complement NT_011786.13 AGGGCAGCCTGACCA 4231911 SMARCA1 4225936 4148973 -5975 4225936 4148973 -5975 4225842 4150781 -6069
Chr19 Normal NT_011255.13 GGGTCAGCATCACCC 6398307 CRB3 6403788 6407232 -5481 6404281 6407232 -5974 6404713 6407033 -6406
Chr14 Complement NT_026437.10 TGGTCTGAGTGACCT 4536893 CGI-112 4530922 4528297 -5971 4530922 4528297 -5971 4530641 4528347 -6252
Chr11 Normal NT_033927.5 GGGCCGGCCTGACCC 6707057 LOC283217 6713028 6714628 -5971 6713028 6714628 -5971 6713834 6714148 -6777
Chr5 Normal NT_034772.4 AGGTTGCAGTGACCC 9481925 LOC351881 9487896 9523471 -5971 9487896 9523471 -5971 9487896 9523471 -5971
Chr11 Complement NT_033899.5 AGTTCACTGCGACCT 12463138 LOC341181 12457169 12397473 -5969 12457169 12397473 -5969 12457169 12397473 -5969
Chr14 Complement NT_026437.10 AGGTCACAGCAACCT 54695676 ABCD4 54689728 54672169 -5948 54689708 54672169 -5968 54683141 54673205 -12535
Chr22 Normal NT_011526.5 TGGTCAGAGTGGCCT 347958 SHANK3 353926 366501 -5968 353926 366501 -5968 354704 364603 -6746
Chr11 Normal NT_009237.15 GGCTCACTGTGACCT 4180961 TEAD1 4097241 4367387 83720 4186929 4359873 -5968 4186929 4359873 -5968
Chr1 Complement NT_028054.12 AGATCATTCTGACCA 2581518 DKFZp566H0824 2575552 2567460 -5966 2575552 2567460 -5966 2568204 2567842 -13314
Chr19 Normal NT_011109.15 AGGTCATAAAGACCT 21036878 MGC17986 21041546 21059053 -4668 21042844 21059053 -5966 21051247 21058325 -14369
Chr7 Complement NT_007933.12 GGATCAGATTGACCC 29648552 LOC346616 29642587 29590319 -5965 29642587 29590319 -5965 29642587 29590319 -5965
Chr20 Normal NT_011387.8 AGGTTGCAGTGACCC 2607560 KIAA1442 2613524 2680747 -5964 2613524 2680747 -5964 2613792 2679625 -6232
Chr17 Normal NT_010718.13 TGGACAAGCTGACCC 17163376 LOC339241 17169049 17174450 -5673 17169336 17174450 -5960 17169378 17174299 -6002
Chr19 Complement NT_011109.15 GGGTCAGTCTGAACC 3415959 LOC350593 3409999 3388809 -5960 3409999 3388809 -5960 3409999 3388809 -5960
Chr1 Complement NT_004836.14 AGGTCGCAGTGAGCC 1233001 LOC350816 1227041 1192753 -5960 1227041 1192753 -5960 1227041 1192753 -5960
Chr19 Complement NT_011109.15 AGATCAGCCTGACCA 21081481 FLJ32926 21091832 21067910 10351 21075522 21067910 -5959 21075520 21068423 -5961
Chr20 Normal NT_011387.8 GGGTCAAGCTGACTT 22467824 LOC343691 22473782 22474222 -5958 22473782 22474222 -5958 22473782 22474222 -5958
Chr16 Complement NT_037915.1 AGGTCCCATTGACCA 19665 LOC283981 13708 11577 -5957 13708 11577 -5957 12889 12611 -6776
Chr15 Normal NT_010274.15 AGCTCACCACGACCT 123447 LOC342194 129404 130798 -5957 129404 130798 -5957 129404 130798 -5957
Chr15 Normal NT_010194.15 AAGTCATGATGACCT 23095103 MAPK6 23101037 23148072 -5934 23101058 23148072 -5955 23128269 23146808 -33166
Chr12 Normal NT_009714.15 GAGTCACAGTGACCA 23075889 LOC341351 23081843 23218153 -5954 23081843 23218153 -5954 23081843 23218153 -5954
Chr21 Normal NT_011512.8 TGGTCAAGGTGGCCT 25969676 LOC343793 25975630 26009507 -5954 25975630 26009507 -5954 25975630 26009507 -5954
Chr16 Complement NT_010393.13 GGGTCACCTTGCCCA 2668205 SOCS1 2662251 2660486 -5954 2662251 2660486 -5954 2661547 2660912 -6658
Chr3 Normal NT_005962.15 AGGTGGAGGTGACCT 19287706 POLR2H 19292030 19298841 -4324 19293657 19298826 -5951 19293744 19298545 -6038
Chr22 Normal NT_011520.9 TGGTCATAGTCACCT 1404929 PPIL2 1410845 1443134 -5916 1410880 1442728 -5951 1410958 1441761 -6029
Chr16 Normal NT_010498.13 GGGACAGATTGACCA 2109434 LOC123948 2115384 2117615 -5950 2115384 2117615 -5950 2115384 2117615 -5950
Chr5 Normal NT_034772.4 AGATCAGCTTGACCA 23904942 LOC153441 23910892 23933374 -5950 23910892 23933374 -5950 23910946 23933358 -6004
Chr22 Normal NT_011520.9 TGGTCATAGTCACCT 1404929 PPIL2 1410845 1443134 -5916 1410879 1442728 -5950 1410958 1441761 -6029
Chr6 Normal NT_034880.2 CCGTCACCGTGACCC 297405 LOC345962 303354 319576 -5949 303354 319576 -5949 303354 319576 -5949
Chr17 Normal NT_010718.13 GGGTGAGGATGACCA 4697246 LOC350407 4703195 4798891 -5949 4703195 4798891 -5949 4703195 4798891 -5949
Chr2 Normal NT_005334.13 GGGTCAGCTTGAGCA 6647477 LOC351283 6653426 6666384 -5949 6653426 6666384 -5949 6653426 6666384 -5949
Chr3 Complement NT_005999.15 AGGTCTTTATGACCT 7363311 PDHB 7357385 7351167 -5926 7357363 7351167 -5948 7357345 7351570 -5966
Chr1 Normal NT_004873.14 AGGTCACGTTCACCC 281514 T1A-2 287392 321615 -5878 287461 319910 -5947 287694 319571 -6180
Chr15 Complement NT_010194.15 TGGTCAATGTGATCC 16201915 DUOX2 16195970 16174464 -5945 16195970 16174464 -5945 16195220 16175959 -6695
Chr17 Complement NT_010718.13 GGGTCAGCTTGTCCA 15594253 LOC147228 15588308 15583195 -5945 15588308 15583195 -5945 15588266 15583346 -5987
Chr17 Complement NT_010755.13 AGGTCAGACTGACGC 3520332 LOC284116 3514387 3505301 -5945 3514387 3505301 -5945 3508123 3507677 -12209
Chr1 Normal NT_004538.14 CGGTCTTTCTGACCT 750039 PTPRU 755984 846267 -5945 755984 846267 -5945 756113 845129 -6074
Chr14 Normal NT_026437.10 GGGTAAAAATGACCC 12712620 AKAP6 12718562 13222306 -5942 12718562 13222306 -5942 12822739 13214018 -110119
Chr3 Complement NT_005825.15 AGGCCAGCCTGACCA 6428880 IHPK2 6466843 6415524 37963 6422938 6415524 -5942 6422805 6415787 -6075
Chr8 Complement NT_023666.15 AGGTCATACGGACCT 6939065 LOC340414 6933124 6928006 -5941 6933124 6928006 -5941 6930079 6929762 -8986
Chr16 Complement NT_037887.3 AGGTCAGTGTGACTG 348405 AXIN1 342652 277442 -5753 342465 277442 -5940 337026 278123 -11379
Chr17 Complement NT_010755.13 GGGTCAGCTTGTCCA 3509470 KRT17 3503816 3498417 -5654 3503531 3498417 -5939 3503483 3498568 -5987
Chr17 Normal NT_010641.13 GGGTCAGTCTGACTC 5396046 LOC339149 5401985 5407068 -5939 5401985 5407068 -5939 5406532 5406885 -10486
Chr13 Normal NT_009952.13 CGGTGATGGTGACCC 1318182 LOC341570 1324120 1363631 -5938 1324120 1363631 -5938 1324120 1363631 -5938
Chr20 Normal NT_011387.8 AGGTGATGATGACCC 24787400 LOC350974 24793338 24834380 -5938 24793338 24834380 -5938 24793338 24834380 -5938
Chr22 Normal NT_011519.10 GGCTCGGCTTGACCT 1189395 SLC25A18 1195333 1225797 -5938 1195333 1225797 -5938 1214861 1225152 -25466
Chr5 Complement NT_023133.11 CTGTCACACTGACCC 3572975 IL12B 3567039 3551349 -5936 3567039 3551349 -5936 3563348 3553251 -9627
Chr3 Normal NT_005612.13 GGGTCACTGCAACCT 56102725 LOC348812 56108660 56117882 -5935 56108660 56117882 -5935 56108660 56117882 -5935
ChrX Normal NT_078106.1 TGGTCATCTTGGCCC 897373 LOC349424 903308 904829 -5935 903308 904829 -5935 903314 903772 -5941
Chr20 Normal NT_028392.4 AGGTCATGCTGTCCA 3726570 MYH7B 3732201 3757004 -5631 3732503 3736596 -5933 3732577 3735635 -6007
Chr11 Complement NT_028310.10 ACGTCATGGTGACCA 454872 LOC349615 448944 435052 -5928 448944 435052 -5928 448944 435052 -5928
Chr22 Complement NT_019197.3 GGGTCTCCCTGACCA 263912 TUBGCP6 258416 231109 -5496 257984 231114 -5928 257879 231156 -6033
Chr11 Normal NT_033899.5 AGGTCACCTTGACAA 26294420 FLJ23554 26296700 26374107 -2280 26300347 26374107 -5927 26300398 26373831 -5978
Chr1 Normal NT_028050.12 AGGTTGCAGTGACCT 1685793 CDC14A 1690961 1859503 -5168 1691718 1859503 -5925 1692182 1857507 -6389
Chr3 Normal NT_005612.13 GGGTCATTTTGATCA 92272 DKFZp761H079 98153 173275 -5881 98195 173275 -5923 121836 161068 -29564
Chr6 Normal NT_007299.12 GGGTGGGAGTGACCT 24393039 LOC349018 24398961 24498068 -5922 24398961 24498068 -5922 24398961 24498068 -5922
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 11127725 PSMD8 11133196 11142681 -5471 11133645 11142681 -5920 11133739 11142248 -6014
Chr17 Normal NT_010718.13 AGGTCACACTCACCT 17386727 LOC339246 17392645 17395150 -5918 17392645 17395150 -5918 17392889 17393992 -6162
Chr1 Normal NT_004511.15 GGGTTGCAGTGACCC 6325309 TEKT2 6331227 6335426 -5918 6331227 6335426 -5918 6332074 6335338 -6765
Chr22 Normal NT_011520.9 TGGTCATAGTCACCT 1404929 PPIL2 1410845 1443134 -5916 1410845 1441281 -5916 1410958 1441761 -6029
Chr15 Complement NT_010194.15 AGGCCAGCCTGACCA 35913107 FLJ22692 35907193 35903161 -5914 35907193 35903161 -5914 35905906 35903939 -7201
Chr14 Complement NT_026437.10 GGTTCGGACTGACCT 45621653 LOC341895 45615739 45489656 -5914 45615739 45489656 -5914 45607005 45522626 -14648
Chr8 Complement NT_037704.3 AGGTCACTACAACCT 233326 MGC13010 227652 211530 -5674 227412 225773 -5914 226847 226073 -6479
Chr22 Normal NT_011521.2 TGGTCAGGCTGATCT 441538 CGI-51 447402 488511 -5864 447451 488511 -5913 447560 488365 -6022
Chr17 Complement NT_010783.13 GGGTCAAAGTGATCC 11127424 LOC342603 11121511 11115371 -5913 11121511 11115371 -5913 11121511 11115371 -5913
Chr10 Normal NT_077569.2 AGGTCCTGCTGACCT 9496368 RPP38 9502075 9509151 -5707 9502280 9509149 -5912 9508210 9509061 -11842
Chr10 Normal NT_033985.5 GGCTCACACTGACCC 366993 LOC283029 372904 387381 -5911 372904 387381 -5911 372984 387124 -5991
ChrX Complement NT_011651.13 GGGTCACTCCAACCC 25775510 LOC340543 25769601 25766423 -5909 25769601 25766423 -5909 25767295 25766675 -8215
Chr4 Complement NT_022792.15 TGGTCATTTTGACCT 15168617 LOC345113 15162708 15132572 -5909 15162708 15132572 -5909 15162647 15132572 -5970
Chr16 Complement NT_019609.11 GGGTCGTTTAGACCC 830511 DKFZp434O0320 824603 810771 -5908 824603 810771 -5908 816628 814692 -13883
Chr16 Complement NT_024812.10 AGGTTGCAGTGACCT 1230458 LOC253992 1224550 1221210 -5908 1224550 1221210 -5908 1224060 1223638 -6398
Chr10 Normal NT_017696.14 AGGCCAGCATGACCC 1686290 LOC282966 1692161 1722771 -5871 1692196 1722771 -5906 1692208 1721127 -5918
Chr2 Normal NT_005334.13 AGGTCGCAGTGAGCT 4529621 LOC339790 4535526 4540104 -5905 4535526 4540104 -5905 4539769 4540050 -10148
Chr8 Normal NT_028251.10 GGGTCCCCATGACCT 7245446 LOC346812 7251350 7274816 -5904 7251350 7274816 -5904 7251350 7274816 -5904
Chr7 Complement NT_007933.12 GGGTCACTTTCACCC 917501 MK-STYX 911597 859937 -5904 911597 859937 -5904 894117 860062 -23384
Chr8 Complement NT_008251.13 GGGTCACTGCAACCT 907219 BLP1 901351 893640 -5868 901316 895636 -5903 901270 896163 -5949
ChrX Complement NT_011786.13 GGGTCACTTTGACAG 9366891 PLAC1 9360988 9268352 -5903 9360988 9268352 -5903 9269191 9268553 -97700
Chr19 Complement NT_011295.10 TGGGCACGCTGACCC 5713386 LOC342980 5707485 5679393 -5901 5707485 5679393 -5901 5707485 5679393 -5901
Chr8 Complement NT_078036.1 GGGCCAGGGTGACCA 357349 LOC352465 351451 350949 -5898 351451 350949 -5898 351451 350949 -5898
Chr20 Normal NT_011362.8 AAGTCATTATGACCA 10653885 EYA2 10576171 10870398 77714 10659782 10870398 -5897 10660179 10869689 -6294
Chr20 Normal NT_011362.8 AAGTCATTATGACCA 10653885 EYA2 10576171 10870398 77714 10659782 10870398 -5897 10671558 10869689 -17673
Chr1 Complement NT_032977.5 AGGTCTTGGTGACCC 6141923 FLJ20580 6136036 6129511 -5887 6136026 6129511 -5897 6135984 6130068 -5939



Chr8 Complement NT_008251.13 GGGTCACTGCAACCT 907219 BLP1 901351 893640 -5868 901323 895636 -5896 901270 896163 -5949
Chr5 Normal NT_029289.9 TTGTCATCATGACCT 11338031 LOC345611 11343926 11420342 -5895 11343926 11420342 -5895 11349889 11420342 -11858
Chr15 Complement NT_010194.15 TGGTCAGGCTGATCT 43202484 MYO9A 43196590 42904762 -5894 43196590 42904762 -5894 43125303 42905320 -77181
Chr13 Complement NT_024524.12 AGGTCATGTTGACAG 22003160 PCDH8 21997266 21992603 -5894 21997266 21992603 -5894 21997063 21993187 -6097
Chr7 Complement NT_007819.13 ATGTCAATCTGACCA 6778631 LOC340267 6772738 6766524 -5893 6772738 6766524 -5893 6772736 6766807 -5895
Chr15 Normal NT_010194.15 GTGTCAACTTGACCA 9952374 LOC350136 9958267 10079589 -5893 9958267 10079589 -5893 9958267 10079589 -5893
Chr13 Normal NT_009799.12 AGGTAGAATTGACCT 3784083 LOC341766 3789975 3818536 -5892 3789975 3818536 -5892 3789975 3818536 -5892
Chr15 Normal NT_010274.15 AGGTCACTGCGACCT 134344 SCAND2 140236 150051 -5892 140236 150051 -5892 140658 146164 -6314
Chr20 Complement NT_030871.1 GGGCCATTTTGACCT 1064253 C20orf151 1058362 1041066 -5891 1058362 1041066 -5891 1050476 1041707 -13777
Chr3 Normal NT_005962.15 AGGTCAGTTAGACCA 26136894 LOC344901 26142785 26180373 -5891 26142785 26180373 -5891 26142785 26180373 -5891
Chr17 Complement NT_010663.13 GGGTCAAAAAGACCT 215558 DCXR 209668 207865 -5890 209668 207865 -5890 209665 207943 -5893
ChrY Complement NT_011896.7 GGGTCATTTCGCCCC 211992 LOC347591 206102 159052 -5890 206102 159052 -5890 206102 159052 -5890
Chr19 Complement NT_011109.15 AGGTCACCCCGCCCC 8328668 ATP4A 8322779 8309163 -5889 8322779 8309317 -5889 8322749 8309735 -5919
Chr19 Normal NT_011295.10 AGGTCACAGTGAGCC 8787826 LOC93343 8793461 8798942 -5635 8793714 8798942 -5888 8793747 8798604 -5921
Chr17 Complement NT_010718.13 TGGTCAATTTGACCG 14013666 PMP22 14007781 13972234 -5885 14007781 13972234 -5885 14003181 13973371 -10485
Chr2 Complement NT_005403.13 AGGCCGCCGTGACCT 82736930 MGC4771 82731047 82729722 -5883 82731047 82729722 -5883 82730954 82730850 -5976
Chr13 Normal NT_024524.12 CGGTCAGAGTGGCCC 21993512 LOC341678 21999394 22099714 -5882 21999394 22099714 -5882 22018573 22099714 -25061
Chr5 Complement NT_023133.11 AGGTCAATTTGTCCA 20986294 LOC345452 20980412 20948858 -5882 20980412 20948858 -5882 20980412 20948858 -5882
Chr6 Normal NT_007592.13 AGGTCAAAATGAACA 1227086 LOC352100 1232968 1241967 -5882 1232968 1241967 -5882 1232968 1241967 -5882
Chr17 Complement NT_010718.13 AGATCAGCCTGACCA 5863176 ASGR2 5857296 5845506 -5880 5857296 5845506 -5880 5856776 5845759 -6400
Chr8 Normal NT_008183.16 GGGTGGGAGTGACCC 23455837 LOC340435 23461717 23489275 -5880 23461717 23489275 -5880 23461841 23489208 -6004
Chr17 Normal NT_010663.13 GTGTCAACTTGACCA 143654 ASPSCR1 149533 189387 -5879 149533 189387 -5879 149630 189304 -5976
Chr11 Complement NT_033903.5 AGGTCACTGCAACCT 2451508 LOC349668 2445630 2442137 -5878 2445630 2442137 -5878 2445630 2442137 -5878
Chr17 Complement NT_010718.13 AGGTCGCAGTGAGCT 5463395 NACT 5457529 5428906 -5866 5457517 5430391 -5878 5457517 5430391 -5878
Chr9 Normal NT_008413.15 AGGTCACATTGAGCT 32939786 LOC352717 32945663 32946496 -5877 32945663 32946496 -5877 32945663 32946496 -5877
Chr10 Complement NT_030059.10 GGCTCAGTCTGACCC 21235313 FLJ23209 21229437 21206125 -5876 21229437 21215648 -5876 21228534 21215899 -6779
Chr15 Normal NT_010194.15 GGGTCAGCCTGAACA 48637829 LOC342108 48643705 48657453 -5876 48643705 48657453 -5876 48643705 48657453 -5876
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2373750 TIMM13 2367875 2365622 -5875 2367875 2365622 -5875 2367531 2366946 -6219
Chr9 Normal NT_019501.12 AGGTCATCTGGACCA 594395 LOC157931 600269 603165 -5874 600269 603165 -5874 600673 600972 -6278
Chr10 Normal NT_008705.14 TGGTCAGGCTGATCT 8192647 MYO3A 8198521 8476781 -5874 8198521 8476781 -5874 8216365 8476217 -23718
Chr17 Complement NT_010641.13 GGGTCAAAGTCACCA 6476949 LOC342509 6471076 6443064 -5873 6471076 6443064 -5873 6471076 6443064 -5873
Chr14 Normal NT_026437.10 AGGTCGCTCTCACCT 76270310 LOC341952 76276182 76309344 -5872 76276182 76309344 -5872 76276182 76309344 -5872
Chr7 Complement NT_007819.13 GTGTCACACTGACCC 690636 LOC346350 684764 619291 -5872 684764 619291 -5872 684764 619291 -5872
Chr4 Normal NT_016297.14 AGGGCATGGTGACCC 6603448 LIAS 6609308 6627912 -5860 6609319 6627912 -5871 6609381 6627378 -5933
Chr4 Complement NT_006316.15 AGGTCTTTCTGACCT 18356062 LOC351774 18350191 18274440 -5871 18350191 18274440 -5871 18350191 18274440 -5871
Chr14 Complement NT_026437.10 GGGTCACTGCAACCT 4735031 RIPK3 4729349 4725360 -5682 4729160 4725509 -5871 4729160 4725509 -5871
Chr12 Normal NT_009759.15 CGGTCCCCATGACCC 6492075 GAPD 6497927 6501797 -5852 6497945 6501797 -5870 6498260 6501597 -6185
Chr17 Normal NT_010748.12 GGCTCACTGTGACCT 1786618 NMT1 1792485 1840185 -5867 1792485 1840185 -5867 1792503 1836812 -5885
Chr5 Complement NT_006713.13 TGGCCAGAGTGACCC 7335983 LOC285713 7330117 7312772 -5866 7330117 7312772 -5866 7320253 7314288 -15730
Chr4 Complement NT_006051.15 GGGCCAGGGTGACCA 133437 LOC351732 127572 127070 -5865 127572 127070 -5865 127572 127070 -5865
Chr5 Complement NT_006576.13 GGTTCACTGCGACCT 25989744 PAIP1 25984233 25953117 -5511 25983881 25953117 -5863 25983694 25954224 -6050
Chr22 Normal NT_011520.9 TGGTCACCCTGCCCT 4213799 ADORA2A 4214172 4228893 -373 4219661 4228893 -5862 4219942 4228026 -6143
Chr11 Complement NT_035113.4 GGTTCATGGTGACCA 840788 IFITM1 835135 833716 -5653 834926 833716 -5862 834817 833875 -5971
Chr16 Normal NT_024812.10 TGGTCAGGCTGGCCT 1270563 LOC283898 1276425 1280615 -5862 1276425 1280615 -5862 1277780 1280594 -7217
Chr5 Complement NT_029289.9 AGGTCAAAATGACTA 14699796 LOC345620 14693935 14611387 -5861 14693935 14611387 -5861 14693935 14611387 -5861
Chr5 Complement NT_006713.13 GGGTGGGAGTGACCC 9084931 LOC285717 9079071 9076892 -5860 9079071 9076892 -5860 9077925 9077473 -7006
Chr10 Complement NT_008583.15 AGGTCATGCCGACCT 23413640 P4HA1 23407780 23318154 -5860 23407780 23318154 -5860 23385813 23319152 -27827
Chr10 Complement NT_017696.14 AGGCCAGTGTGACCC 1542649 PGBD3 1536790 1527711 -5859 1536790 1527711 -5859 1529624 1527843 -13025
Chr10 Normal NT_030059.10 TGGTAACACTGACCC 11063965 RPP30 11069823 11103943 -5858 11069823 11100494 -5858 11070292 11098984 -6327
Chr17 Complement NT_010748.12 AGGTCACAGTGAGCT 1061843 CGI-69 1056006 1050801 -5837 1055987 1050801 -5856 1054735 1051174 -7108
Chr7 Complement NT_007819.13 AGATCAGCCTGACCA 43496857 GCK 43521154 43475986 24297 43491003 43475986 -5854 43489829 43476851 -7028
Chr7 Complement NT_007933.12 AGGCCAAGATGACCT 27339243 LOC254946 27333392 27331962 -5851 27333392 27331962 -5851 27333298 27332496 -5945
Chr19 Complement NT_011295.10 GGGTCCGCTTGACCC 4298734 LOC256126 4292884 4272696 -5850 4292884 4272696 -5850 4292873 4272957 -5861
Chr17 Normal NT_024871.10 GCGTCAATCTGACCA 186774 LOC350474 192624 210517 -5850 192624 210517 -5850 192624 210517 -5850
Chr9 Complement NT_008413.15 AGGTCATAAAGACCT 32569007 NDUFB6 32563350 32543524 -5657 32563158 32543771 -5849 32563059 32543875 -5948
Chr1 Normal NT_004668.15 AGGTTGCAGTGACCC 15701939 BLZF1 15707787 15736347 -5848 15707787 15728098 -5848 15709320 15726979 -7381
Chr6 Complement NT_025741.12 GGGTGGACCTGACCT 16216542 FYN 16364072 16151914 147530 16210694 16151914 -5848 16210683 16152371 -5859
Chr20 Normal NT_011362.8 TGGTGAAATTGACCC 24375842 LOC343634 24381690 24404165 -5848 24381690 24404165 -5848 24381690 24404165 -5848
Chr10 Normal NT_008705.14 GGGACAATTTGACCT 2761830 LOC220998 2767674 2849643 -5844 2767674 2849643 -5844 2767674 2849643 -5844
Chr3 Normal NT_005999.15 TGGTCAACATGAGCC 12020381 LOC285401 12026225 12048596 -5844 12026225 12048596 -5844 12048117 12048443 -27736
Chr15 Complement NT_010194.15 AGGTTACAGTGACCT 5154015 LOC350128 5148171 5147872 -5844 5148171 5147872 -5844 5148171 5147872 -5844
Chr22 Normal NT_011520.9 GGGTCTCCCTGACCG 5002111 CRYBB2 5006128 5018396 -4017 5007954 5018393 -5843 5007966 5018308 -5855
Chr7 Complement NT_007758.10 TAGTCATGTTGACCT 8064489 LOC352233 8058646 8027862 -5843 8058646 8027862 -5843 8058646 8027862 -5843
Chr5 Complement NT_034772.4 TGGTCAGGCTGATCT 26503257 KIAA1281 26499519 26387635 -3738 26497415 26387635 -5842 26495703 26388614 -7554
Chr4 Normal NT_022853.14 AGGTTAAGCTGACCA 2276933 LOC351721 2282775 2293414 -5842 2282775 2293414 -5842 2282845 2293414 -5912
Chr16 Complement NT_010393.13 GGGTCAAGGTGGCCG 11617868 GP2 11612027 11595312 -5841 11612027 11595312 -5841 11610959 11595763 -6909
Chr2 Normal NT_005403.13 TGCTCAGGATGACCT 60847449 KIAA1843 60853290 61007352 -5841 60853290 60994375 -5841 60853332 60991702 -5883
Chr2 Normal NT_022184.12 TGGTCAAAGGGACCC 50764042 LOC351183 50769883 50779728 -5841 50769883 50779728 -5841 50769883 50779728 -5841
Chr15 Normal NT_010194.15 AGGTTGCAGTGACCT 46848531 LOC338952 46854371 46865721 -5840 46854371 46865721 -5840 46854371 46865721 -5840
Chr6 Normal NT_033951.3 AGCTCGTGGTGACCC 3078443 LY6G5B 3084283 3086191 -5840 3084283 3086191 -5840 3085167 3086186 -6724
Chr6 Normal NT_034874.2 AGCTCGTGGTGACCC 2935719 LY6G5B 2941559 2943467 -5840 2941559 2943467 -5840 2942443 2943462 -6724
Chr19 Normal NT_011109.15 TGGTCAGGCTGGCCT 13987202 AXL 13993041 14035889 -5839 13993041 14035889 -5839 13993516 14034027 -6314
Chr15 Normal NT_010194.15 AGGTCAGGGCAACCC 34118421 TPM1 34124260 34153483 -5839 34124260 34147663 -5839 34124401 34145717 -5980
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2373712 TIMM13 2367875 2365622 -5837 2367875 2365622 -5837 2367531 2366946 -6181
Chr8 Complement NT_037704.3 AGATCAAAATGACCC 184294 SLC39A4 178836 171689 -5458 178459 174362 -5835 178155 174473 -6139
Chr8 Complement NT_037704.3 AGATCAAAATGACCC 184294 SLC39A4 178836 171689 -5458 178459 174362 -5835 178736 174485 -5558
Chr19 Normal NT_011109.15 GGGTCACAGGGACCT 17514415 BCL3 17520168 17531518 -5753 17520249 17531518 -5834 17520290 17531090 -5875
Chr13 Complement NT_009952.13 AGGTCATGGAGACCT 20612144 LOC122335 20606310 20605840 -5834 20606310 20605840 -5834 20606310 20605840 -5834
Chr15 Complement NT_010194.15 TGGTCAGGCTGGCCT 44009928 LOC145799 44004094 43900729 -5834 44004094 43900729 -5834 44004094 43900729 -5834
Chr6 Normal NT_007592.13 TGGGCATCCTGACCC 23835086 HLA-DPB1 23840887 23892974 -5801 23840919 23852135 -5833 23840978 23851174 -5892
Chr6 Normal NT_033951.3 TGGGCATCCTGACCC 4418434 HLA-DPB1 4424233 4435418 -5799 4424267 4435418 -5833 4424326 4434457 -5892
Chr19 Complement NT_011255.13 AGGTCAGGCAGACCC 1794285 KIAA1138 1788452 1755248 -5833 1788452 1755625 -5833 1788357 1756065 -5928
Chr2 Complement NT_022221.9 TGATCACAGTGACCT 230328 LOC129883 224495 124443 -5833 224495 124443 -5833 224495 124443 -5833
Chr12 Complement NT_029419.10 GGCTCAATATGACCC 20869936 LOC347916 20864103 20798422 -5833 20864103 20798422 -5833 20864103 20798422 -5833
Chr4 Complement NT_016354.15 TGGCCATAGTGACCC 38820444 LOC351626 38814611 38805022 -5833 38814611 38805022 -5833 38814611 38805022 -5833
Chr6 Normal NT_007592.13 AGCTCGTGGTGACCC 22486872 LY6G5B 22492705 22494613 -5833 22492705 22494613 -5833 22493589 22494608 -6717
Chr8 Normal NT_008046.13 GGGTCATCCCAACCC 10165104 LOC352491 10170936 10251251 -5832 10170936 10251251 -5832 10170936 10251251 -5832
Chr4 Complement NT_022792.15 AGGTAGGCTTGACCT 573058 SPOCK3 567262 66059 -5796 567226 66857 -5832 566845 67594 -6213
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19626718 19712783 -5830 19626859 19712039 -5971
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19626718 19712783 -5830 19629852 19712039 -8964
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19626718 19712783 -5830 19599648 19712039 21240
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCC 19620888 HK1 19580904 19712783 39984 19626718 19712783 -5830 19611739 19712039 9149
Chr6 Normal NT_007592.13 CAGTCATGCTGACCT 24978457 LOC157317 24984285 24985841 -5828 24984285 24985841 -5828 24984345 24984977 -5888



Chr11 Normal NT_033899.5 AGGTTGAAGTGACCC 16142206 LOC341036 16148033 16293488 -5827 16148033 16293488 -5827 16193105 16293488 -50899
ChrX Normal NT_011681.12 CGGTCAACTAGACCT 1280505 KIAA1854 1286330 1292283 -5825 1286330 1292283 -5825 1286502 1286879 -5997
Chr8 Normal NT_078037.1 TGGTCAGTGTGAACT 387870 LOC347056 393695 400326 -5825 393695 400326 -5825 393695 400326 -5825
ChrX Normal NT_011757.12 CGGTCAGGCTGGCCT 10981709 EIF2S3 10987506 11010553 -5797 10987532 11010553 -5823 10987553 11009369 -5844
Chr1 Complement NT_032962.4 AGGTTGCAGTGACCC 19151 LOC284617 13328 9621 -5823 13328 9621 -5823 12390 12067 -6761
Chr6 Complement NT_023451.12 TGGACACCTTGACCT 369482 ULBP3 363659 357591 -5823 363659 359200 -5823 363659 359200 -5823
Chr12 Normal NT_029419.10 AGTTCAAGACGACCT 24791671 USP15 24797444 24943204 -5773 24797493 24943204 -5822 24797502 24941461 -5831
Chr1 Complement NT_028054.12 AGGTCACACTGCCCT 659135 TNFRSF25 653314 648275 -5821 653314 648275 -5821 653226 648553 -5909
Chr9 Complement NT_023929.15 GGGGCGGCGTGACCC 18057 DKFZP586J1624 14003 2926 -4054 12238 2932 -5819 12132 4095 -5925
Chr19 Normal NT_011109.15 AGGTTACAGTGACCC 15118981 EGFL4 15124799 15150156 -5818 15124799 15150156 -5818 15128319 15147998 -9338
Chr6 Complement NT_007592.13 AGGTTGAGATGACCC 29957463 LOC346195 29951647 29892581 -5816 29951647 29892581 -5816 29937349 29892581 -20114
Chr4 Normal NT_016354.15 AGGTGACAGTGACCC 25226879 DAPP1 25232694 25286015 -5815 25232694 25286015 -5815 25232775 25283984 -5896
Chr5 Normal NT_006713.13 TGTTCATTCTGACCT 5800462 LOC285711 5806277 5854863 -5815 5806277 5854863 -5815 5806390 5854797 -5928
Chr14 Complement NT_026437.10 AGCTCACTGCGACCT 3430052 PSMB5 3424533 3405880 -5519 3424237 3415188 -5815 3424218 3415426 -5834
Chr6 Complement NT_007592.13 TGGTCAGGCTGATCT 18497241 LOC352119 18491430 18392339 -5811 18491430 18392339 -5811 18491430 18392339 -5811
Chr8 Normal NT_008046.13 GGGTCAGGTAGACCT 11578399 LOC352494 11584210 11650400 -5811 11584210 11650400 -5811 11584210 11650400 -5811
Chr11 Normal NT_033903.5 GTGTCAGGCTGACCG 11719552 MGC3103 11725362 11728334 -5810 11725362 11728334 -5810 11725605 11728055 -6053
Chr4 Normal NT_016606.15 GGGTCACTCCCACCC 7810428 LOC152905 7816236 7822378 -5808 7816236 7818774 -5808 7816360 7817070 -5932
Chr12 Complement NT_009775.13 CGCTCATCCTGACCT 2451565 LOC115811 2445759 2420127 -5806 2445759 2420127 -5806 2432850 2420259 -18715
Chr1 Complement NT_077932.1 AGGTTGCAGTGACCC 48019 LOC348473 42213 38501 -5806 42213 38501 -5806 41274 40951 -6745
Chr6 Normal NT_007592.13 AGGTTGCAGTGACCC 27202125 MGC14254 27207931 27255458 -5806 27207931 27255276 -5806 27235002 27252079 -32877
Chr12 Complement NT_009775.13 AGGTCGCAGTGAGCC 10319656 LOC341545 10313851 10284212 -5805 10313851 10284212 -5805 10313851 10284212 -5805
Chr11 Complement NT_033903.5 GGGCCAGGGTGACCA 12800097 LOC349675 12794292 12793823 -5805 12794292 12793823 -5805 12794292 12793823 -5805
Chr5 Complement NT_078018.1 GGGTCACTGCAACCT 260344 SMN1 254539 226472 -5805 254539 226472 -5805 254376 227031 -5968
Chr10 Normal NT_030059.10 CTGTCAAGGTGACCC 21323015 TLX1 21328820 21336094 -5805 21328820 21336094 -5805 21329857 21335228 -6842
Chr2 Complement NT_005403.13 AGCTCACTATGACCA 81098764 FLJ30794 81092960 81059033 -5804 81092960 81059033 -5804 81070652 81061429 -28112
Chr19 Normal NT_011109.15 AGCTCACCATGACCT 21341183 SULT2B1 21323619 21370872 17564 21346987 21370872 -5804 21347362 21370853 -6179
Chr17 Complement NT_030843.6 GGGTCAGCTTGTCCA 1287076 LOC284196 1281273 1277357 -5803 1281273 1277357 -5803 1281078 1279029 -5998
Chr19 Complement NT_011295.10 AGGTCACAGTGAACC 7244318 LOC339377 7238516 7225605 -5802 7238516 7225605 -5802 7238499 7225723 -5819
Chr5 Complement NT_034772.4 TGCTCACTGTGACCC 36936162 LOC345604 36930361 36919651 -5801 36930361 36919651 -5801 36930361 36919651 -5801
Chr16 Complement NT_010552.13 AGGTTGCAGTGACCT 653854 MEFV 648053 633454 -5801 648053 633454 -5801 648013 634567 -5841
Chr6 Normal NT_007592.13 AGGTCAGGCTAACCC 1227168 LOC352100 1232968 1241967 -5800 1232968 1241967 -5800 1232968 1241967 -5800
Chr5 Complement NT_029289.9 GGGGCAGTCTGACCC 880668 LOC285608 874869 872587 -5799 874869 872587 -5799 874851 874552 -5817
Chr10 Normal NT_035040.3 AGGTTGCAATGACCT 609129 LOC338581 614928 685962 -5799 614928 685962 -5799 614928 685962 -5799
Chr2 Complement NT_022184.12 GGCTCACTGCGACCT 6454172 PPM1G 6448382 6419622 -5790 6448373 6419622 -5799 6448222 6420399 -5950
Chr21 Complement NT_011512.8 TGGCCAGGCTGACCT 13612996 CYYR1 13607473 13500401 -5523 13607198 13500538 -5798 13607129 13502690 -5867
Chr21 Normal NT_011512.8 TGGTCATCGTTACCT 5090044 LOC339619 5095841 5151262 -5797 5095841 5151262 -5797 5095841 5151262 -5797
Chr1 Complement NT_077386.2 AGGTCACAATGAGCC 896823 LOC350836 891027 888938 -5796 891027 888938 -5796 891027 888938 -5796
Chr17 Normal NT_010799.13 AGGTCAGTCTGCCCA 27788 LOC350457 33581 46111 -5793 33581 46111 -5793 33581 46111 -5793
Chr20 Normal NT_011333.5 GGTTCATGGTGACCT 1223407 C20orf135 1229199 1230971 -5792 1229199 1230971 -5792 1229524 1230933 -6117
Chr17 Complement NT_010718.13 TGGTCAGCCTGATCC 1091507 FLJ10534 1087692 1072688 -3815 1085715 1074166 -5792 1085556 1074381 -5951
Chr16 Normal NT_010542.13 AGGTGGCCCTGACCC 361205 LOC339059 366996 369977 -5791 366996 369977 -5791 367190 367848 -5985
Chr17 Complement NT_010718.13 GAGTCAGCATGACCA 2998425 ANKFY1 3014032 2915258 15607 2992635 2915498 -5790 2992635 2917963 -5790
Chr2 Complement NT_022184.12 GGCTCACTGCGACCT 6454172 PPM1G 6448382 6419622 -5790 6448382 6420001 -5790 6448222 6420399 -5950
Chr19 Normal NT_011109.15 AGGTCACGTTGACCC 26868561 NDUFA3 26874226 26880426 -5665 26874350 26878456 -5789 26874377 26878399 -5816
Chr17 Complement NT_010799.13 AGGTCAACATTACCC 8474116 LOC342614 8468328 8438209 -5788 8468328 8438209 -5788 8468328 8438209 -5788
Chr14 Normal NT_026437.10 GGATCAACATGACCA 837632 APEX1 843418 846053 -5786 843418 846053 -5786 843933 845795 -6301
Chr10 Complement NT_008583.15 TGGTCAGCTTGAACC 21111211 LOC338611 21105427 21105071 -5784 21105427 21105071 -5784 21105427 21105071 -5784
Chr16 Normal NT_037887.3 AGGCCGAGCTGACCC 1974185 SYNGR3 1979969 1984276 -5784 1979969 1984276 -5784 1980105 1983074 -5920
Chr12 Complement NT_019546.15 AGGCCAGCCTGACCA 22338821 LOC121456 22333040 22329809 -5781 22333040 22329809 -5781 22332088 22331204 -6733
Chr19 Complement NT_011109.15 AGGTCGCTCTGTCCT 22802548 LOC51231 22796837 22747914 -5711 22796767 22747914 -5781 22787609 22750541 -14939
Chr11 Complement NT_035113.4 TGGTCCACATGACCC 649529 LOC347864 643751 635525 -5778 643751 635525 -5778 643743 643459 -5786
Chr1 Normal NT_077914.1 AGGCCAGCCTGACCA 76894 FLJ10709 82631 145539 -5737 82671 144890 -5777 123121 144924 -46227
Chr14 Complement NT_026437.10 TGGTCATTTTGTCCT 5616333 LOC145542 5610556 5485728 -5777 5610556 5485728 -5777 5610556 5485728 -5777
Chr12 Normal NT_019546.15 AGGTCAAGATGACCA 29206185 LOC341375 29211962 29293988 -5777 29211962 29293988 -5777 29211962 29293988 -5777
Chr21 Normal NT_011512.8 TGGTCAATGTTACCT 8026916 NCAM2 8032504 8574285 -5588 8032693 8574285 -5777 8032753 8572149 -5837
Chr22 Complement NT_011520.9 TGGTCATTTTTACCT 7893606 KIAA1043 7894056 7767810 450 7887830 7767810 -5776 7882831 7768778 -10775
Chr11 Normal NT_033927.5 AGGTCAGGTTTACCT 16928878 LOC347859 16934654 16935732 -5776 16934654 16935732 -5776 16934654 16935732 -5776
Chr1 Complement NT_021937.15 AGGTCGCAGTGAGCC 2425544 NPPA 2420320 2417710 -5224 2419769 2417710 -5775 2419675 2418000 -5869
Chr17 Complement NT_010799.13 GGGTCACAGTGCCCC 2659175 GIT1 2653630 2637487 -5545 2653401 2637487 -5774 2653389 2638713 -5786
Chr11 Complement NT_033899.5 GGGTCAAGGTGCCCT 36481985 LOC349656 36476211 36434584 -5774 36476211 36434584 -5774 36476211 36434584 -5774
Chr16 Complement NT_037887.3 AGGTCTGTGTGACCG 2043537 NTHL1 2037784 2029739 -5753 2037765 2029842 -5772 2037765 2029842 -5772
Chr8 Complement NT_037704.3 AGGTTGCAGTGACCT 620728 HT002 615677 599924 -5051 614958 599924 -5770 613282 612608 -7446
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2373645 TIMM13 2367875 2365622 -5770 2367875 2365622 -5770 2367531 2366946 -6114
Chr6 Normal NT_007592.13 GGGTCACAGTGCCCA 22404224 LST1 22408554 22411262 -4330 22409993 22411029 -5769 22409993 22411029 -5769
Chr6 Normal NT_033951.3 GGGTCACAGTGCCCA 2995771 LST1 3000101 3002805 -4330 3001540 3002572 -5769 3001540 3002572 -5769
Chr6 Normal NT_034874.2 GGGTCACAGTGCCCA 2853051 LST1 2857381 2860089 -4330 2858820 2859856 -5769 2858820 2859856 -5769
Chr9 Complement NT_008476.14 GGGTCATAATGACTC 841339 LOC347316 835571 805772 -5768 835571 805772 -5768 835571 805772 -5768
Chr7 Complement NT_007819.13 AGGTCTGGTTGACCC 27576537 LOC352268 27570769 27547267 -5768 27570769 27547267 -5768 27570769 27547267 -5768
Chr8 Complement NT_028251.10 GGCTCATGCTGACCC 6069684 LOC286109 6063917 6061085 -5767 6063917 6061085 -5767 6063365 6063081 -6319
Chr2 Complement NT_005334.13 AGGTCAGCTTGACAA 1416427 LOC351272 1410663 1250410 -5764 1410663 1250410 -5764 1410663 1250410 -5764
Chr1 Complement NT_004487.15 TGGTCATAATGACAT 11354741 RNASEL 11351428 11335809 -3313 11348978 11337564 -5763 11348978 11337564 -5763
Chr14 Normal NT_026437.10 GGGTCACTCCCACCC 62246459 LOC122924 62252221 62304255 -5762 62252221 62304255 -5762 62252221 62304255 -5762
Chr12 Complement NT_009755.15 GGGTTAAGCTGACCT 5166133 LOC347951 5160371 5133927 -5762 5160371 5133927 -5762 5160371 5133927 -5762
Chr2 Normal NT_022171.13 TGGCCAAGCTGACCT 9259475 LOC344535 9265236 9377373 -5761 9265236 9377373 -5761 9265236 9377373 -5761
Chr9 Normal NT_023935.15 TGGTCAACTTCACCT 18938801 LOC347142 18944562 18971716 -5761 18944562 18971716 -5761 18944562 18971716 -5761
Chr20 Complement NT_011387.8 TGGCCAGGGTGACCC 694890 C20orf54 689131 680725 -5759 689131 680725 -5759 686406 681670 -8484
Chr6 Complement NT_007422.12 TGGCCAGGCTGACCT 3061398 LOC346071 3055639 2967686 -5759 3055639 2967686 -5759 3055553 2967686 -5845
Chr1 Normal NT_032962.4 AGGTCACTGAGACCA 3613945 LOC348376 3619704 3620157 -5759 3619704 3620157 -5759 3619704 3620157 -5759
Chr8 Complement NT_037704.3 AGGTCGCAGTGAGCC 184217 SLC39A4 178836 171689 -5381 178459 174362 -5758 178155 174473 -6062
Chr8 Complement NT_037704.3 AGGTCGCAGTGAGCC 184217 SLC39A4 178836 171689 -5381 178459 174362 -5758 178736 174485 -5481
Chr3 Complement NT_005927.15 CGGTCAGGCTGGCCT 10266499 GHRL 10261444 10256205 -5055 10260742 10256281 -5757 10260710 10256405 -5789
Chr1 Complement NT_077913.1 GGGTGGGCCTGACCC 60287 LOC284605 54530 52560 -5757 54530 52560 -5757 53439 52660 -6848
Chr1 Normal NT_004487.15 AGGTCGCAGTGAGCC 15052883 PRG4 15058638 15076334 -5755 15058638 15076334 -5755 15058656 15075558 -5773
ChrY Complement NT_011875.9 AGGTCATCTTCACCA 9667697 LOC140037 9661943 9639171 -5754 9661943 9639171 -5754 9661943 9639171 -5754
Chr16 Complement NT_010505.13 GGGTCAGGATGAGCA 2072387 LOC146272 2066633 2063209 -5754 2066633 2063209 -5754 2063886 2063593 -8501
Chr15 Normal NT_010194.15 AGGTTGCAGTGACCC 33723367 TLN2 33729121 33923052 -5754 33729121 33923052 -5754 33729121 33922181 -5754
Chr9 Complement NT_024000.15 GGGGCAGCCTGACCA 399737 LOC158062 393984 383699 -5753 393984 383699 -5753 393040 390193 -6697
Chr12 Normal NT_019546.15 AGCTCACTGCGACCT 19122159 VEZATIN 19094032 19178666 28127 19127912 19177137 -5753 19132566 19175083 -10407
Chr14 Normal NT_026437.10 AGGACAAGTTGACCA 55959281 C14orf58 55965033 56034548 -5752 55965033 56034548 -5752 55965357 56032856 -6076
Chr11 Complement NT_035086.3 AGGTCTTTATGACCT 210189 LOC340966 204438 176559 -5751 204438 176559 -5751 204438 176559 -5751
Chr17 Complement NT_010783.13 AGGTCAGAATGTCCT 3296313 LOC350441 3290570 3254720 -5743 3290570 3254720 -5743 3290570 3254720 -5743
Chr8 Complement NT_028251.10 GGGTCATGCCGGCCT 6898016 GPR20 6892275 6891199 -5741 6892275 6891199 -5741 6892275 6891199 -5741



Chr6 Normal NT_034880.2 TGGCCAGGCTGACCT 7365790 LOC352051 7371531 7404231 -5741 7371531 7404231 -5741 7371837 7404231 -6047
Chr19 Complement NT_011109.15 TGGTCAGATTTACCC 13193230 PRX 13187489 13167893 -5741 13187489 13167893 -5741 13182057 13172682 -11173
Chr7 Complement NT_007933.12 GGGTCATGCCGACTT 59045857 YEA 59040137 59013473 -5720 59040116 59016877 -5741 59039816 59017899 -6041
Chr6 Complement NT_025741.12 GGGTCAGCCCAACCT 53977340 PPIL4 53971600 53930060 -5740 53971600 53930060 -5740 53971570 53931018 -5770
Chr1 Normal NT_077965.1 AGGCCAGCCTGACCA 191284 KIAA1273 197021 221307 -5737 197021 221307 -5737 203742 221059 -12458
Chr3 Normal NT_005612.13 CAGTCATCCTGACCT 34936360 LOC285256 34942097 34944280 -5737 34942097 34944280 -5737 34942101 34942427 -5741
Chr3 Complement NT_005612.13 GGGTCACACCGACAC 34612038 MGC2306 34611901 34597808 -137 34606301 34598390 -5737 34605410 34599398 -6628
Chr11 Normal NT_033899.5 AGGACAATTTGACCA 18985104 LOC341038 18990840 19114793 -5736 18990840 19114793 -5736 18990840 19114793 -5736
Chr17 Complement NT_010783.13 GGGTCCACGTGACCC 17307381 CD79B 17301646 17298032 -5735 17301646 17298032 -5735 17301553 17298518 -5828
Chr1 Normal NT_004511.15 AGGTCGCAGTGAGCC 7798356 DNALI1 7804091 7814005 -5735 7804091 7812312 -5735 7804147 7812211 -5791
Chr3 Complement NT_005612.13 GGGTCAGTTTGATCT 36300315 LOC285408 36294580 36272966 -5735 36294580 36272966 -5735 36274249 36273803 -26066
Chr11 Complement NT_033899.5 TGGACAAGGTGACCT 22766784 MFRP 22761062 22753331 -5722 22761049 22755305 -5735 22760902 22755937 -5882
Chr14 Complement NT_026437.10 TGGTCAGGCTGGCCT 53419588 ZFYVE1 53413880 53356201 -5708 53413855 53356201 -5733 53411257 53357631 -8331
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2373607 TIMM13 2367875 2365622 -5732 2367875 2365622 -5732 2367531 2366946 -6076
Chr2 Normal NT_022171.13 AGGTCGAGTTCACCC 11085375 LOC151233 11091106 11106409 -5731 11091106 11106409 -5731 11091130 11106409 -5755
Chr3 Complement NT_022517.15 TGGTGAAATTGACCT 4675632 LOC351417 4669901 4591960 -5731 4669901 4591960 -5731 4669901 4591960 -5731
Chr4 Normal NT_022792.15 AGGACAGAATGACCT 22876001 LOC256307 22881728 22909605 -5727 22881728 22884953 -5727 22883196 22884669 -7195
Chr8 Complement NT_008183.16 AGGTCAGGTTGCCCT 14046287 LOC352557 14040560 13992891 -5727 14040560 13992891 -5727 14040560 13992891 -5727
Chr2 Complement NT_022184.12 GGCTCAGAGTGACCA 6414857 EIF2B4 6409133 6403154 -5724 6409133 6403163 -5724 6409114 6403200 -5743
Chr7 Complement NT_007819.13 AGGTTGCAGTGACCT 4176206 FLJ10324 4219009 4129959 42803 4170483 4134414 -5723 4170064 4134683 -6142
Chr1 Complement NT_032977.5 AGATCACTCTGACCT 4491173 LOC343187 4485451 4457019 -5722 4485451 4457019 -5722 4485451 4457019 -5722
Chr1 Normal NT_004525.15 AGGTCACAAAGACCT 843963 MGC27277 849685 944606 -5722 849685 944606 -5722 872705 943871 -28742
Chr19 Complement NT_011109.15 GGGGCAGCATGACCC 20816485 CABP3 20810764 20801413 -5721 20810764 20801413 -5721 20810764 20802004 -5721
Chr7 Normal NT_007819.13 AGGTCGTTGTGCCCT 28175498 LOC352270 28181219 28258819 -5721 28181219 28258819 -5721 28181219 28258819 -5721
Chr5 Complement NT_006431.13 TGGTCATCATGACAT 5099181 UNG2 5094288 5091726 -4893 5093462 5091726 -5719 5093383 5091903 -5798
Chr19 Complement NT_011109.15 TGGTCAGGCTGATCT 11152400 FLJ35713 11146892 11143213 -5508 11146682 11143213 -5718 11146119 11143270 -6281
Chr4 Complement NT_006316.15 TGGTCACACTGTCCT 18469689 LOC351775 18463971 18394056 -5718 18463971 18394056 -5718 18463971 18394056 -5718
ChrX Normal NT_011669.13 GGGTCAAACTGAACT 9936917 MGC34827 9942635 9944662 -5718 9942635 9944662 -5718 9943205 9943504 -6288
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1797580 LOC348275 1791863 1785405 -5717 1791863 1785405 -5717 1791863 1785405 -5717
Chr16 Complement NT_019609.11 AGATCAACCTGACCA 2421301 CA5A 2415585 2367098 -5716 2415585 2367098 -5716 2415529 2367208 -5772
Chr22 Complement NT_011520.9 AGGTTGCAGTGACCC 19030398 RPL3 19025445 19017944 -4953 19024682 19017946 -5716 19024656 19017999 -5742
Chr1 Complement NT_004511.15 GGGTCACCCCGACCA 6577018 FLJ10647 6571306 6569183 -5712 6571306 6569183 -5712 6570189 6569448 -6829
Chr16 Normal NT_024812.10 TGGTCAGGCTGATCT 1186115 ZG16 1190821 1193083 -4706 1191826 1193083 -5711 1191832 1192984 -5717
Chr17 Normal NT_010755.13 GGCTCACCGCGACCT 4436103 TCFL4 4441813 4447980 -5710 4441813 4447980 -5710 4441866 4446344 -5763
ChrX Complement NT_078117.1 AGTTCAGTTTGACCC 89912 LOC349443 84204 82177 -5708 84204 82177 -5708 83634 83335 -6278
Chr2 Normal NT_005403.13 CGGTCACGGTGACCC 70248168 FLJ10415 70253875 70260723 -5707 70253875 70260704 -5707 70254313 70257978 -6145
Chr2 Normal NT_005416.10 AGGTGAGGGTGACCA 1092425 LOC285188 1098131 1102707 -5706 1098131 1102707 -5706 1098136 1102478 -5711
Chr6 Normal NT_007592.13 AGGGCGCTGTGACCT 25315964 LOC346184 25321668 25326872 -5704 25321668 25326872 -5704 25321668 25326872 -5704
Chr6 Normal NT_033951.3 GGGTCACCGCAACCT 3380205 STK19 3385909 3395486 -5704 3385909 3395486 -5704 3386037 3395089 -5832
Chr6 Normal NT_034874.2 GGGTCACCGCAACCT 3237345 STK19 3243049 3252626 -5704 3243049 3252626 -5704 3243177 3252229 -5832
Chr8 Complement NT_023736.15 AGGTCTCTGTGACCA 774078 LOC346911 768376 714036 -5702 768376 714036 -5702 768376 714036 -5702
Chr6 Normal NT_007592.13 GGGTCACCGCAACCT 22788408 STK19 22794110 22803677 -5702 22794110 22803677 -5702 22794238 22803280 -5830
Chr6 Normal NT_025741.12 AGGTCACAGTGAGCT 51747073 STXBP5 51629304 51811295 117769 51752769 51811295 -5696 51778893 51810320 -31820
Chr19 Complement NT_011109.15 GGGTCATGTTGGCCG 23804770 KLK11 23799480 23793679 -5290 23799075 23793679 -5695 23798963 23793991 -5807
Chr19 Complement NT_011109.15 GGGTCATGTTGGCCG 23804770 KLK11 23799480 23793679 -5290 23799075 23793679 -5695 23797077 23793991 -7693
ChrX Normal NT_011638.11 AGATCAACCTGACCA 611552 BMP15 617245 623068 -5693 617245 623068 -5693 617245 623068 -5693
Chr15 Normal NT_010194.15 GGGCCAGCCTGACCA 22757470 SCG3 22763161 22802833 -5691 22763161 22802833 -5691 22763564 22801334 -6094
Chr1 Normal NT_004559.10 AGGTTGTGGTGACCT 1258872 LOC339500 1264562 1357443 -5690 1264562 1357443 -5690 1352011 1356847 -93139
Chr11 Normal NT_033899.5 AGGTCATGCTGCCCC 25367672 LOC349645 25373362 25422470 -5690 25373362 25422470 -5690 25373362 25422470 -5690
Chr12 Complement NT_009775.13 AGGTTGCAGTGACCT 1318158 FLJ13089 1333479 1252469 15321 1312470 1254133 -5688 1312407 1254214 -5751
Chr5 Complement NT_023133.11 CGGTCATCTTGGCCC 21715817 DBN1 21710207 21693129 -5610 21710130 21693129 -5687 21708676 21693951 -7141
Chr16 Normal NT_019609.11 GGGCCAGGCTGACCC 2424825 BANP 2430511 2556394 -5686 2430511 2556394 -5686 2454195 2555740 -29370
Chr12 Complement NT_019546.15 GGGTCAGGCTGACAA 27931789 LOC83468 27940151 27864955 8362 27926105 27864955 -5684 27895616 27865376 -36173
Chr7 Complement NT_007933.12 AGGTCACTGAGACCT 48417767 LOC352381 48412084 48393330 -5683 48412084 48393330 -5683 48412084 48393330 -5683
Chr9 Complement NT_019501.12 TGGTCACAGCGACCT 1731818 LOC90120 1726174 1721900 -5644 1726135 1721900 -5683 1723000 1722560 -8818
Chr19 Normal NT_011295.10 GGGTCGCTGTTACCC 4206432 SAST 4212115 4248567 -5683 4212115 4248567 -5683 4238678 4248486 -32246
Chr10 Complement NT_030059.10 GTGTCAAAGTGACCC 22318940 LDB1 22313261 22304807 -5679 22313261 22305885 -5679 22309768 22306408 -9172
Chr1 Normal NT_034471.3 AGGTGGAGGTGACCT 225706 LOC284590 231383 233846 -5677 231383 233846 -5677 231522 232001 -5816
Chr13 Complement NT_024524.12 TGCTCAGGCTGACCT 46181426 FBXL3A 46175823 46153889 -5603 46175750 46153889 -5676 46170488 46155773 -10938
Chr17 Normal NT_024871.10 AGGACACCCTGACCC 1527071 LOC350479 1532747 1548663 -5676 1532747 1548663 -5676 1532747 1548663 -5676
Chr19 Complement NT_011109.15 TGGTCAGCCTGGCCT 21290284 KIAA1883 21284609 21256720 -5675 21284609 21256720 -5675 21283023 21257220 -7261
Chr20 Normal NT_011333.5 AGGCCAACCCGACCC 1058977 C20orf41 1025793 1066681 33184 1064651 1066667 -5674 1064751 1066546 -5774
Chr6 Complement NT_034874.2 TGGGCAAATTGACCT 2021401 IER3 2015727 2014380 -5674 2015727 2014380 -5674 2015698 2015116 -5703
Chr7 Normal NT_007914.12 GGGTCATCCTGGCCT 11283062 ACCN3 11288376 11292612 -5314 11288733 11292612 -5671 11288744 11292605 -5682
Chr9 Complement NT_008476.14 TGGTCTCCCCGACCT 732017 DIRAS2 726347 694839 -5670 726347 694839 -5670 697313 696714 -34704
Chr9 Normal NT_008470.15 TGGTCATGATTACCT 33366577 FLJ10743 33372191 33395345 -5614 33372246 33395345 -5669 33372268 33392793 -5691
Chr6 Complement NT_007592.13 TGGGCAAATTGACCT 21574426 IER3 21568758 21567411 -5668 21568758 21567411 -5668 21568729 21568147 -5697
Chr17 Complement NT_010799.13 AGGACAGCATGACCC 149594 LOC348242 153260 136411 3666 143926 136411 -5668 136752 136459 -12842
Chr11 Normal NT_009237.15 GGGTGGGAGTGACCC 14726559 LOC196188 14732226 14943637 -5667 14732226 14943637 -5667 14732226 14943637 -5667
Chr10 Normal NT_030059.10 AGCTCAGCGTGACCA 30904816 LOC349501 30910481 30938392 -5665 30910481 30938392 -5665 30910481 30938392 -5665
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2373540 TIMM13 2367875 2365622 -5665 2367875 2365622 -5665 2367531 2366946 -6009
Chr8 Normal NT_008046.13 AGGTCATGTTGAACA 11578546 LOC352494 11584210 11650400 -5664 11584210 11650400 -5664 11584210 11650400 -5664
Chr5 Complement NT_023089.13 GGGTCACTCTGTCCC 1283560 TERT 1277897 1236020 -5663 1277897 1236020 -5663 1277842 1236581 -5718
Chr12 Normal NT_009714.15 AGGTCACTCTGATCT 12546180 LOC338820 12551841 12623561 -5661 12551841 12623561 -5661 12551841 12623561 -5661
Chr8 Complement NT_008046.13 AGGTCTAAATGACCC 10464130 LOC347080 10458469 10415396 -5661 10458469 10415396 -5661 10458395 10415396 -5735
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 783944 785527 -5660 784297 785080 -6013
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 783944 785527 -5660 783972 785080 -5688
Chr22 Normal NT_011520.9 AGGTCACAGTGAGCC 17358132 DJ37E16 17363792 17371993 -5660 17363792 17371993 -5660 17363844 17370932 -5712
Chr13 Normal NT_024524.12 GGGTCAGAGCCACCC 14561129 LOC338852 14566788 14568996 -5659 14566788 14568996 -5659 14567006 14567344 -5877
Chr22 Complement NT_011520.9 CGCTCAGCCTGACCT 16730184 TST 16725280 16715961 -4904 16724525 16715961 -5659 16723827 16716122 -6357
Chr5 Complement NT_006713.13 GGTTCACTCTGACCT 20076911 KIAA1376 20071253 20056677 -5658 20071253 20056677 -5658 20071041 20059349 -5870
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1797520 LOC348275 1791863 1785405 -5657 1791863 1785405 -5657 1791863 1785405 -5657
Chr16 Complement NT_010498.13 AGGTCACAGTGAGCC 17122402 FLJ22593 17116746 17113789 -5656 17116746 17113789 -5656 17114745 17114302 -7657
Chr1 Complement NT_004525.15 AGGTCATGGTGACCG 1353672 LBR 1348927 1321505 -4745 1348016 1321513 -5656 1344077 1323305 -9595
Chr14 Complement NT_026437.10 TGGTCACTGTGACTC 1074689 LOC341799 1069033 1028983 -5656 1069033 1028983 -5656 1069033 1028983 -5656
Chr10 Normal NT_008583.15 AGGTGGATTTGACCT 20978052 ADAMTS14 20983707 21071806 -5655 20983707 21071806 -5655 20983707 21071757 -5655
Chr9 Complement NT_024000.15 AGGTTGCAGTGACCT 765899 DPP7 760265 756072 -5634 760244 756179 -5655 760244 756179 -5655
Chr6 Normal NT_034880.2 AGGTCACAGTGAGCT 1351096 LOC352044 1356750 1435774 -5654 1356750 1435774 -5654 1356750 1435774 -5654
Chr17 Normal NT_035414.4 AGGTCAGGCTGACAT 253747 LOC339253 259400 260220 -5653 259400 260220 -5653 259498 259797 -5751
Chr2 Normal NT_005403.13 AGCTCACCCTGACCA 82075290 PSMD1 82080942 82196874 -5652 82080942 82196806 -5652 82081073 82194759 -5783
Chr22 Normal NT_011520.9 GGGTCAGTGTGGCCC 17548828 EIF3S6IP 17553929 17593828 -5101 17554479 17593692 -5651 17554511 17593525 -5683
Chr8 Normal NT_008046.13 TGGTAATGATGACCC 41847703 LOC346868 41853350 41882034 -5647 41853350 41882034 -5647 41853350 41882034 -5647
Chr1 Normal NT_004852.15 AGGTCACTGCAACCT 3306288 OTX3 3311934 3319150 -5646 3311934 3319150 -5646 3311949 3317432 -5661



Chr10 Complement NT_008583.15 AGATCAGCCTGACCA 13782745 KIAA1380 13777104 13478129 -5641 13777104 13478129 -5641 13776570 13478953 -6175
Chr6 Complement NT_033951.3 TGGGCAAATTGACCT 2166540 IER3 2160900 2159553 -5640 2160900 2159553 -5640 2160871 2160289 -5669
Chr9 Normal NT_078083.1 GGGTGGCTCTGACCT 17673 LOC349336 23312 26785 -5639 23312 26785 -5639 23322 24769 -5649
Chr10 Complement NT_030059.10 TGGTCCTTCTGACCC 7161558 ENDOGLYX1 7167748 7134144 6190 7155920 7134144 -5638 7155846 7135048 -5712
Chr9 Complement NT_008470.15 GGGGCAATGTGACCA 25383792 FBXW2 25378316 25349077 -5476 25378155 25349077 -5637 25373162 25349559 -10630
Chr19 Complement NT_011255.13 TGGTCACTGTGGCCC 4479743 LOC342958 4474107 4463540 -5636 4474107 4463540 -5636 4474086 4463540 -5657
Chr17 Normal NT_010783.13 TGGTCAGACTGATCT 4518507 NME1 4524096 4532697 -5589 4524143 4532594 -5636 4526215 4532405 -7708
Chr8 Normal NT_008251.13 AGGTCTGTCTGACCT 3757596 LOC347026 3763231 3793138 -5635 3763231 3793138 -5635 3763231 3793138 -5635
Chr1 Normal NT_004671.15 TGGTCAGAGTCACCC 14374021 PPFIA4 14379656 14402847 -5635 14379656 14402847 -5635 14379767 14400502 -5746
Chr11 Complement NT_033899.5 AGCTCAAAGTGACCC 6295152 MMP12 6289552 6277316 -5600 6289519 6277316 -5633 6289507 6277671 -5645
Chr6 Normal NT_007592.13 AGGTGGAGATGACCC 26227691 RPL10A 26233308 26235685 -5617 26233324 26235685 -5633 26233339 26235654 -5648
Chr9 Complement NT_008413.15 GGGACAGAGTGACCA 2617045 LOC286341 2612378 2412702 -4667 2611413 2412702 -5632 2529454 2515539 -87591
Chr6 Complement NT_025741.12 AGGTCATAAAGACCT 14002753 FLJ25791 13997122 13983493 -5631 13997122 13983493 -5631 13997004 13984001 -5749
Chr3 Normal NT_005962.15 AGCTCAGTGTGACCA 25570404 LOC285387 25576035 25588306 -5631 25576035 25588306 -5631 25586185 25586859 -15781
Chr18 Complement NT_010966.13 GGGTCATGGCGACCC 29302579 MBD1 29296948 29282356 -5631 29296948 29284318 -5631 29295464 29285101 -7115
Chr10 Normal NT_008705.14 GGGTCACTTTGACAT 15416543 LOC340936 15422173 15434847 -5630 15422173 15434847 -5630 15422173 15434847 -5630
Chr16 Complement NT_010498.13 TGCTCATCATGACCT 13704869 LOC342306 13699239 13652420 -5630 13699239 13652420 -5630 13699236 13652420 -5633
Chr22 Complement NT_011526.5 GGGCCGTTCTGACCT 164465 SCO2 158897 156860 -5568 158835 156860 -5630 157703 156903 -6762
ChrX Complement NT_025965.11 AGGTCATAAAGACCT 545361 ARD1 539810 533853 -5551 539733 534658 -5628 539636 534719 -5725
ChrX Normal NT_011630.13 AGGTCTTTATGACCT 1897922 RAGB 1903414 1944438 -5492 1903550 1944013 -5628 1903993 1944008 -6071
Chr11 Normal NT_009237.15 AGGTCTTTATGACCT 27079829 TRIM44 27085404 27230879 -5575 27085457 27230879 -5628 27085764 27229039 -5935
Chr7 Normal NT_007758.10 AGATCAGCCTGACCA 2281986 ZNF138 2287614 2327519 -5628 2287614 2326548 -5628 2308838 2325423 -26852
Chr19 Normal NT_011295.10 AGGACGCAGTGACCT 7420232 LOC348348 7425859 7426391 -5627 7425859 7426391 -5627 7425957 7426391 -5725
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2373502 TIMM13 2367875 2365622 -5627 2367875 2365622 -5627 2367531 2366946 -5971
Chr1 Complement NT_004525.15 GGCTCACTGCGACCT 1833338 LOC343358 1827712 1809228 -5626 1827712 1809228 -5626 1827712 1809228 -5626
Chr2 Normal NT_022171.13 AGGTTGCAGTGACCC 1046799 CNGA3 1052424 1081088 -5625 1052424 1081088 -5625 1052463 1079742 -5664
Chr2 Complement NT_005403.13 GGCTCACTGCGACCT 66341614 LOC344483 66335990 66312578 -5624 66335990 66312578 -5624 66335990 66312578 -5624
Chr20 Complement NT_011362.8 AAGTCAGTTTGACCA 10338611 SLC13A3 10366032 10239962 27421 10332987 10239962 -5624 10332968 10241569 -5643
Chr12 Complement NT_029419.10 AGGTCACAGTGAGCC 13715592 TFCP2 13709970 13631928 -5622 13709970 13631928 -5622 13709511 13632330 -6081
Chr12 Normal NT_029419.10 GGGTCAGTCAGACCT 25496768 LOC144581 25502388 25507452 -5620 25502388 25503110 -5620 25502411 25503058 -5643
Chr19 Complement NT_011109.15 AGGTCATAAAGACCT 28717487 NALP13 28711867 28675503 -5620 28711867 28675503 -5620 28711867 28675503 -5620
Chr19 Complement NT_011295.10 AGGTTGCAGTGACCC 10170521 COMP 10164916 10156386 -5605 10164902 10156386 -5619 10164880 10156517 -5641
Chr15 Complement NT_010194.15 TGGTCAGGCTGATCT 18608751 LOC350146 18603132 18585746 -5619 18603132 18585746 -5619 18603132 18585746 -5619
Chr1 Complement NT_028050.12 GGGTCACTGTGTCCA 1523060 MGC14816 1517500 1487521 -5560 1517442 1488084 -5618 1507743 1488269 -15317
Chr12 Complement NT_019546.15 GGATCAAGGTGACCC 11702488 LOC160420 11696871 11659086 -5617 11696871 11659086 -5617 11696871 11659086 -5617
Chr1 Complement NT_077928.1 AGGTCAAGTTGACAC 263524 LOC343228 257907 170424 -5617 257907 170424 -5617 257907 170424 -5617
Chr1 Normal NT_077386.2 CTGTCATGATGACCT 4970531 LOC343515 4976148 4976603 -5617 4976148 4976603 -5617 4976148 4976603 -5617
Chr2 Complement NT_005403.13 AGGTCCTGGTGACCT 82423282 LOC344197 82417665 82406017 -5617 82417665 82406017 -5617 82417246 82406017 -6036
Chr2 Complement NT_022327.12 TGGTCAGGCTGCCCC 969099 LOC351206 963482 923392 -5617 963482 923392 -5617 963482 923392 -5617
Chr20 Normal NT_011387.8 AGGTAGGAATGACCT 2961088 MRPS26 2966704 2968895 -5616 2966704 2968895 -5616 2966715 2968515 -5627
Chr19 Normal NT_011295.10 TGGTCAAGCTGGCCT 2328792 SMARCA4 2334408 2435755 -5616 2334408 2435755 -5616 2357630 2435294 -28838
Chr4 Complement NT_006238.10 TGGACAAGATGACCC 6434175 LOC256000 6428578 6427653 -5597 6428560 6427740 -5615 6428391 6427813 -5784
Chr22 Complement NT_011523.9 AGCTCACACTGACCC 2321476 LOC348641 2315861 2307331 -5615 2315861 2307331 -5615 2315861 2307331 -5615
Chr15 Complement NT_010194.15 GGGTCACTGTGAACA 44835482 LOC350174 44829869 44818656 -5613 44829869 44818656 -5613 44829869 44818656 -5613
Chr22 Normal NT_011520.9 CTGTCACTCTGACCC 5108485 LOC351041 5114098 5137339 -5613 5114098 5137339 -5613 5114265 5137339 -5780
Chr19 Normal NT_011109.15 AGATCAGCCTGACCA 26956772 LENG5 26961979 26965711 -5207 26962384 26965711 -5612 26963406 26965647 -6634
Chr1 Complement NT_077980.2 AGGTTGCAGTGACCC 91493 LOC350895 85881 56156 -5612 85881 56156 -5612 85881 56156 -5612
Chr9 Normal NT_008413.15 AGGTCACAGTGAGCC 13284624 LOC347190 13290235 13532446 -5611 13290235 13532446 -5611 13290235 13532446 -5611
Chr8 Normal NT_023736.15 GGGTCAGTGGGACCG 2634418 LOC346777 2640028 2656672 -5610 2640028 2656672 -5610 2640028 2656672 -5610
Chr6 Complement NT_007592.13 AGGTCGCGGTGAGCC 1611661 LOC221712 1606052 1601824 -5609 1606052 1601824 -5609 1602168 1601875 -9493
Chr12 Normal NT_009759.15 AGGTCGGGTTGCCCT 3449411 HRMT1L3 3454663 3557397 -5252 3455018 3557397 -5607 3504138 3556609 -54727
ChrX Normal NT_025319.13 TGGCCAAATTGACCC 3635410 LOC340595 3641017 3641949 -5607 3641017 3641949 -5607 3641017 3641949 -5607
Chr19 Normal NT_011109.15 TGGTCAGGTTGACCT 21385131 SPHK2 21390738 21402163 -5607 21390738 21401851 -5607 21391962 21401220 -6831
Chr1 Normal NT_032977.5 GAGTCATTTTGACCC 16276643 ALG6 16282249 16351780 -5606 16282249 16351780 -5606 16285560 16351602 -8917
Chr16 Complement NT_010498.13 GGGTCATTTCCACCT 10796171 CDH8 10790565 10407755 -5606 10790565 10407755 -5606 10775836 10408032 -20335
Chr14 Normal NT_026437.10 AGGTCGGGATGACTC 36437763 LOC341872 36443368 36504809 -5605 36443368 36504809 -5605 36443368 36504809 -5605
ChrX Complement NT_011651.13 AGGTCACCGCAACCT 15185988 LOC352796 15180383 15172084 -5605 15180383 15172084 -5605 15180383 15172084 -5605
Chr11 Complement NT_035113.4 TGGTCATGGTGTCCT 311199 TM4SF7 305626 281356 -5573 305594 281356 -5605 298150 281835 -13049
Chr19 Normal NT_011109.15 GGGTGACCCTGACCA 17467341 LOC350609 17472945 17481448 -5604 17472945 17481448 -5604 17472945 17481448 -5604
Chr17 Complement NT_010718.13 GGGACAGGCTGACCC 328331 LOC146756 322729 320325 -5602 322729 320325 -5602 322620 322282 -5711
Chr16 Normal NT_024812.10 GGCTCAGGCTGACCC 1503393 LOC283901 1508995 1518021 -5602 1508995 1518021 -5602 1516111 1516446 -12718
Chr6 Complement NT_025741.12 AGGTCATCCTGCCCT 13823761 LOC345875 13818160 13817807 -5601 13818160 13817807 -5601 13818160 13817807 -5601
Chr10 Complement NT_077569.2 TGGCCAGGCTGACCT 834917 LOC349537 829316 822342 -5601 829316 822342 -5601 829316 822342 -5601
Chr11 Complement NT_033899.5 GGGCCAGACTGACCT 28733493 LOC349649 28727892 28709092 -5601 28727892 28709092 -5601 28727892 28709092 -5601
Chr8 Normal NT_023666.15 AGGTCATGTTGACTG 3626110 FLJ21034 3596427 3644903 29683 3631710 3644100 -5600 3632730 3643099 -6620
Chr12 Normal NT_009775.13 AGGTTACAGTGACCA 826158 LOC341527 831757 838715 -5599 831757 838715 -5599 831757 838715 -5599
Chr6 Normal NT_007592.13 AGGTGGTCTTGACCC 36486137 LOC352141 36491736 36589566 -5599 36491736 36589566 -5599 36491736 36589566 -5599
Chr1 Normal NT_004559.10 GGGTGAACTCGACCC 133982 LOC127590 139580 140097 -5598 139580 140097 -5598 139580 140097 -5598
Chr2 Complement NT_005403.13 GGCTCACTGCGACCT 75746013 LOC200754 75740415 75716663 -5598 75740415 75716663 -5598 75740415 75716663 -5598
Chr6 Complement NT_007592.13 AGGCCAGCCTGACCA 19755627 RFP 19750029 19729042 -5598 19750029 19729042 -5598 19749673 19730109 -5954
Chr6 Complement NT_034874.2 AGGCCAGCCTGACCA 200764 RFP 195166 174181 -5598 195166 174181 -5598 194810 175248 -5954
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1797460 LOC348275 1791863 1785405 -5597 1791863 1785405 -5597 1791863 1785405 -5597
Chr6 Complement NT_007299.12 TGGTCAGACAGACCT 20288163 C6orf37 20282596 20275619 -5567 20282567 20279530 -5596 20281960 20279583 -6203
Chr14 Normal NT_026437.10 AGGTCAATCTGATCA 83943776 MGC2562 83949340 83978549 -5564 83949372 83978549 -5596 83949380 83976664 -5604
Chr15 Normal NT_010274.15 TGGTAACTATGACCT 1765788 FLJ32310 1771383 1804973 -5595 1771383 1804973 -5595 1771402 1804174 -5614
Chr22 Normal NT_011520.9 GGGTGAGGGTGACCC 11751234 LOC343872 11756827 11757410 -5593 11756827 11757410 -5593 11756827 11757410 -5593
Chr2 Normal NT_005403.13 GGGTCAGGGTGACTC 67432322 SMARCAL1 67436532 67507112 -4210 67437914 67507112 -5592 67438764 67507036 -6442
Chr19 Normal NT_011295.10 TGGTCAGGCTGATCT 461133 LOC125963 466723 467664 -5590 466723 467664 -5590 466723 467664 -5590
Chr5 Complement NT_006576.13 GGGTAACACTGACCT 21027828 LIFR 21022241 20906649 -5587 21022241 20906649 -5587 20957494 20908442 -70334
Chr2 Normal NT_005403.13 TGGACAGGATGACCC 81145050 LOC339753 81150636 81180693 -5586 81150636 81180693 -5586 81150636 81180693 -5586
Chr7 Complement NT_007933.12 TGGTCATTATGAACC 468421 HIP1 602493 398134 134072 462836 398134 -5585 455664 401769 -12757
Chr11 Normal NT_033899.5 TGGTCACCTTGTCCC 37739545 LOC89944 37745057 37789465 -5512 37745130 37789465 -5585 37756062 37788200 -16517
Chr12 Complement NT_009775.13 GGGACACGATGACCA 5190799 LOC144527 5185216 5182589 -5583 5185216 5182589 -5583 5185107 5182600 -5692
Chr19 Normal NT_011109.15 CGGTCAACATGACTC 7118705 GPI 7124123 7160150 -5418 7124287 7159454 -5582 7124390 7159159 -5685
Chr20 Normal NT_011333.5 TGGTGACCATGACCC 1290506 DNAJC5 1296087 1303991 -5581 1296087 1303991 -5581 1296329 1299551 -5823
Chr8 Normal NT_007995.13 GGCTCAGTGCGACCT 3695877 LOC340417 3701458 3718689 -5581 3701458 3718689 -5581 3701458 3718689 -5581
Chr15 Complement NT_037852.3 GGGTCACAGTTACCA 172216 LOC350226 166636 156817 -5580 166636 156817 -5580 166636 156817 -5580
Chr11 Normal NT_033927.5 AGATCAGGCTGACCT 5055610 SLC21A9 5061190 5124752 -5580 5061190 5116326 -5580 5061456 5114654 -5846
Chr7 Normal NT_007819.13 GGGTCTTTGTGACCT 34362194 LOC352279 34367770 34379355 -5576 34367770 34379355 -5576 34367770 34379355 -5576
Chr3 Complement NT_005612.13 AGGTCAGATCCACCC 30114928 ROPN1 30110164 30087032 -4764 30109353 30087032 -5575 30098482 30087156 -16446
Chr14 Normal NT_026437.10 AGATCAGCCTGACCA 56532760 C14orf118 56538331 56589172 -5571 56538331 56589172 -5571 56540748 56588148 -7988
Chr14 Normal NT_026437.10 AGATCAGCCTGACCA 56532760 C14orf118 56538331 56589172 -5571 56538331 56589172 -5571 56541354 56588235 -8594
Chr9 Normal NT_008470.15 CGGTGAGCCTGACCT 19213104 DKFZp547P234 19196112 19230592 16992 19218672 19230295 -5568 19221959 19228219 -8855



Chr17 Normal NT_010783.13 TGGTCCTCATGACCC 21185333 FALZ 21190301 21274657 -4968 21190901 21258945 -5568 21190920 21258872 -5587
Chr21 Normal NT_011515.10 GGGTCACTGCAACCT 773031 H2AFZP 778598 779764 -5567 778598 779764 -5567 0 0 773031
Chr8 Complement NT_077531.2 AGGTCACAGTGAGCC 1066167 MFHAS1 1060601 950900 -5566 1060601 953565 -5566 1060601 953565 -5566
Chr6 Normal NT_007592.13 AGATCGAGGTGACCT 22651709 C6orf48 22656942 22662103 -5233 22657271 22662103 -5562 22657297 22659708 -5588
Chr3 Normal NT_005927.15 AGGTGGCCTTGACCT 13535102 FBLN2 13540664 13608771 -5562 13540664 13608771 -5562 13540705 13608268 -5603
Chr10 Complement NT_008583.15 GGGACACAGTGACCA 22280581 LOC340848 22275019 22176984 -5562 22275019 22176984 -5562 22274538 22176984 -6043
Chr19 Complement NT_011295.10 GGCTCACCTCGACCT 5812371 LOC342981 5806811 5793278 -5560 5806811 5793278 -5560 5806750 5793278 -5621
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2373435 TIMM13 2367875 2365622 -5560 2367875 2365622 -5560 2367531 2366946 -5904
Chr20 Normal NT_011362.8 AGCTCACTGCGACCT 9533606 C20orf164 9539164 9560675 -5558 9539164 9560675 -5558 9539373 9560196 -5767
Chr8 Complement NT_023684.15 AGGTGACCATGACCT 230287 LOC346933 224731 201831 -5556 224731 201831 -5556 224731 201831 -5556
Chr7 Normal NT_007933.12 AGGTTGCAGTGACCC 5909023 LOC352341 5914579 5958987 -5556 5914579 5958987 -5556 5914579 5958987 -5556
Chr2 Complement NT_022184.12 AGGCCAGACTGACCC 20982351 LOC285047 20976796 20974672 -5555 20976796 20974672 -5555 20976502 20975287 -5849
Chr2 Complement NT_005403.13 AGGTCACAGTGATCT 20052725 ABCB11 20047171 19938787 -5554 20047171 19938787 -5554 20033973 19939470 -18752
Chr6 Normal NT_034874.2 AGATCGAGGTGACCT 3100548 C6orf48 3105773 3110938 -5225 3106102 3110938 -5554 3106128 3108542 -5580
Chr3 Normal NT_005927.15 AGGTCACTTTAACCT 161941 CHL1 167299 379943 -5358 167495 379943 -5554 290305 376239 -128364
Chr16 Complement NT_010498.13 GGCTCACTGCGACCT 15591980 APPBP1 15586437 15558341 -5543 15586427 15558341 -5553 15586360 15558470 -5620
Chr2 Normal NT_005403.13 AGGTCAATGCAACCT 58699865 LOC285174 58705418 58706299 -5553 58705418 58706299 -5553 58705956 58706156 -6091
Chr10 Normal NT_030059.10 TGGTCAGGCTGATCT 13266674 CYP26A1 13271790 13276199 -5116 13272225 13276199 -5551 13272641 13275619 -5967
Chr2 Normal NT_005403.13 AGGTCAACCTGAGCC 27880754 LOC150973 27886305 27936689 -5551 27886305 27936689 -5551 27886305 27936689 -5551
Chr10 Normal NT_030059.10 AGATCAGCTTGACCA 30038122 LOC349500 30043673 30058553 -5551 30043673 30058553 -5551 30043673 30058553 -5551
Chr5 Normal NT_034772.4 GGGTCACTCCCACCC 34264948 LOC90918 34270499 34273519 -5551 34270499 34273519 -5551 34272879 34273286 -7931
Chr1 Complement NT_004511.15 AGGTCATAAAGACCT 8150431 LOC348403 8144881 8143617 -5550 8144881 8143617 -5550 8144779 8144405 -5652
Chr6 Normal NT_033951.3 AGATCGAGGTGACCT 3243234 C6orf48 3248453 3253615 -5219 3248782 3253615 -5548 3248808 3251220 -5574
Chr19 Normal NT_011295.10 TGGTCAGTGGGACCT 7389990 LOC126536 7395538 7401072 -5548 7395538 7401072 -5548 7396937 7398152 -6947
ChrY Normal NT_011903.9 TGTTCAGCGTGACCT 3778565 LOC352904 3784113 3788163 -5548 3784113 3788163 -5548 3784113 3788163 -5548
Chr20 Normal NT_011333.5 TGGTCAGCATGGCCT 426792 LOC350907 432339 436964 -5547 432339 436964 -5547 432339 436964 -5547
Chr22 Complement NT_011525.5 GGGTCATGCCGCCCT 763129 LOC348645 757583 719669 -5546 757583 719669 -5546 757500 720519 -5629
Chr19 Normal NT_011255.13 AGGTCGAGGTGAGCT 1038421 GPX4 1043936 1046786 -5515 1043966 1046778 -5545 1044043 1046571 -5622
ChrY Normal NT_011903.9 AGGTCACTTTGTCCA 1284698 LOC349454 1290242 1349358 -5544 1290242 1349358 -5544 1290242 1349358 -5544
Chr1 Normal NT_028054.12 CTGTCAATCTGACCT 3474499 SSB1 3480000 3556647 -5501 3480043 3556647 -5544 3543010 3554693 -68511
Chr21 Complement NT_011515.10 GGGTCTCAGTGACCT 1678041 C21orf67 1672566 1667381 -5475 1672498 1667381 -5543 1670257 1667465 -7784
Chr17 Normal NT_010799.13 AGGGCATGGTGACCC 7374303 CCL8 7379846 7382200 -5543 7379846 7382200 -5543 7380301 7381706 -5998
Chr9 Normal NT_078061.1 AGGCCAGCCTGACCA 94814 LOC349294 100357 110522 -5543 100357 105349 -5543 100604 105322 -5790
Chr22 Normal NT_011526.5 GGGTCAGACTGTCCT 348384 SHANK3 353926 366501 -5542 353926 366501 -5542 354704 364603 -6320
Chr9 Complement NT_008470.15 GGGTCGTGCTGGCCC 2809146 TBC1D2 2844331 2787735 35185 2803604 2787735 -5542 2801913 2788083 -7233
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 18630195 FOXA3 18635736 18645272 -5541 18635736 18645272 -5541 18635933 18644534 -5738
Chr7 Complement NT_007933.12 GGGTGGTCTTGACCT 33354989 IPLA2(GAMMA) 33351514 33294717 -3475 33349449 33294717 -5540 33338653 33295563 -16336
Chr14 Complement NT_026437.10 TGGCCAGTCTGACCC 85621437 BRF1 85683602 85577301 62165 85615898 85577301 -5539 85609359 85577525 -12078
Chr14 Complement NT_026437.10 TGGCCAGTCTGACCC 85621437 BRF1 85683602 85577301 62165 85615898 85577301 -5539 85668642 85578564 47205
Chr14 Complement NT_026437.10 TGGCCAGTCTGACCC 85621437 BRF1 85683602 85577301 62165 85615898 85577301 -5539 85609359 85578564 -12078
Chr17 Complement NT_010783.13 TGGTCAGTCTGATCT 18265276 LOC147213 18259737 18219144 -5539 18259737 18250197 -5539 18259520 18250862 -5756
Chr2 Complement NT_005403.13 AGGTCAGGCTGACCC 46618336 LOC130023 46612800 46606851 -5536 46612800 46606851 -5536 46612800 46606851 -5536
Chr20 Normal NT_011362.8 GGGTCACTGCAACCT 15585082 LOC343606 15590618 15749433 -5536 15590618 15749433 -5536 15590618 15749433 -5536
Chr19 Complement NT_011109.15 AGGGCAGACTGACCC 31186363 LOC284313 31180828 31178767 -5535 31180828 31178767 -5535 31180668 31180234 -5695
Chr16 Complement NT_010498.13 AGGCCACCATGACCT 19012910 MTR3 19007375 19006065 -5535 19007375 19006065 -5535 19007330 19006512 -5580
ChrX Complement NT_077819.2 AGGTCACTGCAACCT 3191084 RPL39 3185549 3180412 -5535 3185549 3180412 -5535 3185482 3180590 -5602
Chr1 Complement NT_077967.1 AGGCCAGCCTGACCA 810301 LOC348506 804769 782100 -5532 804769 782100 -5532 804769 782100 -5532
ChrX Complement NT_011651.13 AGGTCATATAGACCT 15185915 LOC352796 15180383 15172084 -5532 15180383 15172084 -5532 15180383 15172084 -5532
Chr4 Normal NT_022792.15 TGGTCAGGGTGATCC 18153484 LOC345127 18159014 18177000 -5530 18159014 18177000 -5530 18159014 18177000 -5530
Chr8 Complement NT_008046.13 GGGTCACTGTAACCT 44254684 BM-009 44249155 44073981 -5529 44249155 44073981 -5529 44103945 44081798 -150739
Chr22 Complement NT_011516.5 AGGTCAGGACCACCT 201857 LOC351016 196328 188569 -5529 196328 188569 -5529 196328 188569 -5529
Chr5 Complement NT_006576.13 AGGACACAGTGACCT 16475657 LOC285573 16470130 16467131 -5527 16470130 16467131 -5527 16469756 16469100 -5901
Chr15 Normal NT_077661.1 AGTTCATGGTGACCA 431341 LOC283692 436865 481914 -5524 436865 481914 -5524 436964 437263 -5623
Chr12 Normal NT_009755.15 TGCTCATGGTGACCT 2935384 LOC341497 2940908 2959921 -5524 2940908 2959921 -5524 2940932 2959921 -5548
Chr1 Normal NT_004487.15 AGGTCATTCTGACTT 619148 LOC343146 624671 626680 -5523 624671 626680 -5523 624671 626680 -5523
Chr15 Complement NT_010194.15 GGGTCAGCTTTACCC 43355314 LOC56965 43349791 43319922 -5523 43349791 43319939 -5523 43340437 43332479 -14877
Chr15 Complement NT_010194.15 GGGTCAGCTTTACCC 43355314 LOC56965 43349791 43319922 -5523 43349791 43319939 -5523 43346217 43321374 -9097
Chr9 Normal NT_078059.1 AGGCCAGCCTGACCA 161180 LOC349293 166702 179704 -5522 166702 176992 -5522 166949 171665 -5769
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2373397 TIMM13 2367875 2365622 -5522 2367875 2365622 -5522 2367531 2366946 -5866
Chr1 Normal NT_026943.12 AGGTCATCTGGACCA 3932724 LOC339524 3936145 3942942 -3421 3938244 3942942 -5520 3941197 3941505 -8473
Chr1 Normal NT_004511.15 ATGTCAGACTGACCT 4604130 LOC343343 4609648 4708435 -5518 4609648 4708435 -5518 4609648 4708435 -5518
Chr15 Complement NT_010274.15 AGGTTGTAGTGACCT 137510 LOC90393 132853 130775 -4657 131995 130780 -5515 131518 131186 -5992
Chr17 Complement NT_030843.6 AGGTCATAAAGACCT 2022523 MGC33894 2017009 2006488 -5514 2017009 2006488 -5514 2016863 2006912 -5660
Chr11 Complement NT_033903.5 GGCTCACTGCGACCT 9864025 LOC116071 9865043 9855944 1018 9858512 9855944 -5513 9857971 9857024 -6054
Chr10 Normal NT_077567.2 AGGTGGATATGACCC 1464697 LOC340805 1470209 1493982 -5512 1470209 1493982 -5512 1470209 1493982 -5512
Chr17 Normal NT_010799.13 TGGTAATTGTGACCT 8298376 MGC19764 8303871 8328545 -5495 8303888 8320619 -5512 8319490 8320506 -21114
Chr14 Complement NT_026437.10 AGGCCAGGGTGACCC 49979033 LOC350059 49973522 49958257 -5511 49973522 49958257 -5511 49973522 49958257 -5511
Chr10 Complement NT_008583.15 AGCTCACTGCGACCT 25552404 FLJ23841 25546942 25544902 -5462 25546895 25544902 -5509 25546858 25545003 -5546
Chr15 Complement NT_010194.15 AGGTCATGCTGCCCT 23267282 GNB5 23273176 23202748 5894 23261773 23204014 -5509 23261687 23204565 -5595
Chr13 Normal NT_009952.13 AGGTCAGAATGACCC 11620395 LOC121911 11625903 11644107 -5508 11625903 11644107 -5508 11625903 11644107 -5508
Chr17 Normal NT_010718.13 GGCTCACTGCGACCT 11780453 LOC350413 11785961 11830128 -5508 11785961 11830128 -5508 11785961 11830128 -5508
Chr7 Complement NT_007933.12 AGGTTGTAGTGACCC 53181700 LOC346651 53176194 53167059 -5506 53176194 53167059 -5506 53176194 53167059 -5506
Chr4 Complement NT_006238.10 GGATCAGCTTGACCA 4436084 SB52 4430578 4406134 -5506 4430578 4406134 -5506 4426190 4407064 -9894
Chr5 Complement NT_023133.11 AGGTCAGAATGATCA 18951558 LOC340031 18946053 18845716 -5505 18946053 18845716 -5505 18946053 18845716 -5505
Chr1 Normal NT_004836.14 AGATCAGCCTGACCA 6723222 LOC350822 6728726 6739448 -5504 6728726 6739448 -5504 6738920 6739448 -15698
Chr16 Complement NT_010542.13 AGGACGCGGTGACCT 847385 LOC283861 841883 839442 -5502 841883 839442 -5502 841269 841159 -6116
Chr1 Normal NT_004668.15 GGGCCAGAGTGACCT 3592093 LOC128248 3597593 3607558 -5500 3597593 3607558 -5500 3597593 3607558 -5500
ChrY Complement NT_011903.9 AGGTCACGCTGAACA 2475392 LOC352900 2469892 2465808 -5500 2469892 2465808 -5500 2469892 2465808 -5500
Chr2 Complement NT_022184.12 AGTTCATGATGACCC 32590101 LOC129847 32584603 32560681 -5498 32584603 32560681 -5498 32584603 32560681 -5498
Chr2 Complement NT_005403.13 TGGTCTGTGTGACCT 54104734 LOC344460 54099239 54098955 -5495 54099239 54098955 -5495 54099239 54098955 -5495
Chr11 Complement NT_033899.5 GGGTCATAATGATCC 28181347 ESAM 28176816 28166704 -4531 28175854 28166711 -5493 28175729 28167221 -5618
Chr11 Normal NT_033903.5 TGGTCAGGCTGATCT 11490298 MGC15912 11495790 11497774 -5492 11495790 11497774 -5492 11496123 11496350 -5825
Chr8 Complement NT_008046.13 AGGTCTGAGTGACCA 40794382 NSE2 40788890 40783225 -5492 40788890 40786474 -5492 40787813 40786881 -6569
Chr7 Complement NT_007819.13 TGGTCAGGCTGGCCT 39471823 C7orf11 39466558 39464459 -5265 39466332 39464459 -5491 39466282 39464774 -5541
Chr1 Normal NT_032977.5 CGGTTATAGTGACCT 12984042 LOC343210 12989532 13069514 -5490 12989532 13069514 -5490 12989555 13069514 -5513
Chr5 Complement NT_006431.13 GGGTCACTGCAACCT 5097164 LOC345643 5091674 5080937 -5490 5091674 5080937 -5490 5091674 5080937 -5490
Chr5 Normal NT_006576.13 GGGTCATTTCGGCCC 26030510 NNT 26029571 26132335 939 26035999 26131513 -5489 26036044 26131252 -5534
Chr3 Complement NT_006014.14 TGCTCAGAGTGACCT 262733 QARS 257263 248439 -5470 257244 248439 -5489 257239 248535 -5494
Chr5 Normal NT_006576.13 GGGTGGCCTTGACCT 11423902 LOC351943 11429388 11531436 -5486 11429388 11531436 -5486 11511567 11531436 -87665
Chr11 Complement NT_033927.5 TGGTCATGGTGACCT 5406308 PP1665 5461531 5344715 55223 5400825 5344715 -5483 5359110 5345581 -47198
Chr20 Complement NT_011387.8 AGGTCTTCATGACCA 2726748 CPXM 2721273 2714715 -5475 2721266 2714715 -5482 2721218 2714836 -5530
Chr6 Complement NT_025741.12 GAGTCAGTATGACCT 52998701 LOC352035 52993219 52982023 -5482 52993219 52982023 -5482 52993219 52982023 -5482
Chr19 Normal NT_011255.13 GGGTCAGCATCACCC 6398307 CRB3 6403788 6407232 -5481 6403788 6407232 -5481 6404713 6407033 -6406



Chr7 Complement NT_007933.12 AGGTCATTGCAACCT 56391340 LOC154995 56385859 56385092 -5481 56385859 56385122 -5481 56385736 56385140 -5604
Chr13 Complement NT_009799.12 GGCTCGCCCTGACCT 11692644 LOC219563 11687163 11677923 -5481 11687163 11677923 -5481 11687163 11677923 -5481
Chr14 Normal NT_026437.10 AGGTCAGGATGACCA 53961958 LOC283568 53967439 53969663 -5481 53967439 53969663 -5481 53968722 53969051 -6764
Chr13 Complement NT_009952.13 AGGTCATGGTGACCA 16451805 LOC283482 16446326 16439765 -5479 16446326 16439765 -5479 16441513 16441199 -10292
Chr16 Normal NT_037887.3 AGATCAGCCTGACCA 2633020 LOC350367 2638498 2641978 -5478 2638498 2641978 -5478 2638540 2641978 -5520
Chr19 Normal NT_011255.13 TGGTCAGGCTGATCT 4406826 MGC2641 4412228 4442220 -5402 4412303 4442213 -5477 4412348 4439664 -5522
Chr14 Complement NT_026437.10 CAGTCATTTTGACCC 32364723 LOC350035 32359247 32357312 -5476 32359247 32357312 -5476 32359247 32357312 -5476
Chr1 Complement NT_004511.15 AGGTCATTTCTACCT 5622039 PRO1596 5616563 5615243 -5476 5616563 5615243 -5476 5616012 5615785 -6027
Chr1 Complement NT_004610.15 TGGTCATGAGGACCC 1852709 KIF17 1847234 1793759 -5475 1847234 1793759 -5475 1845313 1794327 -7396
Chr19 Normal NT_011109.15 TGGTCAGGCTGACCA 21385263 SPHK2 21390738 21402163 -5475 21390738 21401851 -5475 21391962 21401220 -6699
Chr22 Normal NT_011520.9 GGGTCTTGCTGACCT 17308433 GGA1 17313557 17338624 -5124 17313907 17338624 -5474 17313922 17337772 -5489
ChrX Complement NT_011651.13 AGGTCAAGGTGACAG 25775075 LOC340543 25769601 25766423 -5474 25769601 25766423 -5474 25767295 25766675 -7780
Chr1 Complement NT_077386.2 AGGTCGCAGTGAGCC 896500 LOC350836 891027 888938 -5473 891027 888938 -5473 891027 888938 -5473
Chr2 Complement NT_022184.12 TGGTCAGAGTGAACT 6414605 EIF2B4 6409133 6403154 -5472 6409133 6403163 -5472 6409114 6403200 -5491
Chr5 Complement NT_006576.13 AGGTCAGGATAACCT 23230503 PRKAA1 23225222 23186227 -5281 23225033 23189438 -5470 23225010 23189626 -5493
Chr7 Normal NT_007914.12 GGGTCAGTGTGATCC 10108367 LOC155066 10112828 10120554 -4461 10113836 10120549 -5469 10113836 10119537 -5469
Chr4 Complement NT_016606.15 AGGTCAGCATGAACA 15016643 LOC348867 15011174 14992133 -5469 15011174 14992133 -5469 15011174 14992133 -5469
Chr17 Complement NT_010755.13 AGGTAAGAGTGACCA 3720640 MGC20781 3715198 3704156 -5442 3715171 3704182 -5469 3714229 3704498 -6411
ChrX Complement NT_078110.1 AGGTCAGGCTGAGCG 60233 LOC349432 54765 52619 -5468 54765 52619 -5468 53813 53379 -6420
Chr19 Normal NT_011295.10 CGGTCAGGGAGACCC 12794990 FLJ36504 12800456 12802964 -5466 12800456 12802964 -5466 12800712 12801407 -5722
Chr11 Complement NT_033899.5 TTGTCATCTTGACCT 21217120 DSCAML1 21231919 20842168 14799 21211655 20842168 -5465 21211653 20842723 -5467
Chr3 Normal NT_005962.15 AGGTGAATATGACCT 19074474 LOC285246 19079926 19080764 -5452 19079939 19080764 -5465 19079955 19080686 -5481
Chr14 Complement NT_026437.10 AGGTTAAGTTGACCA 31060524 SAV1 31055093 31018816 -5431 31055061 31020398 -5463 31054723 31021939 -5801
Chr22 Complement NT_011520.9 AGCTCACTCTGACCT 6679555 LOC284897 6674094 6673377 -5461 6674094 6673377 -5461 6674080 6673775 -5475
Chr2 Complement NT_005403.13 AGGTCACTGCCACCT 54564845 ALS2CR9 54559470 54460003 -5375 54559385 54468691 -5460 54519413 54468910 -45432
Chr10 Normal NT_008583.15 GGGTCACTGCAACCT 18190115 SIRT1 18195575 18229291 -5460 18195575 18229291 -5460 18195628 18227498 -5513
Chr19 Normal NT_011109.15 AGGTCACTGCAACCT 20760662 ELSPBP1 20766098 20796600 -5436 20766121 20796595 -5459 20780115 20793774 -19453
Chr2 Complement NT_022184.12 GGGTTGCAGTGACCC 39987129 LOC344423 39981670 39980206 -5459 39981670 39980206 -5459 39981670 39980206 -5459
Chr12 Complement NT_009714.15 AGGTCACTGCAACCT 15461884 KIAA0528 15456426 15360491 -5458 15456426 15360491 -5458 15456058 15361668 -5826
Chr17 Complement NT_024871.10 AGGACACCCTGACCC 1527071 LOC284183 1521613 1518998 -5458 1521613 1518998 -5458 1520231 1519644 -6840
Chr3 Normal NT_006014.14 AGGTCACAGTGAGCC 1087207 RBM6 1092665 1229754 -5458 1092665 1229754 -5458 1115148 1229639 -27941
Chr8 Complement NT_037704.3 AGATCAAAATGACCC 184294 SLC39A4 178836 171689 -5458 178836 174362 -5458 178736 174485 -5558
Chr8 Complement NT_037704.3 AGATCAAAATGACCC 184294 SLC39A4 178836 171689 -5458 178836 174362 -5458 178155 174473 -6139
Chr17 Normal NT_010799.13 AGATCAGCCTGACCA 4686741 LOC350464 4692197 4771700 -5456 4692197 4771700 -5456 4692197 4771700 -5456
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2373330 TIMM13 2367875 2365622 -5455 2367875 2365622 -5455 2367531 2366946 -5799
Chr2 Normal NT_022184.12 GGGTAGCGGTGACCT 22125549 LOC351151 22131002 22149295 -5453 22131002 22149295 -5453 22131002 22149295 -5453
Chr1 Complement NT_004671.15 GGGTCATGGTGACAG 14677839 FMOD 14675592 14664741 -2247 14672387 14664741 -5452 14672382 14666455 -5457
Chr3 Complement NT_029928.10 AGGTCAGCACGACTC 164333 MUC4 158882 94648 -5451 158882 94648 -5451 125905 95055 -38428
Chr17 Normal NT_078100.1 AGGCCAAGGTGACCC 160106 LOC284098 165555 169302 -5449 165555 169302 -5449 167103 168617 -6997
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCT 28144842 LOC284418 28139393 28134467 -5449 28139393 28134467 -5449 28139384 28134858 -5458
Chr8 Normal NT_008183.16 GGGTCATTTCTACCT 18958918 LOC346984 18964366 19085973 -5448 18964366 19085973 -5448 18964366 19085973 -5448
Chr17 Complement NT_010755.13 GGGTCAGCCTAACCC 1037515 TEM7 1033929 943853 -3586 1032068 943853 -5447 1031986 948389 -5529
Chr3 Complement NT_005999.15 GGGTCATTATGGCCG 2853931 ACTR8 2854012 2838905 81 2848487 2838905 -5444 2848483 2840555 -5448
Chr3 Normal NT_005612.13 TGGCCAAAGTGACCC 55586527 TM4SF4 55591297 55620604 -4770 55591970 55620604 -5443 55592201 55620016 -5674
Chr11 Normal NT_028310.10 CGGTCACTCTGACGC 629640 LSP1 635080 674266 -5440 635080 674265 -5440 635148 669566 -5508
Chr7 Complement NT_007819.13 AGGTCAAGGTAACCC 4766157 LOC285923 4760719 4723192 -5438 4760719 4724777 -5438 4729865 4725662 -36292
Chr1 Normal NT_037485.3 AGGTCACCATGCCCA 2367348 ASML3B 2372716 2396871 -5368 2372785 2396678 -5437 2372904 2396586 -5556
Chr15 Complement NT_010194.15 GGGTGGGCCTGACCT 52408361 STARD5 52402924 52391408 -5437 52402924 52391513 -5437 52398158 52391997 -10203
Chr20 Normal NT_011362.8 AGGTGGACATGACCT 4813693 PLCG1 4818552 4857824 -4859 4819129 4856523 -5436 4819197 4856064 -5504
Chr3 Complement NT_005612.13 TGTTCAGGGTGACCT 25783993 COX17 25795406 25760059 11413 25778558 25760062 -5435 25795311 25793150 11318
Chr12 Complement NT_029419.10 AGGCCAGCCTGACCA 18858738 TMEM4 18853438 18847523 -5300 18853303 18847529 -5435 18852307 18847642 -6431
Chr9 Complement NT_019501.12 GGGTCACCTTGACCA 1839621 DKFZp762A2013 1834187 1813650 -5434 1834187 1813650 -5434 1834147 1816039 -5474
Chr20 Complement NT_028392.4 AGGTGAAAGTGACCG 997057 PLAGL2 991623 976399 -5434 991623 976399 -5434 986073 980347 -10984
Chr22 Complement NT_019197.3 GGGTCGCCCTGGCCC 263418 TUBGCP6 258416 231109 -5002 257984 231114 -5434 257879 231156 -5539
Chr16 Normal NT_037887.3 GGGTGGAGGTGACCC 2148374 RFWD1 2145709 2168049 2665 2153807 2168049 -5433 2158042 2166499 -9668
Chr3 Complement NT_022517.15 AGGTCAAACTGAGCT 7379392 FLJ12409 7373960 7371555 -5432 7373960 7371555 -5432 7373840 7373451 -5552
Chr9 Normal NT_008470.15 AAGTCAAAGTGACCA 20980768 LOC349361 20986200 20987217 -5432 20986200 20987217 -5432 20986887 20987171 -6119
Chr3 Complement NT_005999.15 AGGTTGCTGTGACCT 2869120 SELK 2863824 2855332 -5296 2863688 2857035 -5432 2863624 2857394 -5496
Chr16 Normal NT_019609.11 GGGTCAGAGCTACCC 1052219 FOXL1 1057649 1058686 -5430 1057649 1058686 -5430 1057649 1058686 -5430
Chr1 Complement NT_004464.15 GGGACAGAGTGACCT 1964212 PTGER3 1958788 1763327 -5424 1958782 1763416 -5430 1958551 1773343 -5661
ChrX Normal NT_011651.13 GGGTCACTTCCACCC 20910833 LOC139306 20916262 20918266 -5429 20916262 20918266 -5429 20916262 20918266 -5429
Chr6 Normal NT_007592.13 AGGGCAGCCTGACCA 27929677 PIM1 27935054 27940329 -5377 27935106 27940329 -5429 27935479 27938994 -5802
Chr4 Complement NT_006081.15 GGGGCAGGATGACCA 411699 LOC351735 406271 363974 -5428 406271 363974 -5428 406271 363974 -5428
ChrX Complement NT_025319.13 TGGTCATTCTGAACC 816880 KCNE1L 811453 809989 -5427 811453 809989 -5427 811309 810881 -5571
Chr11 Normal NT_033903.5 TGGTCAAAATGACCA 10031914 LOC341122 10037340 10041260 -5426 10037340 10041260 -5426 10037340 10041260 -5426
Chr22 Complement NT_011519.10 GGGTCAGGGTGACAA 1543065 KIAA1364 1537640 1474484 -5425 1537640 1474867 -5425 1534411 1476692 -8654
Chr15 Complement NT_010194.15 AGGTCAGTCTAACCC 6057104 AQR 6051680 5937361 -5424 6051680 5937361 -5424 6051425 5938604 -5679
Chr1 Complement NT_004668.15 AGCTCACAGTGACCA 4848481 LOC128361 4843057 4840882 -5424 4843057 4840882 -5424 4843057 4840882 -5424
Chr2 Complement NT_022327.12 GGGTCACAGGGACCT 870626 LOC200493 865202 856747 -5424 865202 856747 -5424 865202 856747 -5424
Chr17 Complement NT_010641.13 GGGACAGAATGACCA 6439508 CMRF35 6434086 6429051 -5422 6434086 6429051 -5422 6433725 6429532 -5783
Chr6 Complement NT_007592.13 GGGCCATGGCGACCT 15353471 GPLD1 15353641 15286656 170 15348050 15331579 -5421 15347990 15287511 -5481
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 123487 LOC352672 128908 136937 -5421 128908 136937 -5421 128908 136937 -5421
Chr19 Complement NT_011255.13 GGGTCAAAACGCCCC 2890351 LOC58492 2884930 2873217 -5421 2884930 2873217 -5421 2884838 2873487 -5513
Chr14 Complement NT_026437.10 AGGTCATGCTGGCCC 3313921 RNPC4 3308539 3290034 -5382 3308502 3290107 -5419 3300730 3291067 -13191
Chr11 Normal NT_035113.4 AGGTCGAAGTGAGCC 983732 LOC338709 989150 1018905 -5418 989150 1018905 -5418 1017396 1018658 -33664
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2373292 TIMM13 2367875 2365622 -5417 2367875 2365622 -5417 2367531 2366946 -5761
Chr12 Complement NT_029419.10 AGGTGAAGGTGACCA 17716069 LOC341415 17710654 17659887 -5415 17710654 17659887 -5415 17710654 17659887 -5415
Chr7 Complement NT_007933.12 GGGTGACTTTGACCC 23706635 DKFZp761L1417 23701221 23677696 -5414 23701221 23677696 -5414 23701068 23679263 -5567
ChrX Complement NT_025302.11 AGGTCAAAATGACGA 155863 ALTE 150450 135919 -5413 150450 135919 -5413 140202 138118 -15661
Chr1 Complement NT_077965.1 AGGTCAGGATCACCT 122737 LOC348498 121573 114913 -1164 117324 114913 -5413 117155 116784 -5582
Chr16 Normal NT_010552.13 CCGTCATGCTGACCT 398472 CLDN9 403883 405931 -5411 403883 405931 -5411 404790 405443 -6318
Chr5 Normal NT_077451.2 AGGTCGAAGTGAGCC 3805895 LOC340125 3811306 3841459 -5411 3811306 3841459 -5411 3839950 3841212 -34055
Chr5 Normal NT_029289.9 AGCTCAAGTTGACCC 2506195 RNF14 2509336 2531678 -3141 2511605 2531678 -5410 2516082 2530283 -9887
Chr18 Complement NT_010966.13 GGGTCAGGGTGATCA 19072896 LOC342727 19067487 18910497 -5409 19067487 18910497 -5409 19067487 18910497 -5409
Chr20 Normal NT_011333.5 AGGCCAGCCTGACCA 1227864 TPD52L2 1233232 1259521 -5368 1233273 1259516 -5409 1233349 1257928 -5485
ChrX Normal NT_011757.12 GGGTCAGGGTGAACT 2665451 CA5B 2654087 2717125 11364 2670859 2715327 -5408 2682614 2715254 -17163
Chr9 Complement NT_008413.15 GGGTCGGGATGAACC 21181280 LOC340487 21175872 21168663 -5408 21175872 21168663 -5408 21175872 21168663 -5408
ChrX Normal NT_011568.12 AGGTCATGCAGACCT 162719 LOC347403 168127 231225 -5408 168127 231225 -5408 189437 231225 -26718
Chr1 Complement NT_077913.1 GGGTCAGGGTGCCCT 190188 AKIP 185077 183312 -5111 184782 183312 -5406 184338 183383 -5850
Chr21 Normal NT_011512.8 TGGTCAGGCTGACCT 822828 LOC339614 828233 862228 -5405 828233 862228 -5405 832054 862228 -9226
Chr13 Normal NT_024524.12 TGCTCAGGCTGACCC 11717384 TNFSF11 11711363 11756639 6021 11722789 11756639 -5405 11729753 11755545 -12369
Chr10 Complement NT_030772.8 AGGTGACATTGACCT 246163 GDF2 240759 236998 -5404 240759 236998 -5404 240599 237484 -5564
Chr1 Normal NT_004610.15 AGGTCCAGCTGACCA 1757794 PINK1 1763198 1781253 -5404 1763198 1781253 -5404 1763292 1780434 -5498



Chr21 Normal NT_011515.10 GTGTCATAATGACCT 386767 KIAA0179 392170 428696 -5403 392170 428696 -5403 392284 426002 -5517
Chr1 Complement NT_004754.14 GTGTCAAGATGACCA 321295 LOC343019 315892 315176 -5403 315892 315176 -5403 315892 315176 -5403
Chr17 Normal NT_010783.13 AGGTGACTGTGACCT 3873749 DKFZp434N1415 3879022 3902060 -5273 3879151 3902060 -5402 3879217 3901988 -5468
ChrX Normal NT_025319.13 GGGTGATCATGACCC 3561546 LOC255045 3566947 3569826 -5401 3566947 3569826 -5401 3566947 3568519 -5401
Chr3 Complement NT_022517.15 AGGTCAAACTGAGCT 7379392 NGLY1 7374113 7309507 -5279 7373993 7309846 -5399 7373952 7310022 -5440
Chr5 Normal NT_034772.4 AGGTCACTCTGTCCC 24520373 SNX2 24525736 24580821 -5363 24525771 24580821 -5398 24525820 24580364 -5447
Chr9 Complement NT_008470.15 AGGTCAGCATGTCCC 32528167 DPM2 32523398 32520013 -4769 32522770 32520013 -5397 32522734 32520636 -5433
Chr20 Complement NT_011387.8 AGGTCAAAATTACCA 5045959 PCNA 5047257 5035485 1298 5040562 5035603 -5397 5040444 5035929 -5515
Chr22 Complement NT_011520.9 TGGTCAGGCTGATCT 18027834 CSNK1E 18103581 17995752 75747 18022438 17996978 -5396 18019216 17998347 -8618
Chr3 Normal NT_078006.1 TGGTCAGACTGGCCT 62972 RPL35A 68368 74796 -5396 68368 74035 -5396 69155 73960 -6183
Chr7 Complement NT_029998.6 GGCTCACTTCGACCT 64989 LOC340227 96563 20029 31574 59595 29938 -5394 31447 30185 -33542
Chr9 Complement NT_025004.13 AGGTCAGGGAGACCA 1839579 DKFZp762A2013 1834187 1813650 -5392 1834187 1813650 -5392 1834147 1816039 -5432
Chr22 Complement NT_011520.9 GGCTCAGCCTGACCC 11737297 HSN44A4A 11731905 11720076 -5392 11731905 11720076 -5392 11724621 11720673 -12676
Chr2 Complement NT_022184.12 AGGTCTGCCTGACCC 458059 LOC344292 452667 400864 -5392 452667 400864 -5392 452667 400864 -5392
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 783674 785527 -5390 784297 785080 -6013
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 783674 785527 -5390 783972 785080 -5688
Chr14 Complement NT_026437.10 TGGGCAAGGTGACCT 54179392 C14orf43 54174002 54106127 -5390 54174002 54109906 -5390 54126752 54111986 -52640
Chr3 Normal NT_005927.15 AGGTCGAAGTGTCCC 9991584 FANCD2 9957428 10072460 34156 9996974 10070190 -5390 9999188 10069480 -7604
Chr6 Normal NT_023451.12 AGGTCAAGGTGTCCA 253254 ULBP1 258600 268301 -5346 258643 264718 -5389 258643 264718 -5389
Chr1 Normal NT_004464.15 AGGTCAATGTGACTG 492013 LOC350735 497401 595973 -5388 497401 595973 -5388 497401 595973 -5388
Chr5 Complement NT_006576.13 TGGGCAAAATGACCT 25844605 CCL28 25839218 25803496 -5387 25839218 25803496 -5387 25839164 25808708 -5441
Chr10 Complement NT_030059.10 TGGTCAGGCTGGCCT 39284245 EIF3S10 39278859 39233115 -5386 39278859 39233115 -5386 39278746 39234109 -5499
Chr19 Complement NT_011109.15 AGGTTGCGGTGACCT 11074037 LOC90522 11074890 11063973 853 11068652 11063973 -5385 11068466 11064210 -5571
Chr4 Complement NT_022792.15 GCGTCACATTGACCT 23067812 LOC351716 23062429 23050831 -5383 23062429 23050831 -5383 23062429 23050831 -5383
Chr20 Complement NT_011362.8 AGGTCAACATGACTT 11665791 LOC284748 11660409 11658808 -5382 11660409 11658808 -5382 11659769 11659392 -6022
Chr8 Complement NT_037704.3 AGGTCGCAGTGAGCC 184217 SLC39A4 178836 171689 -5381 178836 174362 -5381 178736 174485 -5481
Chr8 Complement NT_037704.3 AGGTCGCAGTGAGCC 184217 SLC39A4 178836 171689 -5381 178836 174362 -5381 178155 174473 -6062
Chr4 Normal NT_006051.15 TGGTCACTGAGACCC 643629 LOC91565 649009 650837 -5380 649009 650837 -5380 649467 649823 -5838
Chr3 Complement NT_005927.15 AGGTCATAGCCACCT 15497491 COLQ 15492112 15420495 -5379 15492112 15420495 -5379 15468948 15422005 -28543
Chr4 Normal NT_006316.15 AGTTCAGGCTGACCA 1442431 LOC345359 1447810 1510074 -5379 1447810 1510074 -5379 1447810 1510074 -5379
Chr9 Complement NT_008476.14 AGGTCACATTGACAT 2204236 SPTLC1 2198895 2114634 -5341 2198857 2115851 -5379 2198857 2115952 -5379
Chr1 Complement NT_004754.14 AGGTCATGCTGACAA 1674510 FLJ22418 1669132 1601800 -5378 1669132 1601800 -5378 1669062 1605865 -5448
Chr1 Complement NT_021937.15 AGTTCAACATGACCT 1839875 FRAP1 1834523 1678526 -5352 1834498 1678526 -5377 1831400 1679476 -8475
Chr16 Normal NT_010552.13 GGGTCACAGGGACCG 375104 LOC283875 380481 384931 -5377 380481 384931 -5377 381896 384265 -6792
Chr6 Normal NT_007422.12 AGCTCACCTTGACCA 9038111 LOC135043 9043487 9048978 -5376 9043487 9048978 -5376 9043523 9043855 -5412
Chr14 Normal NT_026437.10 AGGTCAGCCTGGCCA 81273931 LOC283602 81279306 81280727 -5375 81279306 81280727 -5375 81280060 81280377 -6129
Chr4 Normal NT_016606.15 TGGTCAGAATTACCT 9074378 POU4F2 9079753 9083288 -5375 9079753 9083288 -5375 9079958 9081625 -5580
Chr9 Complement NT_008413.15 GGGTCATTTTAACCA 35646312 SIT 35640938 35639293 -5374 35640938 35639296 -5374 35640851 35639846 -5461
Chr10 Normal NT_077569.2 AGGTTGCAGTGACCC 7233470 LOC283070 7238843 7240440 -5373 7238843 7240440 -5373 7239218 7239496 -5748
Chr17 Normal NT_010718.13 TGGTCAGGCTGATCT 11780588 LOC350413 11785961 11830128 -5373 11785961 11830128 -5373 11785961 11830128 -5373
Chr6 Complement NT_007592.13 GGGCCATGGCGACCT 15353471 GPLD1 15353641 15286656 170 15348101 15286656 -5370 15347990 15287511 -5481
Chr4 Normal NT_077444.2 AAGTCATCATGACCA 969518 LOC201845 974887 977675 -5369 974887 977675 -5369 974887 977675 -5369
Chr8 Complement NT_008046.13 AGGTCTAACTGACCA 16026729 NCALD 16347221 15916948 320492 16021360 15917133 -5369 15950030 15919710 -76699
Chr9 Normal NT_023935.15 AGGTCATCACCACCC 4925945 ANXA1 4931188 4949839 -5243 4931313 4949839 -5368 4937984 4949555 -12039
Chr18 Normal NT_025028.13 AAGTCACAGTGACCT 19396326 LOC350587 19401694 19435419 -5368 19401694 19435419 -5368 19401694 19435419 -5368
Chr11 Normal NT_009237.15 GAGTCAAACTGACCT 21649187 FSHB 21654554 21656669 -5367 21654554 21656451 -5367 21654554 21656451 -5367
ChrY Normal NT_011903.9 GGGCCAAACTGACCT 3778747 LOC352904 3784113 3788163 -5366 3784113 3788163 -5366 3784113 3788163 -5366
Chr22 Normal NT_011520.9 AGGTCACCAGGACCC 21395861 FLJ23584 21401225 21403193 -5364 21401225 21403193 -5364 21401608 21402312 -5747
Chr1 Complement NT_077386.2 TGGTCAGGCTGGCCT 2451869 LOC284715 2446505 2445326 -5364 2446505 2445326 -5364 2446505 2445326 -5364
Chr5 Complement NT_023089.13 AGGTAAATATGACCT 4971460 LOC345692 4966096 4884526 -5364 4966096 4884526 -5364 4966096 4884526 -5364
Chr19 Normal NT_011109.15 GGGTCACTGCAACCT 12457800 PPL13 12463164 12468302 -5364 12463164 12468302 -5364 12463387 12468171 -5587
Chr19 Normal NT_011109.15 AGGTTGACTTGACCC 9832236 FLJ32191 9837555 9889430 -5319 9837599 9888880 -5363 9848239 9888178 -16003
Chr3 Normal NT_005612.13 TGGTCAGGCTGATCT 15522802 LOC339833 15527991 15613168 -5189 15528163 15538411 -5361 15536931 15537320 -14129
Chr12 Complement NT_009714.15 AGGTCAGCATTACCC 8173090 LOC220515 8167731 8166794 -5359 8167731 8166794 -5359 8167488 8167031 -5602
Chr1 Normal NT_004671.15 GGGTGATGTTGACCT 8262575 HFL3 8267897 8283342 -5322 8267933 8283342 -5358 8267997 8283196 -5422
Chr2 Normal NT_022184.12 AGGCCGCGTTGACCC 53592435 DOK1 53592089 53600605 346 53597792 53600595 -5357 53597814 53600173 -5379
Chr20 Complement NT_011333.5 AGATCAGCCTGACCA 234963 TCFL5 229746 209099 -5217 229607 209099 -5356 229509 209958 -5454
Chr1 Complement NT_032977.5 GGGTCACTTGGACCT 3881028 FAF1 3875673 3356672 -5355 3875673 3356672 -5355 3875220 3356825 -5808
Chr6 Normal NT_007592.13 AGGTCAGGGAGACCC 22822446 CYP21A2 22827800 22831135 -5354 22827800 22831135 -5354 22827918 22830629 -5472
Chr6 Normal NT_033951.3 AGGTCAGGGAGACCC 3407886 CYP21A2 3413240 3416605 -5354 3413240 3416575 -5354 3413358 3416069 -5472
Chr6 Normal NT_034874.2 AGGTCAGGGAGACCC 3304131 CYP21A2 3309485 3312850 -5354 3309485 3312820 -5354 3309603 3312314 -5472
Chr17 Complement NT_010718.13 AGGTCACTGTAACCT 16131868 LOC284144 16126514 16125806 -5354 16126514 16125806 -5354 16126463 16125828 -5405
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 123554 LOC352672 128908 136937 -5354 128908 136937 -5354 128908 136937 -5354
Chr11 Complement NT_035113.4 GGTTCAGGGTGACCA 343959 RPLP2 339734 335691 -4225 338605 335695 -5354 338335 335735 -5624
Chr8 Normal NT_008046.13 TGGGCAGCATGACCT 12113025 MATN2 12099493 12266613 13532 12118378 12266613 -5353 12118502 12266113 -5477
Chr3 Normal NT_005999.15 TGGTCACTGTGATCT 7251174 FLJ20335 7256428 7348846 -5254 7256525 7336499 -5351 7256525 7336499 -5351
Chr9 Normal NT_008413.15 GGCTCACTGCGACCT 37738453 FLJ31455 37743803 37768679 -5350 37743803 37768505 -5350 37751930 37767714 -13477
Chr16 Complement NT_037887.3 CGGCCAGGCTGACCC 701160 MGC33974 695810 682507 -5350 695810 682507 -5350 687406 684276 -13754
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2373225 TIMM13 2367875 2365622 -5350 2367875 2365622 -5350 2367531 2366946 -5694
Chr10 Complement NT_017795.15 AGGTCGACAGGACCC 277413 TUBGCP2 281420 248715 4007 272063 248775 -5350 272024 248849 -5389
Chr19 Complement NT_011109.15 AGGTCACTTTGTCCC 12200153 RPS16 12194836 12189074 -5317 12194805 12192070 -5348 12194753 12192131 -5400
Chr12 Normal NT_009755.15 TGGCCAGGTTGACCT 1484717 FLJ12975 1464759 1502039 19958 1490064 1502039 -5347 1490103 1501357 -5386
Chr12 Complement NT_009714.15 AGGTCACTCTGATCT 12546180 LOC341471 12540833 12505714 -5347 12540833 12505714 -5347 12540833 12505714 -5347
Chr15 Complement NT_010194.15 GGCTCACTGTGACCT 48699866 FLJ14594 48711109 48691769 11243 48694520 48691769 -5346 48693733 48692786 -6133
Chr15 Complement NT_010194.15 GGGTCACTGCAACCT 21852829 SPPL2A 21847517 21789325 -5312 21847484 21789386 -5345 21847341 21789608 -5488
ChrX Complement NT_011786.13 TGGTCATATTGCCCC 14405819 FLJ34233 14412436 14376775 6617 14400475 14376775 -5344 14400448 14388189 -5371
Chr13 Complement NT_024524.12 AAGTCAGGATGACCT 21893672 LECT1 21888439 21851896 -5233 21888328 21851896 -5344 21888328 21852222 -5344
Chr7 Complement NT_007758.10 AGGTTGCAGTGACCC 3342842 LOC154797 3337498 3322669 -5344 3337498 3322669 -5344 3337498 3322669 -5344
ChrY Normal NT_011875.9 GGGTGGGAGTGACCT 2059176 LOC347572 2064517 2183715 -5341 2064517 2183715 -5341 2064517 2183715 -5341
Chr1 Normal NT_021937.15 AGTTCAACATGACCT 1839875 TERE1 1845197 1859919 -5322 1845213 1858274 -5338 1845523 1858122 -5648
Chr19 Normal NT_011109.15 TGGTCATGGGGACCC 3335741 LOC348301 3341078 3341730 -5337 3341078 3341730 -5337 3341133 3341473 -5392
Chr9 Complement NT_030058.3 GGGTCACTGCGCCCC 65178 LOC352621 59841 14822 -5337 59841 14822 -5337 59841 14822 -5337
Chr14 Complement NT_026437.10 AGATCAGTCTGACCA 41673335 LOC161291 41668000 41664440 -5335 41668000 41664440 -5335 41667906 41666851 -5429
Chr1 Complement NT_004487.15 GGGCCACCCTGACCC 8645305 LOC163590 8639971 8606991 -5334 8639971 8606991 -5334 8614837 8608243 -30468
Chr22 Normal NT_011520.9 GGGTGACGCTGACCA 11536086 KIAA0645 11541418 11693566 -5332 11541418 11693566 -5332 11541477 11693052 -5391
Chr5 Complement NT_023089.13 GGGCCAGGGTGACCA 1176409 LOC348931 1171078 1168388 -5331 1171078 1168388 -5331 1170242 1169538 -6167
Chr9 Complement NT_008476.14 TGGTCACGCTGACTT 177468 LOC157916 172138 142117 -5330 172138 142117 -5330 172138 142117 -5330
Chr3 Normal NT_005612.13 AGGTCACTGCAACCT 39859441 TF 39864635 39897385 -5194 39864771 39897171 -5330 39864821 39897000 -5380
Chr6 Complement NT_007592.13 AGGTTGAAGTGACCT 37788671 GPR110 37783343 37765067 -5328 37783343 37765067 -5328 37783343 37765067 -5328
Chr11 Complement NT_033903.5 AGGTCAGCCTGACCA 2524005 FLJ30213 2518682 2513826 -5323 2518682 2513826 -5323 2515845 2514719 -8160
Chr17 Normal NT_010718.13 AGGTCTGTCTGACCT 4438431 LOC339165 4443754 4474680 -5323 4443754 4474680 -5323 4443754 4474680 -5323
Chr10 Normal NT_008583.15 GGGTCACTGCAACCT 24087679 LOC118487 24093001 24094581 -5322 24093001 24094581 -5322 24093006 24094117 -5327
Chr6 Normal NT_007422.12 AGGTCACTGCAACCT 3694841 MAP3K4 3700100 3825753 -5259 3700163 3825722 -5322 3700305 3825243 -5464



Chr10 Complement NT_030059.10 GAGTCAGACTGACCT 17975649 SFRP5 17970328 17964937 -5321 17970328 17965076 -5321 17970148 17965829 -5501
Chr11 Normal NT_033899.5 GGGTCACAGTGACCC 17469587 ZNF145 17473994 17665056 -4407 17474908 17665056 -5321 17477702 17664956 -8115
Chr18 Complement NT_010879.13 GGGCCAAAATGACCC 806883 LOC342692 801563 779165 -5320 801563 779165 -5320 801563 779165 -5320
Chr14 Normal NT_026437.10 GGGTCAACGTGATCA 4520188 PSME1 4525508 4528299 -5320 4525508 4528296 -5320 4525600 4528153 -5412
Chr15 Normal NT_078094.1 AGGTCAGCACGACCA 171251 LOC348135 176569 184799 -5318 176569 184799 -5318 176569 184799 -5318
ChrY Complement NT_011903.9 AGGTCAGTTTGGCCC 2475210 LOC352900 2469892 2465808 -5318 2469892 2465808 -5318 2469892 2465808 -5318
Chr3 Complement NT_005825.15 AGGTCCTTATGACCC 3579558 LZTFL1 3648171 3556083 68613 3574244 3556083 -5314 3574120 3558443 -5438
Chr8 Complement NT_007995.13 AGGTTGCAGTGACCT 3645332 FUT10 3651426 3549124 6094 3640019 3549802 -5313 3631730 3550869 -13602
Chr20 Normal NT_028392.4 AGGTCACAGTGAGCT 830989 HCK 836149 885747 -5160 836302 885743 -5313 855558 885414 -24569
Chr17 Complement NT_010799.13 AGGTCACTCTCACCA 2075469 SEZ6 2070451 2018916 -5018 2070156 2018942 -5313 2069880 2019973 -5589
Chr10 Complement NT_033985.5 GGGTCAAGTTGACAT 1290550 LOC340758 1285238 1266871 -5312 1285238 1266871 -5312 1285238 1266871 -5312
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2373187 TIMM13 2367875 2365622 -5312 2367875 2365622 -5312 2367531 2366946 -5656
Chr21 Complement NT_011515.10 GGGACGTGGTGACCC 1000144 DNMT3L 994837 978961 -5307 994837 978961 -5307 993880 979018 -6264
Chr16 Normal NT_010552.13 AGGTCGCAGTGAGCC 350336 KREMEN2 355594 359806 -5258 355643 359806 -5307 355948 359446 -5612
Chr16 Complement NT_024797.13 GGGTGGAGTTGACCT 2504371 LOC350320 2499064 2497762 -5307 2499064 2497762 -5307 2499064 2497762 -5307
Chr20 Complement NT_011362.8 AGGTCAGACTGACTG 9574488 C20orf165 9569182 9568036 -5306 9569182 9568036 -5306 9569137 9568064 -5351
Chr12 Complement NT_009759.15 AGGCCAGCCTGACCA 1562898 MGC40195 1557592 1529421 -5306 1557592 1529421 -5306 1557493 1530175 -5405
Chr6 Complement NT_007592.13 AGGTCACAAAGACCT 18394671 LOC221594 18389368 18387541 -5303 18389368 18387541 -5303 18389368 18387541 -5303
Chr15 Normal NT_010194.15 TGGTCAGCATGACTT 46849072 LOC338952 46854371 46865721 -5299 46854371 46865721 -5299 46854371 46865721 -5299
Chr1 Complement NT_032977.5 AGGTCTTCCTGACCT 20554585 LOC350710 20549286 20506039 -5299 20549286 20506039 -5299 20549286 20506039 -5299
Chr8 Normal NT_008183.16 TGCTCAGCATGACCT 31362854 LOC352581 31368152 31400030 -5298 31368152 31400030 -5298 31368152 31400030 -5298
Chr14 Normal NT_026437.10 AGGTTGCAGTGACCC 53973385 FLJ31235 53978451 53983241 -5066 53978682 53982509 -5297 53978705 53982399 -5320
Chr3 Complement NT_005825.15 AGGTTGCAGTGACCC 541928 HIG1 536641 516433 -5287 536633 516435 -5295 526385 517403 -15543
Chr21 Complement NT_011512.8 AGGTCAAGCCCACCC 6867644 LOC284819 6862350 6793544 -5294 6862350 6793544 -5294 6795098 6793544 -72546
ChrY Complement NT_011875.9 AGGTCGAACTGACTT 3145108 LOC352890 3139816 3138712 -5292 3139816 3138712 -5292 3139816 3138712 -5292
Chr19 Complement NT_011109.15 GGGTCATGTTGGCCG 23804770 KLK11 23799480 23793679 -5290 23799480 23793679 -5290 23797077 23793991 -7693
Chr9 Normal NT_008470.15 AGTTCAGGCTGACCT 26746383 LOC254956 26751672 26784987 -5289 26751672 26784987 -5289 26751674 26784836 -5291
Chr14 Normal NT_026437.10 TGGTCAGGCTGATCT 53843062 LOC341908 53848351 53853409 -5289 53848351 53853409 -5289 53848408 53853409 -5346
Chr10 Complement NT_017795.15 GGGTCATGTTGGCCA 18695 LOC349464 13406 11615 -5289 13406 11615 -5289 13406 11615 -5289
Chr10 Complement NT_008818.14 AGGTGGCACTGACCT 4581157 LOC349612 4575869 4521243 -5288 4575869 4521243 -5288 4575869 4521243 -5288
Chr14 Complement NT_026437.10 AGGACATCGTGACCC 49963247 PLPL 49957959 49956621 -5288 49957959 49956621 -5288 49957790 49957524 -5457
Chr15 Normal NT_010194.15 AGGTCCGTGTGACCG 46811424 LOC283732 46816711 46817968 -5287 46816711 46817968 -5287 46816777 46817394 -5353
Chr2 Complement NT_005403.13 AGGTCATTCTGACAT 82543670 MGC43122 82538383 82532470 -5287 82538383 82532470 -5287 82537606 82533097 -6064
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 123622 LOC352672 128908 136937 -5286 128908 136937 -5286 128908 136937 -5286
Chr13 Complement NT_024524.12 AGGTGGCAGTGACCC 14545332 LOC338851 14540112 14537907 -5220 14540048 14537907 -5284 14539474 14538977 -5858
Chr7 Normal NT_007741.12 AGGTCATGCTGCCCA 3606317 LOC352212 3611600 3613284 -5283 3611600 3613284 -5283 3611600 3613284 -5283
Chr22 Complement NT_011520.9 GGGTCACCGTGACCC 11985318 RFPL2 11991287 11976995 5969 11980035 11976995 -5283 11979743 11977328 -5575
Chr7 Complement NT_007933.12 CTGTCAGGCTGACCC 48021998 SLC13A1 48016715 47930279 -5283 48016715 47930279 -5283 48016690 47932262 -5308
Chr19 Complement NT_011255.13 GGGTCAGAGCCACCT 1550713 UQCR 1545461 1537172 -5252 1545431 1537172 -5282 1545408 1539439 -5305
Chr2 Normal NT_022184.12 TGGTCATCACGACCC 41233925 B3GNT1 41239201 41267796 -5276 41239206 41267796 -5281 41265288 41266481 -31363
Chr5 Normal NT_006431.13 GGGTCAAAATGGCCC 3061855 LOC348962 3067136 3095290 -5281 3067136 3095290 -5281 3067136 3095290 -5281
Chr4 Normal NT_006316.15 AGGTCTTTATGACCT 1082700 LOC345358 1087980 1088632 -5280 1087980 1088632 -5280 1087980 1088632 -5280
Chr5 Normal NT_023133.11 GGGTCTGTGTGACCA 16868121 LOC351836 16873401 16878629 -5280 16873401 16878629 -5280 16873401 16878629 -5280
Chr16 Normal NT_010393.13 AGGTCATCTAGACCC 14013569 LOC342295 14018848 14098913 -5279 14018848 14098913 -5279 14018848 14098913 -5279
Chr14 Normal NT_026437.10 AGGTCGCAGTGAGCC 54641089 LOC338917 54646367 54648393 -5278 54646367 54648393 -5278 54646412 54647663 -5323
Chr1 Normal NT_004754.14 AGGTCAGTTTGTCCA 1362997 PTGFRN 1368274 1448557 -5277 1368274 1448557 -5277 1368411 1445126 -5414
Chr2 Normal NT_022184.12 TGGTCATCACGACCC 41233925 B3GNT1 41239201 41267796 -5276 41239201 41267796 -5276 41265288 41266481 -31363
Chr1 Complement NT_021937.15 TGGTCAGGGGGACCT 2258403 MAD2L2 2263784 2246472 5381 2253127 2246472 -5276 2252592 2246766 -5811
Chr12 Normal NT_029419.10 GGCTCACCGTGACCT 18636457 PA2G4 18641585 18650990 -5128 18641731 18650392 -5274 18641828 18649978 -5371
Chr19 Complement NT_011109.15 CGGTCAACGTGACCA 8521420 FLJ32389 8516148 8513688 -5272 8516148 8513688 -5272 8516127 8514641 -5293
Chr22 Normal NT_011520.9 TGGTCACTCTGCCCC 3621862 MIF 3626688 3627978 -4826 3627134 3627978 -5272 3627231 3627862 -5369
Chr6 Complement NT_007299.12 AGCTCACTGTGACCT 28354885 MDN1 28349615 28172391 -5270 28349615 28173404 -5270 28349499 28173897 -5386
Chr9 Normal NT_035014.3 TGCTCACGATGACCC 77342 FLJ23816 82609 86448 -5267 82609 86448 -5267 82862 86020 -5520
Chr14 Normal NT_026437.10 CGGTCAAGATGACTC 17045677 PAX9 17050944 17066991 -5267 17050944 17065909 -5267 17051334 17065696 -5657
Chr5 Complement NT_034772.4 AGGTCAGTGTGAGCA 37876632 LOC345625 37871366 37824761 -5266 37871366 37824761 -5266 37871366 37824761 -5266
Chr1 Complement NT_032962.4 AGGTCAAACTGATCA 2980241 LEP16 2974976 2973857 -5265 2974976 2973857 -5265 2974408 2974130 -5833
Chr15 Normal NT_035325.4 AGGTCTGGGTGACCC 2856534 ALDH1A3 2861755 2898566 -5221 2861798 2898566 -5264 2861850 2896715 -5316
Chr15 Complement NT_010194.15 GGGTAATGCCGACCC 23877083 ONECUT1 23871820 23838797 -5263 23871820 23838964 -5263 23871692 23839363 -5391
Chr12 Complement NT_009759.15 AGGCCAGCCTGACCA 6841975 GRCC9 6836713 6834363 -5262 6836713 6834363 -5262 6836326 6834617 -5649
Chr10 Normal NT_030059.10 TGGTCCTTCTGACCC 7161558 APM2 7166819 7169041 -5261 7166819 7169041 -5261 7166850 7168887 -5292
Chr17 Complement NT_030843.6 GGGTCCAGTTGACCA 1811899 USP22 1806638 1763196 -5261 1806638 1763196 -5261 1806434 1766630 -5465
Chr10 Normal NT_077569.2 GGGTGGGAGTGACCC 6142079 FLJ20909 6147279 6168969 -5200 6147339 6168960 -5260 6147472 6168217 -5393
Chr8 Normal NT_030032.8 AGGGCAGTTTGACCC 669763 BAI1 675022 756012 -5259 675022 756012 -5259 675205 755423 -5442
Chr6 Complement NT_033172.4 TGGTCATGTTGCCCT 178460 LOC352038 173201 156375 -5259 173201 156375 -5259 173201 156375 -5259
Chr8 Complement NT_008046.13 AGGTCACTGCAACCT 17122756 LOC352497 17117497 17094750 -5259 17117497 17094750 -5259 17117497 17094750 -5259
Chr11 Normal NT_033903.5 AGGTCAACCTGGCCT 9222642 RPS6KA4 9227856 9240942 -5214 9227899 9240942 -5257 9227964 9240208 -5322
Chr1 Complement NT_077982.1 AGGCCGTCCTGACCT 106614 MGC13275 101358 99921 -5256 101358 99921 -5256 101293 100888 -5321
Chr8 Complement NT_028251.10 AGGTCGCAGTGAGCT 3680905 LOC157306 3675650 3668185 -5255 3675650 3668185 -5255 3675645 3669153 -5260
Chr22 Normal NT_011526.5 GGGTCACCGTGAACT 211162 LOC284938 216416 228573 -5254 216416 228573 -5254 219846 220653 -8684
Chr7 Complement NT_007933.12 GGGCCATGATGACCT 27293194 FLJ20013 27287961 27279344 -5233 27287941 27279344 -5253 27287936 27280494 -5258
Chr1 Normal NT_032977.5 TGGCCAGCCTGACCT 6106586 CPT2 6111838 6129604 -5252 6111838 6129604 -5252 6112353 6129004 -5767
Chr4 Normal NT_016354.15 AGGTCAGAGCCACCC 4557648 LOC345210 4562900 4649929 -5252 4562900 4649929 -5252 4562900 4649929 -5252
Chr1 Complement NT_032977.5 TGGACACTCTGACCC 8045289 USP24 8040038 7980947 -5251 8040038 7980947 -5251 8040015 7983630 -5274
Chr1 Complement NT_021877.15 GGGTCACTCCCACCC 2339419 LOC284478 2334172 2333738 -5247 2334172 2333738 -5247 2334128 2334018 -5291
Chr1 Complement NT_077920.1 GGGTCAAACCTACCT 394601 LOC284726 389354 388474 -5247 389354 388474 -5247 389260 388940 -5341
Chr13 Complement NT_024524.12 TGGTAAATATGACCC 19812348 LOC341672 19807101 19723663 -5247 19807101 19723663 -5247 19803615 19723663 -8733
Chr6 Complement NT_033172.4 TGGTCCTGCTGACCC 285617 LOC352039 280370 231087 -5247 280370 231087 -5247 280370 231087 -5247
Chr2 Complement NT_022184.12 AGGTCAGGATGTCCA 21409535 COX7A2L 21412083 21376038 2548 21404289 21393580 -5246 21404234 21394292 -5301
Chr1 Normal NT_004511.15 CGGTCAGCATGACAC 5034927 GJA4 5040173 5042897 -5246 5040173 5042897 -5246 5041366 5042367 -6439
Chr16 Normal NT_010393.13 AAGTCAGAACGACCT 12799955 LOC342291 12805199 12812084 -5244 12805199 12812084 -5244 12805199 12812084 -5244
Chr2 Normal NT_022184.12 GCGTCAAAATGACCT 40943497 MURR1 40948741 41179129 -5244 40948741 41179129 -5244 40948746 41179008 -5249
Chr11 Complement NT_035113.4 GGGTCAAGGTGGCCT 761232 PKP3 757549 745305 -3683 755988 745305 -5244 755921 745645 -5311
Chr1 Complement NT_004668.15 AGATCAGCCTGACCA 405233 JTB 400288 396579 -4945 399992 396820 -5241 399560 396987 -5673
Chr17 Complement NT_024871.10 AGGTCAGTGCGGCCT 1862457 LOC348253 1857218 1856693 -5239 1857218 1856693 -5239 1857043 1856693 -5414
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1797100 LOC348275 1791863 1785405 -5237 1791863 1785405 -5237 1791863 1785405 -5237
Chr11 Complement NT_009237.15 AGGTGATAATGACCC 25244343 LOC341236 25239109 25225132 -5234 25239109 25225132 -5234 25239109 25225132 -5234
Chr4 Complement NT_037623.3 AGGCCGGGTTGACCT 222165 SLBP 217184 197429 -4981 216932 197429 -5233 216817 198226 -5348
Chr6 Normal NT_023451.12 GGGTCACTGCAACCT 1401687 LOC345838 1406916 1415455 -5229 1406916 1415455 -5229 1406916 1415455 -5229
Chr7 Normal NT_007914.12 TGGTCAGGCTGATCT 12976141 LOC254480 12981369 12989593 -5228 12981369 12989593 -5228 12981369 12989593 -5228
Chr17 Normal NT_010783.13 AGATCAGCCTGACCA 896575 NPEPPS 901681 993834 -5106 901803 993834 -5228 901998 992485 -5423
Chr12 Complement NT_019546.15 AGGACAAACTGACCT 13405744 GALNT4 13400517 13398769 -5227 13400517 13398769 -5227 13400517 13398781 -5227
Chr19 Complement NT_011295.10 AGGTCAAGATTACCC 12043242 LOC199777 12038044 12021479 -5198 12038019 12021635 -5223 12037894 12021844 -5348
Chr11 Complement NT_009237.15 GAGTCAGTATGACCT 32816722 LOC349748 32811500 32612841 -5222 32811500 32612841 -5222 32811500 32612841 -5222



Chr11 Complement NT_033903.5 GGGTCGACATGGCCT 7465504 FLJ22347 7460283 7443788 -5221 7460283 7443788 -5221 7460224 7443833 -5280
Chr20 Normal NT_011333.5 AGGTCATGGCCACCC 140481 LOC350905 145701 162660 -5220 145701 162660 -5220 145771 152455 -5290
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 123690 LOC352672 128908 136937 -5218 128908 136937 -5218 128908 136937 -5218
Chr11 Complement NT_033899.5 AGGTCAACCCGGCCC 28181070 ESAM 28176816 28166704 -4254 28175854 28166711 -5216 28175729 28167221 -5341
Chr8 Normal NT_023736.15 AGCTCAATTTGACCT 311030 FBXO25 309601 372751 1429 316246 372227 -5216 334531 371977 -23501
Chr17 Normal NT_010799.13 AGGTCACTGCAACCT 8542729 LOC124760 8547945 8551614 -5216 8547945 8551614 -5216 8547945 8551614 -5216
Chr15 Complement NT_010194.15 AGCTCGTCATGACCT 42199442 LOC196993 42194232 42188984 -5210 42194226 42189298 -5216 42191020 42189681 -8422
Chr16 Normal NT_024812.10 AGGCCAGCTTGACCA 392690 LAT 397391 403348 -4701 397905 403338 -5215 397983 402577 -5293
Chr6 Normal NT_007592.13 GGGTGGGCCTGACCT 15896935 LOC346148 15902150 15929313 -5215 15902150 15929313 -5215 15902150 15929313 -5215
Chr12 Complement NT_078089.1 AGGTCACTGCAACCT 1008823 GIT2 1003651 937118 -5172 1003609 937118 -5214 1003538 940292 -5285
Chr1 Normal NT_037485.3 TGGGCAAGCTGACCC 962261 RPS6KA1 967450 1012727 -5189 967474 1012723 -5213 967621 1011901 -5360
Chr11 Normal NT_033903.5 TGGTCAGGCTGGCCT 6373172 LOC283200 6378384 6379755 -5212 6378384 6379755 -5212 6379233 6379729 -6061
Chr18 Complement NT_010859.12 AGCTCAGGGTGACCA 10286447 LOC350509 10281237 10261445 -5210 10281237 10261445 -5210 10281237 10261445 -5210
ChrX Normal NT_011786.13 GGCTCAATTCGACCC 8113399 LOC352827 8118608 8233862 -5209 8118608 8233862 -5209 8120199 8233862 -6800
Chr12 Complement NT_029419.10 TGGACAGGATGACCT 14948690 KRTHB2 14943482 14931041 -5208 14943482 14931041 -5208 14943367 14932065 -5323
Chr1 Normal NT_032962.4 AGGTTGCAGTGACCT 753926 KIAA0460 759133 868181 -5207 759133 835884 -5207 759187 835518 -5261
Chr14 Normal NT_026437.10 AGGTCACCTCAACCT 23509614 LOC338905 23514821 23664943 -5207 23514821 23664943 -5207 23514821 23664943 -5207
Chr6 Complement NT_025741.12 AGGTCAGATTGCCCA 16822587 LOC345882 16817380 16789053 -5207 16817380 16789053 -5207 16817380 16789053 -5207
Chr1 Normal NT_004464.15 GGGTGGGAGTGACCC 13366 LOC350733 18570 40989 -5204 18570 40989 -5204 18570 40989 -5204
Chr22 Normal NT_011523.9 CGGTCAGGCTGAGCT 1602133 LOC284930 1607336 1831233 -5203 1607336 1831233 -5203 1830769 1831053 -228636
Chr17 Complement NT_010718.13 GGGTGGGCCTGACCT 1490532 LOC350399 1485330 1471942 -5202 1485330 1471942 -5202 1485330 1471942 -5202
Chr2 Normal NT_022184.12 GGGTCATCTAGACCA 6066663 FLJ20254 6071778 6080494 -5115 6071864 6080494 -5201 6075342 6079638 -8679
Chr12 Normal NT_029419.10 AGGTCTTTCTGACCT 16486819 HOXC12 16492020 16493656 -5201 16492020 16493656 -5201 16492020 16493656 -5201
Chr15 Normal NT_010194.15 GGGTCACTGCAACCT 47410347 ISL2 47415547 47421216 -5200 47415547 47421216 -5200 47415625 47420576 -5278
Chr8 Complement NT_077531.2 CCGTCACCGTGACCT 3012588 PINX1 3007442 2932508 -5146 3007388 2932703 -5200 3007299 2932944 -5289
Chr6 Complement NT_007422.12 AGGTTGCACTGACCC 6060605 LOC285797 6055406 6046715 -5199 6055406 6046715 -5199 6055104 6053264 -5501
Chr12 Normal NT_009775.13 TGGTGATCCTGACCC 5957824 FLJ14627 5962995 6077626 -5171 5963022 6077625 -5198 5974712 6077396 -16888
Chr4 Complement NT_016606.15 GGGTCATTTTGACTT 13791849 LOC345063 13786651 13764383 -5198 13786651 13764383 -5198 13786651 13764383 -5198
Chr15 Complement NT_010194.15 TGGTCAGAGAGACCT 38149540 LOC350169 38144342 38064400 -5198 38144342 38064400 -5198 38144342 38064400 -5198
Chr15 Normal NT_010194.15 TGGTCAGGATGATCC 42802089 FLJ13710 42739268 42857364 62821 42807286 42857364 -5197 42807370 42856112 -5281
ChrX Normal NT_011568.12 TGGCCAATGTGACCT 264003 LOC347404 269200 373142 -5197 269200 373142 -5197 269200 373142 -5197
Chr2 Complement NT_026970.9 GGGCCACTGTGACCC 1460913 ADRA2B 1455717 1452452 -5196 1455717 1452452 -5196 1455717 1454374 -5196
Chr6 Normal NT_007592.13 AGGTTGCAGTGACCC 34395541 CMT2 34394412 34405802 1129 34400737 34405802 -5196 34400740 34405397 -5199
Chr1 Normal NT_004511.15 CGGTCACTGTAACCT 5480943 LOC343345 5486139 5543584 -5196 5486139 5543584 -5196 5486139 5543584 -5196
Chr22 Normal NT_011520.9 GGGCCACGGTGACCC 1381979 SDF2L1 1386329 1389157 -4350 1387175 1389157 -5196 1387195 1389033 -5216
Chr1 Complement NT_004559.10 AGGTCAGCCTGCCCT 2113031 TRIM11 2107860 2094697 -5171 2107835 2094697 -5196 2107580 2095724 -5451
Chr10 Normal NT_008705.14 TGGTCAGGCTGATCT 8192647 LOC340910 8197842 8198409 -5195 8197842 8198409 -5195 8197842 8198409 -5195
Chr11 Complement NT_033927.5 AGTTCATAATGACCT 2349791 SKD3 2344757 2202501 -5034 2344597 2202501 -5194 2344547 2203440 -5244
Chr7 Normal NT_007914.12 AGGTTGCAATGACCC 4601025 ARHGEF5 4604773 4620495 -3748 4606217 4620495 -5192 4606732 4619920 -5707
Chr12 Complement NT_029419.10 TGGTCATCATGACTC 18370181 CIP29 18366662 18289672 -3519 18364990 18358077 -5191 18364878 18359067 -5303
Chr13 Complement NT_009799.12 AGCTCACTGCGACCT 12025185 HMGB1 12020032 12013990 -5153 12019994 12015032 -5191 12017817 12015494 -7368
Chr5 Complement NT_023089.13 TGGTGAGTGTGACCT 10749267 DAP 10744122 10662081 -5145 10744077 10662144 -5190 10743918 10663906 -5349
Chr4 Complement NT_016354.15 AGGTCAAAAAGACCC 2307647 LOC351596 2302457 2223736 -5190 2302457 2223736 -5190 2302457 2223736 -5190
Chr1 Complement NT_004668.15 GGGTCAATCTGAGCA 1620256 MUC1 1615091 1608138 -5165 1615066 1608431 -5190 1615041 1608443 -5215
Chr7 Normal NT_007933.12 GGGTCACTGCAACCT 25003742 STAG3 25008931 25052694 -5189 25008931 25045587 -5189 25051118 25052458 -47376
Chr8 Complement NT_023666.15 GGGGCAGGCTGACCT 906096 BIN3 900951 852262 -5145 900908 852262 -5188 900877 853248 -5219
Chr14 Complement NT_026437.10 AGGTCAGAATGAACT 84303501 LOC196866 84298313 84271965 -5188 84298313 84271965 -5188 84298313 84271965 -5188
Chr1 Normal NT_004668.15 AGGTCATTGTGAGCA 9125952 HSD17B7 9131051 9153364 -5099 9131139 9153166 -5187 9131150 9152769 -5198
ChrX Normal NT_011757.12 AGATCAGCCTGACCA 17544844 LOC286462 17550010 17550745 -5166 17550031 17550745 -5187 17550038 17550277 -5194
Chr4 Normal NT_006081.15 TGGTCAGCATTACCC 725980 LOC348894 731166 741058 -5186 731166 741058 -5186 731166 741058 -5186
Chr6 Normal NT_025741.12 GGGTCACTGCAACCT 31539301 FLJ14440 31544248 31622870 -4947 31544485 31622613 -5184 31544767 31621581 -5466
Chr11 Complement NT_033903.5 GGGTCTTTATGACCT 7834698 LOC221099 7829514 7805162 -5184 7829514 7805162 -5184 7829427 7805162 -5271
Chr3 Normal NT_005999.15 TGGTCAGGCTGGCCT 1340723 XLHSRF-1 1289450 1373437 51273 1345906 1372716 -5183 1345906 1372715 -5183
Chr22 Complement NT_011520.9 AGGTCTGAGTGACCA 15345326 LOC284911 15340144 15337513 -5182 15340144 15337513 -5182 15340103 15339774 -5223
Chr19 Normal NT_011109.15 GGGTCATTGTGGCCA 29369700 ZNF71 29374838 29403733 -5138 29374881 29403733 -5181 29400846 29402315 -31146
Chr12 Complement NT_029419.10 AGGTCTTTTTGACCT 17369741 LOC341414 17364561 17340123 -5180 17364561 17340123 -5180 17364561 17340123 -5180
Chr1 Complement NT_019273.15 TGGTCTGTGCGACCC 1591338 KCNA2 1586159 1574017 -5179 1586159 1583591 -5179 1585218 1583719 -6120
Chr3 Normal NT_005612.13 GGGTGACAATGACCC 34576794 LOC285224 34581973 34590696 -5179 34581973 34590696 -5179 34582368 34589430 -5574
Chr21 Complement NT_011515.10 AGGGCATGATGACCG 2501588 LOC348583 2496410 2492457 -5178 2496410 2492457 -5178 2494640 2494008 -6948
Chr9 Complement NT_024000.15 TGGTCAGCATGGCCT 820652 LOC352620 815474 814385 -5178 815474 814385 -5178 815474 814385 -5178
Chr8 Normal NT_028251.10 AGGTCACTGCAACCT 6040544 CHRAC1 6045721 6051569 -5177 6045721 6051569 -5177 6045916 6049663 -5372
Chr19 Normal NT_011295.10 GGGTCAGGAGGACCC 4259709 GCDH 4264792 4288251 -5083 4264886 4273584 -5177 4264921 4273359 -5212
Chr2 Normal NT_022184.12 TGGTCACTATGACAT 52344853 LOC344023 52350030 52367693 -5177 52350030 52367693 -5177 52350030 52367693 -5177
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1797040 LOC348275 1791863 1785405 -5177 1791863 1785405 -5177 1791863 1785405 -5177
Chr2 Normal NT_005079.12 AGGTCGTGGTGAGCC 3850729 LOC351258 3855905 3857492 -5176 3855905 3857492 -5176 3855905 3857492 -5176
Chr14 Complement NT_026437.10 AGATCAGCCTGACCA 48174946 ZFYVE26 48176120 48133283 1174 48169771 48133283 -5175 48167022 48135194 -7924
Chr15 Normal NT_010194.15 GGGTCTTTGTGACCT 16663854 PLDN 16669023 16697794 -5169 16669028 16688335 -5174 16669253 16688323 -5399
Chr10 Normal NT_008705.14 AGGTCATTGTGAGCA 20615532 LOC158160 20620617 20642765 -5085 20620705 20642765 -5173 20620716 20634254 -5184
Chr5 Normal NT_034772.4 AGGTCACAACCACCT 35861167 TCF7 35865423 35898940 -4256 35866337 35898940 -5170 35866650 35896916 -5483
Chr17 Complement NT_010783.13 AGGTCAGCTCCACCT 2170050 FLJ35808 2187638 2132802 17588 2164885 2132802 -5165 2164796 2139550 -5254
Chr9 Complement NT_008413.15 TGGTCATCTTAACCT 37780179 RRP40 37791435 37761990 11256 37775015 37770454 -5164 37774876 37770677 -5303
Chr2 Complement NT_005403.13 CGGTCACGGTGACCC 70248168 ABCB6 70243109 70233827 -5059 70243005 70233827 -5163 70242728 70233993 -5440
Chr17 Normal NT_010783.13 AGGTCACAGTGACTC 11284978 LOC342606 11290140 11342457 -5162 11290140 11342457 -5162 11290140 11342457 -5162
Chr1 Complement NT_077940.1 GGGTCAGAAGGACCT 81490 LOC350864 76328 4757 -5162 76328 4757 -5162 29542 4757 -51948
Chr18 Normal NT_010859.12 TGGTCATTGTGAGCT 13224385 FLJ31338 13229545 13232078 -5160 13229545 13232078 -5160 13230180 13230725 -5795
Chr5 Normal NT_006576.13 TAGTCATTTTGACCT 1813431 LOC153468 1818591 1887023 -5160 1818591 1887023 -5160 1818591 1887023 -5160
Chr9 Complement NT_008470.15 AGGTGACCCTGACCT 13072582 LOC352750 13067422 13034583 -5160 13067422 13034583 -5160 13067331 13034583 -5251
Chr11 Complement NT_035113.4 AGGTCACAAAGACCT 406382 TALDO1 401237 383469 -5145 401222 383469 -5160 401172 383647 -5210
Chr9 Normal NT_023935.15 GGGTCTCCGTGACCG 9952518 LOC158452 9957677 9998722 -5159 9957677 9998722 -5159 9957677 9998722 -5159
Chr10 Normal NT_008583.15 ATGTCAGCATGACCA 23199353 FLJ39116 23204511 23253534 -5158 23204511 23243959 -5158 23204729 23243454 -5376
Chr17 Normal NT_010783.13 AGGTCAAGCTGACAA 10622415 MSI2 10627130 11050498 -4715 10627573 11003742 -5158 10627608 11002391 -5193
Chr17 Complement NT_010755.13 AGGTTGCAGTGACCC 3325473 KRTHA8 3320318 3315343 -5155 3320318 3315343 -5155 3319895 3316386 -5578
Chr1 Complement NT_004686.15 TGGTCAGGCTCACCC 3196847 LOC149351 3191692 3169621 -5155 3191692 3169621 -5155 3171945 3171661 -24902
Chr9 Complement NT_008470.15 AGGTTGCAGTGACCC 3302592 GPR51 3297898 2876785 -4694 3297438 2878963 -5154 3297438 2879285 -5154
Chr17 Complement NT_010799.13 GAGTCAATCCGACCC 8603696 LOC348247 8598542 8575842 -5154 8598542 8575842 -5154 8583178 8575901 -20518
Chr5 Normal NT_029289.9 GGCTCACTGTGACCT 11178037 KIAA1029 11143579 11201706 34458 11183190 11201706 -5153 11190775 11199586 -12738
Chr19 Complement NT_011109.15 GGGTCGCCATGACCG 30813673 LOC342943 30808520 30796785 -5153 30808520 30796785 -5153 30808520 30796785 -5153
ChrX Normal NT_011812.12 AGGTTGCACTGACCC 5380886 LOC347498 5386039 5398479 -5153 5386039 5398479 -5153 5386039 5398479 -5153
ChrX Normal NT_011651.13 AGCTCACTGCGACCT 407153 ATP7A 412305 551988 -5152 412305 551988 -5152 473235 548163 -66082
Chr18 Normal NT_025028.13 AGGTTGAGTTGACCC 44102 FLJ39106 49254 57588 -5152 49254 57588 -5152 49300 56240 -5198
Chr20 Complement NT_011362.8 CTGTCATTGTGACCT 19184632 LOC343618 19179480 19120419 -5152 19179480 19120419 -5152 19179480 19120419 -5152
Chr21 Normal NT_011512.8 ATGTCAGCCTGACCG 22852927 LOC343777 22858079 22920500 -5152 22858079 22920500 -5152 22858079 22920500 -5152
Chr16 Complement NT_035363.3 GGGTCACTGCAACCT 797259 NETO2 792107 729641 -5152 792107 729641 -5152 791722 731331 -5537



Chr6 Normal NT_007592.13 GGGTCAATTTGGCCT 20260798 LOC346169 20265948 20266868 -5150 20265948 20266868 -5150 20265948 20266868 -5150
Chr6 Normal NT_034874.2 GGGTCAATTTGGCCT 706061 LOC347634 711211 712131 -5150 711211 712131 -5150 711211 712131 -5150
Chr6 Normal NT_033951.3 GGGTCAATTTGGCCT 857946 LOC347657 863096 864016 -5150 863096 864016 -5150 863096 864016 -5150
Chr2 Normal NT_005120.13 GGGTCACTGCAACCT 1786006 SH3BP4 1791088 1894826 -5082 1791156 1894826 -5150 1874117 1892930 -88111
ChrX Normal NT_025965.11 AGGTCATGCTGAGCT 1109839 IKBKG 1108340 1132187 1499 1114988 1132187 -5149 1119144 1131602 -9305
Chr10 Complement NT_017696.14 AGGACATTTTGACCA 782004 LOC338540 776858 758300 -5146 776858 758300 -5146 776858 758300 -5146
Chr8 Complement NT_008183.16 TGGTCCAGGTGACCT 23238990 LOC346991 23233844 23178972 -5146 23233844 23178972 -5146 23233844 23178972 -5146
Chr1 Normal NT_077967.1 AGGTCACTGTGCCCA 1583247 LOC348510 1588393 1591066 -5146 1588393 1591066 -5146 1588402 1589975 -5155
Chr8 Complement NT_030737.7 AGGTCTTGATGACCA 1967657 LOC349182 1962511 1962119 -5146 1962511 1962119 -5146 1962511 1962119 -5146
Chr14 Complement NT_026437.10 AGGTCGCAGTGAGCT 1930611 SALL2 1925465 1909362 -5146 1925465 1909362 -5146 1925183 1910966 -5428
Chr1 Complement NT_077913.1 AGGTCAGAACCACCC 47258 Cab45 42143 27021 -5115 42113 27021 -5145 38905 27624 -8353
Chr16 Complement NT_010393.13 AGGTCACTGCAACCT 1991821 EMP2 1986751 1934647 -5070 1986676 1938820 -5145 1953686 1938974 -38135
Chr16 Normal NT_024812.10 GGGTGAGAGTGACCT 5280226 LOC339115 5285370 5285911 -5144 5285370 5285911 -5144 5285370 5285911 -5144
Chr17 Complement NT_010755.13 AGGTCATAGCGTCCC 632321 ZNF144 628850 614829 -3471 627177 614829 -5144 620951 615772 -11370
Chr11 Complement NT_033903.5 GGGTGAGTGTGACCC 11594402 SPTBN2 11589259 11553112 -5143 11589259 11553112 -5143 11589100 11553731 -5302
Chr12 Normal NT_009482.13 AGGTCATTTTGATCA 2966873 DKFZp434B1272 2938039 3008647 28834 2972015 3008647 -5142 2975925 3005081 -9052
Chr6 Complement NT_007592.13 GGGTCAGATAGACCT 42077801 LOC221370 42072660 42070933 -5141 42072660 42070933 -5141 42072346 42071987 -5455
Chr14 Normal NT_026437.10 CGGACAGTCTGACCT 53518425 PSEN1 53522839 53607150 -4414 53523566 53607150 -5141 53534769 53606038 -16344
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2373015 TIMM13 2367875 2365622 -5140 2367875 2365622 -5140 2367531 2366946 -5484
Chr16 Normal NT_037887.3 GGGTCACTGCAACCT 268070 PDIP 273165 277215 -5095 273209 277210 -5139 273213 277114 -5143
Chr6 Complement NT_025741.12 AGTTCAAAGTGACCT 14909230 DDO 14906182 14882811 -3048 14904094 14883233 -5136 14904094 14883407 -5136
ChrY Normal NT_011875.9 TGGTCAGTCTTACCT 8778951 EIF1AY 8784085 8801498 -5134 8784085 8801498 -5134 8784217 8800691 -5266
Chr6 Complement NT_007592.13 TGGGCACCCTGACCC 26691103 SRPK1 26686089 26597938 -5014 26685969 26597938 -5134 26685960 26600208 -5143
Chr7 Normal NT_007758.10 AGGTTGCAGTGACCC 6844701 LOC346339 6849834 6875578 -5133 6849834 6875578 -5133 6849834 6875578 -5133
Chr2 Normal NT_005120.13 TGCTCAGGCTGACCC 5154421 MIP-T3 5159552 5238267 -5131 5159552 5238267 -5131 5159774 5238030 -5353
Chr8 Normal NT_023666.15 GGGTGGGAGTGACCC 5786953 LOC286131 5792083 5823836 -5130 5792083 5823836 -5130 5792110 5823836 -5157
Chr12 Normal NT_009714.15 GGGTCAGTGTGACAG 20617574 MRPS35 20622703 20668201 -5129 20622703 20668201 -5129 20622751 20667357 -5177
Chr2 Normal NT_005403.13 AGGTTGCAGTGACCC 51908396 NIF3L1 51913429 51927990 -5033 51913525 51927987 -5129 51916085 51927738 -7689
Chr8 Normal NT_008046.13 TGGTCACAGTGACCA 5017052 STIP-1 5021951 5188240 -4899 5022181 5186626 -5129 5022288 5185913 -5236
Chr13 Normal NT_009799.12 AGGTCGCAGTGAGCC 2510245 LOC338869 2515373 2516403 -5128 2515373 2516403 -5128 2515867 2516337 -5622
Chr17 Complement NT_010783.13 AGATCAGCCTGACCA 2585069 GNGT2 2579942 2576796 -5127 2579942 2576796 -5127 2577983 2577318 -7086
Chr9 Complement NT_008470.15 GGGGCATAATGACCA 25791839 RAB14 25807918 25763042 16079 25786712 25763042 -5127 25778316 25766300 -13523
Chr18 Complement NT_010966.13 GGTTCACAGTGACCA 25751056 LOC147343 25745931 25736887 -5125 25745931 25736887 -5125 25737434 25737039 -13622
Chr11 Normal NT_033903.5 AGCTCACTGCGACCT 9149464 C11ORF4 9153984 9158218 -4520 9154586 9158218 -5122 9155252 9158092 -5788
Chr11 Normal NT_033927.5 AAGTCAGTCTGACCA 16705510 SPUVE 16710590 16861555 -5080 16710631 16719246 -5121 16717714 16718865 -12204
Chr2 Normal NT_005403.13 GGGTAGGTCTGACCC 81435195 SP100 81440314 81567231 -5119 81440314 81540575 -5119 81440345 81539688 -5150
Chr7 Normal NT_007758.10 GGGTCACACTGGCCT 10770502 FKBP6 10775405 10805882 -4903 10775620 10805882 -5118 10775682 10790147 -5180
Chr22 Complement NT_011525.5 TGGTCACACTCACCT 590218 LOC351074 585100 553672 -5118 585100 553672 -5118 585100 553672 -5118
Chr15 Normal NT_010194.15 AGATCAGCCTGACCA 5422559 NUT 5427677 5439540 -5118 5427677 5439540 -5118 5427832 5439303 -5273
Chr7 Complement NT_007819.13 AGGTCATGCCCACCC 26500657 LOC346418 26495540 26491381 -5117 26495540 26491381 -5117 26493951 26491381 -6706
Chr10 Normal NT_030059.10 TGGTCAGGCTGATCT 13266674 CYP26A1 13271790 13276199 -5116 13271790 13276199 -5116 13272250 13275619 -5576
Chr10 Normal NT_030059.10 TGGTCAGGCTGATCT 13266674 CYP26A1 13271790 13276199 -5116 13271790 13276199 -5116 13272641 13275619 -5967
Chr1 Complement NT_077913.1 AGGTCAGAACCACCC 47258 Cab45 42143 27021 -5115 42143 27044 -5115 38905 27624 -8353
Chr6 Normal NT_007592.13 AGATCAGCCTGACCC 32681244 BYSL 32686094 32698216 -4850 32686356 32697909 -5112 32692379 32697571 -11135
Chr10 Complement NT_024040.14 AGGTTGCAGTGACCC 73012 LOC282971 67900 59784 -5112 67900 59784 -5112 67885 59784 -5127
Chr6 Complement NT_007592.13 TGGTCATGATGCCCT 43457993 LOC346232 43452881 43427180 -5112 43452881 43427180 -5112 43440249 43427180 -17744
Chr6 Normal NT_025741.12 TGGTCCAGCTGACCC 42683162 KIAA1244 42681147 42764365 2015 42688271 42762052 -5109 42688271 42762052 -5109
ChrX Normal NT_011651.13 GGGTTGTAGTGACCT 25601631 LOC352798 25606740 25688059 -5109 25606740 25688059 -5109 25606740 25688059 -5109
Chr6 Normal NT_025741.12 TGGTCAGGCTGGCCT 37508540 LOC285735 37513648 37532146 -5108 37513648 37532146 -5108 37525668 37531877 -17128
Chr13 Complement NT_024524.12 TGCTCAGGCTGACCT 375267 LOC341621 370159 351884 -5108 370159 351884 -5108 370159 351884 -5108
Chr11 Normal NT_033899.5 GGGTCAAGGTGTCCA 32299443 KCNJ5 32304550 32331186 -5107 32304550 32331186 -5107 32324406 32329863 -24963
Chr7 Complement NT_007933.12 GGGTCACACTGAGCT 33284595 NRCAM 33279523 32970812 -5072 33279488 32970812 -5107 33063226 32973073 -221369
Chr16 Normal NT_024812.10 AGGTTAGGTTGACCC 2559687 LOC342423 2564793 2589910 -5106 2564793 2589910 -5106 2564793 2589910 -5106
Chr3 Normal NT_005962.15 AGGTTAATGTGACCC 28518469 OPA1 28523473 28627778 -5004 28523575 28627778 -5106 28523630 28622379 -5161
Chr11 Normal NT_028310.10 AGGACATATTGACCC 6815248 TUB 6800986 6884668 14262 6820353 6884668 -5105 6820594 6883339 -5346
Chr3 Complement NT_005999.15 GGCTCACTGCGACCT 7506391 TU3A 7551133 7487643 44742 7501287 7487643 -5104 7493383 7490111 -13008
Chr2 Normal NT_005403.13 GTGTCAGCCTGACCC 52825432 ALS2CR7 52830535 52917600 -5103 52830535 52917600 -5103 52831584 52914954 -6152
ChrX Normal NT_011812.12 TGGTCACAGTGGCCT 3199038 STS 3204141 3339495 -5103 3204141 3339495 -5103 3204361 3334946 -5323
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2372977 TIMM13 2367875 2365622 -5102 2367875 2365622 -5102 2367531 2366946 -5446
Chr17 Complement NT_010799.13 TGGTCACTGTCACCT 741696 LOC342658 736595 726785 -5101 736595 726785 -5101 736595 726785 -5101
Chr7 Complement NT_007933.12 TGGTCAGGCTGGCCT 48379749 NDUFA5 48374648 48357773 -5101 48374648 48357773 -5101 48374539 48358863 -5210
Chr17 Normal NT_010783.13 AGGTCATGTTGTCCA 3926920 CACNA1G 3931648 3997825 -4728 3932020 3997825 -5100 3932020 3997311 -5100
Chr4 Normal NT_006316.15 AGGCCAGCCTGACCA 287964 LOC351746 293064 312507 -5100 293064 312507 -5100 293064 312507 -5100
Chr19 Complement NT_011295.10 AGGTCGCGGTGAGCC 3712402 LOC147837 3707336 3691093 -5066 3707304 3691093 -5098 3707098 3692210 -5304
Chr8 Normal NT_007995.13 AGGTCCCCCTGACCC 4606171 LOC346828 4611269 4639093 -5098 4611269 4639093 -5098 4611269 4639093 -5098
Chr4 Normal NT_037623.3 AGCTCACTGCGACCT 926053 LOC339985 931150 954989 -5097 931150 954983 -5097 942785 954745 -16732
Chr6 Complement NT_007592.13 TGGTGATTCTGACCT 3293821 LOC346103 3288726 3202444 -5095 3288726 3202444 -5095 3288726 3202444 -5095
ChrX Complement NT_077819.2 TGGTCAGATTGGCCT 2488448 KIAA1210 2483354 2472542 -5094 2483354 2472542 -5094 2483287 2475235 -5161
Chr1 Normal NT_004391.15 CGGTCTCAGCGACCT 1080058 DJ462O23 1081416 1135587 -1358 1085151 1134788 -5093 1085151 1134788 -5093
Chr2 Normal NT_022171.13 GGGTCAGACTGAGCT 7251030 LOC344000 7256123 7317335 -5093 7256123 7317335 -5093 7256123 7317335 -5093
Chr17 Complement NT_010755.13 TGGTCAGGCTGATCT 143032 LOC339284 137940 76331 -5092 137940 76331 -5092 137755 76494 -5277
Chr1 Normal NT_021877.15 TGGTCACTGTAACCT 266918 DYRK3 272002 320871 -5084 272008 285644 -5090 274130 285417 -7212
Chr2 Normal NT_022184.12 AGCTCACATTGACCC 43519305 LOC344436 43524394 43560535 -5089 43524394 43560535 -5089 43524394 43560535 -5089
Chr17 Complement NT_024871.10 AGGTCACAAAGACCC 527703 KIAA0111 522615 510696 -5088 522615 510734 -5088 522437 510966 -5266
Chr14 Complement NT_026437.10 AGGTCACAGTGCCCT 82900282 ANKRD9 82896169 82893224 -4113 82895195 82893224 -5087 82894267 82893314 -6015
Chr20 Normal NT_028392.4 AGGTCATAAAGACCT 3112765 ITCH 3117809 3265965 -5044 3117852 3265965 -5087 3148386 3262367 -35621
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 123824 LOC352672 128908 136937 -5084 128908 136937 -5084 128908 136937 -5084
ChrX Complement NT_025965.11 AGGTCACAATGACTA 920217 LOC352854 915133 899821 -5084 915133 899821 -5084 911751 899821 -8466
Chr5 Normal NT_023148.11 AGGTCAGCATTACCT 4580588 LNPEP 4585260 4678611 -4672 4585670 4678611 -5082 4585731 4678108 -5143
Chr16 Normal NT_010498.13 AGGTGATCATGACCT 6108350 CCL22 6113423 6120814 -5073 6113431 6120814 -5081 6113442 6118213 -5092
Chr9 Normal NT_078073.1 TGGTCAGTGTGAGCT 17690 LOC352663 22770 133763 -5080 22770 133763 -5080 22770 133763 -5080
Chr20 Complement NT_011387.8 TGGTCAGGCTGATCT 17983601 ZNF339 17979832 17938078 -3769 17978521 17938078 -5080 17978278 17945280 -5323
Chr1 Normal NT_077389.2 AGGTGGGAGTGACCC 202759 LOC350840 207837 213964 -5078 207837 213964 -5078 207837 213964 -5078
Chr3 Complement NT_005612.13 GGGTCGCCCTGACTT 34699538 GR6 34694465 34690379 -5073 34694465 34690379 -5073 34692108 34691659 -7430
Chr4 Complement NT_016354.15 GGGACAATTTGACCT 47878084 IL2 47873011 47867759 -5073 47873011 47867759 -5073 47872726 47868038 -5358
Chr6 Normal NT_034874.2 AGGTCATGACGACTC 4159878 LOC347641 4164951 4165797 -5073 4164951 4165797 -5073 4164951 4165797 -5073
Chr6 Normal NT_033951.3 AGGTCATGACGACTC 4237327 LOC347668 4242400 4243246 -5073 4242400 4243246 -5073 4242400 4243246 -5073
Chr16 Normal NT_037887.3 GGGTCGCAGTGAGCC 1767888 NUBP2 1772925 1779187 -5037 1772960 1779187 -5072 1773023 1778716 -5135
Chr7 Complement NT_007933.12 AGGTAATGTTGACCC 12214119 TP53TG1 12209047 12188757 -5072 12209047 12188757 -5072 12208910 12208638 -5209
Chr6 Normal NT_007592.13 AGGTCATGACGACTC 23653710 LOC346175 23658781 23659627 -5071 23658781 23659627 -5071 23658781 23659627 -5071
Chr20 Complement NT_011362.8 AGGTCTTGGTGACCT 22640268 CTSZ 22635198 22623136 -5070 22635198 22623136 -5070 22635079 22623600 -5189
Chr6 Normal NT_007299.12 TGGTCAATATGATCC 6458478 LOC340163 6463548 6464281 -5070 6463548 6464281 -5070 6463548 6464281 -5070
Chr2 Normal NT_022184.12 AGGTCTTCCTGACCT 49973886 ATP6V1B1 49978952 50008487 -5066 49978952 50008484 -5066 49979017 50008183 -5131



Chr18 Complement NT_010859.12 AGGTCAGGACCACCT 14496992 LOC350518 14491927 14476932 -5065 14491927 14476932 -5065 14491927 14476932 -5065
Chr16 Normal NT_010393.13 GGGTCACTGCAACCT 2144864 NUBP1 2149927 2175420 -5063 2149929 2175420 -5065 2149933 2175174 -5069
Chr17 Complement NT_010641.13 AGGTCACTTTAACCT 5355114 LOC339148 5350050 5348015 -5064 5350050 5348015 -5064 5349482 5349147 -5632
Chr3 Normal NT_029928.10 AGGTTGCAGTGACCC 50471 LOC348789 55535 59754 -5064 55535 59754 -5064 55597 56201 -5126
Chr21 Normal NT_011515.10 GGGTCAATGCGAGCC 1017825 AIRE 1018501 1030840 -676 1022886 1030610 -5061 1023428 1030348 -5603
Chr17 Complement NT_010799.13 AGGTCGCAGTGAGCT 5207261 LOC350465 5202200 5173585 -5061 5202200 5173585 -5061 5202200 5173585 -5061
Chr10 Normal NT_008583.15 GGGTCCTGCTGACCA 29653347 PPIF 29658376 29666262 -5029 29658406 29665643 -5059 29658477 29664770 -5130
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1796920 LOC348275 1791863 1785405 -5057 1791863 1785405 -5057 1791863 1785405 -5057
Chr22 Normal NT_011520.9 AGCTCACTGTGACCT 11110523 MGC15705 11115579 11116742 -5056 11115579 11116742 -5056 11115846 11115971 -5323
Chr12 Complement NT_029419.10 AGGTCAATGTGACTT 4868267 MADP-1 4863238 4849195 -5029 4863213 4849195 -5054 4861210 4850175 -7057
Chr8 Complement NT_015280.15 TGGTCATGATGAGCT 94470 LOC286028 89417 83042 -5053 89417 83042 -5053 86613 84197 -7857
Chr7 Normal NT_007914.12 TGGTCACCCTGGCCT 11576576 NYREN18 11581629 11618301 -5053 11581629 11618301 -5053 11585207 11617082 -8631
ChrX Normal NT_011757.12 AGATCAGCCTGACCA 662294 OFD1 667325 701937 -5031 667347 701937 -5053 667658 701694 -5364
Chr10 Normal NT_030059.10 TGATCATGGTGACCT 14955969 CYP2C19 14881936 15051518 74033 14961021 15051229 -5052 14961021 15051227 -5052
Chr17 Normal NT_010799.13 AGGTGAGTGTGACCT 3616071 DKFZP434O047 3621123 3627500 -5052 3621123 3627500 -5052 3623726 3627436 -7655
Chr2 Normal NT_022184.12 TGGCCACACTGACCT 21148295 LOC255175 21153347 21167319 -5052 21153347 21167319 -5052 21153347 21167319 -5052
Chr11 Normal NT_035113.4 TGGTCAGGGAGACCT 118054 LOC338732 123105 124088 -5051 123105 124088 -5051 123146 124088 -5092
Chr7 Normal NT_007933.12 ACGTCATCATGACCT 59245651 AKR1B10 59250640 59264458 -4989 59250701 59264458 -5050 59250966 59264140 -5315
Chr2 Normal NT_022327.12 GGGTCACAGGGACCT 870626 LOC348704 875676 876536 -5050 875676 876536 -5050 875760 876059 -5134
Chr7 Normal NT_007819.13 CGGTCACAATGACCA 860992 MAFK 866042 877993 -5050 866042 876040 -5050 874503 875685 -13511
Chr2 Normal NT_005079.12 GGATCACAGTGACCC 4087025 LOC351259 4092074 4095102 -5049 4092074 4095102 -5049 4092074 4095102 -5049
Chr2 Complement NT_022184.12 TTGTCACTGTGACCC 21889277 LOC344120 21884229 21853342 -5048 21884229 21853342 -5048 21884229 21853342 -5048
Chr3 Normal NT_005999.15 AGGTCAGAACGTCCC 9128919 LOC351577 9133966 9148105 -5047 9133966 9148105 -5047 9133966 9148105 -5047
Chr8 Complement NT_023666.15 AGATCAGCCTGACCA 1749667 LOC352400 1744622 1715145 -5045 1744622 1715145 -5045 1744622 1715145 -5045
Chr12 Normal NT_019546.15 AGGTCACATTGACCT 19729885 SNRPF 19734930 19742108 -5045 19734930 19742108 -5045 19737143 19742049 -7258
Chr3 Complement NT_005612.13 AGATCAGGCTGACCA 6524083 TOMM70A 6519574 6481463 -4509 6519038 6481463 -5045 6518947 6483562 -5136
Chr17 Complement NT_010718.13 GAGTCACTCTGACCC 15762484 LOC348220 15757441 15754368 -5043 15757441 15754368 -5043 15755030 15754746 -7454
Chr12 Complement NT_009714.15 TGGTCAAGCTGATCT 15461468 KIAA0528 15456426 15360491 -5042 15456426 15360491 -5042 15456058 15361668 -5410
Chr20 Complement NT_011333.5 GAGTCGCAGTGACCC 1026452 STMN3 1022030 1007691 -4422 1021410 1007691 -5042 1021328 1009321 -5124
ChrX Complement NT_011757.12 AGGTCACATTAACCA 18204531 DMD 20272193 18051812 2067662 18199491 18051812 -5040 18199413 18054417 -5118
Chr9 Complement NT_008470.15 AGGTGAAGCTGACCC 13914476 EPB41L4B 13909663 13760674 -4813 13909437 13760674 -5039 13909106 13763175 -5370
Chr5 Normal NT_023089.13 GGGTCACTACCACCT 2706428 LOC351789 2711467 2723992 -5039 2711467 2723992 -5039 2711467 2723992 -5039
Chr14 Normal NT_026437.10 GGGTCAAATTTACCT 4455846 CPNE6 4460884 4467423 -5038 4460884 4467423 -5038 4462274 4467067 -6428
Chr17 Normal NT_010799.13 AGGTCATTTTGACAC 3114917 LOC201264 3119955 3129671 -5038 3119955 3129671 -5038 3120101 3123723 -5184
Chr19 Normal NT_011295.10 TGGTCATGCTGATCT 11075704 LOC342988 11080742 11084041 -5038 11080742 11084041 -5038 11080742 11084041 -5038
Chr6 Normal NT_025741.12 AGGACAGTTTGACCT 4736573 LOC349000 4741609 4754012 -5036 4741609 4754012 -5036 4741609 4754012 -5036
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2372911 TIMM13 2367875 2365622 -5036 2367875 2365622 -5036 2367531 2366946 -5380
Chr2 Complement NT_022184.12 AGGTTGCAGTGACCC 9165581 LOC351138 9160546 9142456 -5035 9160546 9142456 -5035 9160546 9142456 -5035
Chr7 Complement NT_007933.12 GGGTCGGCCAGACCC 25725892 LOC285997 25720858 25719930 -5034 25720858 25719930 -5034 25720476 25720048 -5416
Chr11 Normal NT_033899.5 GGGTAAGGGTGACCT 34481985 LOC341081 34487019 34567775 -5034 34487019 34567775 -5034 34487019 34567775 -5034
Chr13 Complement NT_024524.12 GGGTCAATGTGGCCA 6033491 MADH9 6068866 5996812 35375 6028457 5996812 -5034 6028317 5997304 -5174
ChrX Normal NT_078106.1 TGGTCATCTTGGCCC 897373 LOC286489 902406 903939 -5033 902406 903939 -5033 902597 903253 -5224
Chr11 Normal NT_033903.5 TGGTCAGGCTGATCT 10433436 SSSCA1 10438148 10442187 -4712 10438469 10439765 -5033 10438489 10439731 -5053
Chr7 Complement NT_007933.12 GGGTCACTGCAACCT 22740074 ASNS 22835240 22715360 95166 22735044 22715360 -5030 22732066 22715488 -8008
Chr20 Complement NT_011387.8 GGGTCAAGCTGAGCA 694160 C20orf54 689131 680725 -5029 689131 680725 -5029 686406 681670 -7754
Chr1 Complement NT_021877.15 AAGTCAAAATGACCA 7568384 LOC343398 7563356 7514538 -5028 7563356 7514538 -5028 7563356 7514538 -5028
Chr2 Normal NT_022184.12 AGGCCAGCCTGACCA 49125574 PCBP1 49130602 49132264 -5028 49130602 49132264 -5028 49130808 49131878 -5234
Chr11 Complement NT_033899.5 AGGTCGCAGTGAGCC 22210578 DDX6 22206122 22164092 -4456 22205551 22164092 -5027 22200606 22169100 -9972
Chr1 Complement NT_004852.15 GGGTAATTCTGACCC 1635596 LOC149476 1630569 1628600 -5027 1630569 1628600 -5027 1629030 1628641 -6566
Chr20 Complement NT_011362.8 GGGTGATCCTGACCC 9034990 SDC4 9029979 9006846 -5011 9029965 9006846 -5025 9029939 9008819 -5051
Chr1 Complement NT_077937.1 GGGTCACTGCAACCT 1626209 LOC343402 1621185 1602182 -5024 1621185 1602182 -5024 1621185 1602182 -5024
Chr10 Complement NT_008583.15 AGGTTGCTGTGACCT 18843366 MGC39851 18838379 18793591 -4987 18838343 18798049 -5023 18838280 18794337 -5086
Chr19 Complement NT_011295.10 ATGTCACAGTGACCC 14776914 ZNF91 14771922 14735678 -4992 14771891 14735678 -5023 14771798 14735847 -5116
Chr2 Normal NT_022184.12 GGGTGGGAGTGACCC 63554493 FLJ37357 63559513 63627912 -5020 63559513 63627912 -5020 63591423 63627317 -36930
Chr9 Normal NT_008413.15 AGGTCAGGGTGGCCC 35814249 LOC51754 35804449 35844844 9800 35819269 35837232 -5020 35832437 35837191 -18188
Chr9 Complement NT_008470.15 AGATCAGCCTGACCA 3302457 GPR51 3297898 2876785 -4559 3297438 2878963 -5019 3297438 2879285 -5019
Chr1 Normal NT_021937.15 AGGTCACCAAGACCA 2046210 KIAA1337 2051229 2109541 -5019 2051229 2109541 -5019 2072984 2108677 -26774
Chr6 Normal NT_034880.2 AGGGCGTCGTGACCC 3167021 LOC254670 3172040 3208014 -5019 3172040 3208014 -5019 3172322 3207945 -5301
Chr3 Normal NT_022517.15 AGGACAAGGTGACCA 18792298 GOLGA4 18797224 18920780 -4926 18797316 18920778 -5018 18797584 18915305 -5286
Chr16 Complement NT_037887.3 AGGTCATCTTGATCT 1768159 MRPS34 1763141 1761892 -5018 1763141 1761898 -5018 1763121 1762223 -5038
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1493440 1482290 -5018 1484562 1483085 -13896
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1493440 1482290 -5018 1489823 1483085 -8635
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1493440 1482290 -5018 1493309 1484152 -5149
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 RASSF1 1493440 1482290 -5018 1493440 1482290 -5018 1493309 1483085 -5149
Chr15 Complement NT_010194.15 GGCTCACTGCGACCT 36373570 FLJ20509 36368553 36316172 -5017 36368553 36339806 -5017 36368136 36341117 -5434
Chr9 Normal NT_078083.1 CGGTCACCATCACCC 123891 LOC352672 128908 136937 -5017 128908 136937 -5017 128908 136937 -5017
Chr12 Normal NT_019546.15 AAGTCAAGTTGACCA 11735572 LOC349766 11740588 11826721 -5016 11740588 11826721 -5016 11769680 11826721 -34108
Chr20 Complement NT_011362.8 AGGTGGCTGTGACCT 23059383 LOC350942 23054368 22954429 -5015 23054368 22954429 -5015 23054368 22954429 -5015
Chr20 Normal NT_011362.8 AGGTTACCCTGACCT 24875453 LOC128630 24880466 24886872 -5013 24880466 24886872 -5013 24880466 24886872 -5013
Chr1 Normal NT_004668.15 AGGTAAGACTGACCA 2630204 PMF1 2635197 2665509 -4993 2635217 2662227 -5013 2635328 2661793 -5124
Chr8 Complement NT_008183.16 TGGTCATTATCACCT 9080238 RDH-E2 9075884 9055120 -4354 9075226 9055296 -5012 9071455 9061799 -8783
Chr17 Complement NT_010663.13 GGGTCGTCATAACCC 95162 SIRT7 90180 83925 -4982 90150 83925 -5012 90117 84402 -5045
Chr21 Complement NT_011512.8 AGGACATTACGACCT 16037245 RPL23P2 16032235 16031759 -5010 16032235 16031759 -5010 0 0 -16037245
Chr19 Complement NT_011295.10 GTGTCAGCTTGACCA 1197542 FBXL12 1192557 1183747 -4985 1192533 1183747 -5009 1192291 1184374 -5251
Chr12 Complement NT_029419.10 AGGTTGCAGTGACCC 12709414 LOC91012 12704496 12666614 -4918 12704405 12666888 -5009 12704386 12667634 -5028
Chr5 Complement NT_034772.4 GGGTCACTGCAACCT 35760463 VDAC1 35755845 35722587 -4618 35755454 35722628 -5009 35743724 35723483 -16739
Chr2 Normal NT_022184.12 AGGTCAATCTGACAG 32046261 LOC339794 32051267 32251929 -5006 32051267 32251929 -5006 32051267 32251929 -5006
Chr18 Complement NT_010966.13 AGGTCGCAGTGAGCC 29840475 B29 29840856 29813676 381 29835470 29813676 -5005 29824872 29814809 -15603
Chr2 Complement NT_026970.9 AGGTCACTGTGACAT 466583 MRPS5 489008 426297 22425 461578 426782 -5005 461365 426931 -5218
Chr11 Complement NT_033899.5 AGGTCACTTTGCCCT 23255865 LOC349642 23250862 23235806 -5003 23250862 23235806 -5003 23250862 23235806 -5003
Chr17 Normal NT_010755.13 TGGTCAGGCTGGCCT 4157285 STAT5A 4162288 4186681 -5003 4162288 4186681 -5003 4164153 4185410 -6868
Chr9 Complement NT_023935.15 TGGTCATAGTGACAC 1132441 LOC347101 1127440 1109873 -5001 1127440 1109873 -5001 1127440 1109873 -5001
Chr6 Normal NT_025741.12 AGGTCACTCTCACCC 38316071 LOC285736 38321070 38323586 -4999 38321070 38323586 -4999 38321644 38322102 -5573
Chr3 Complement NT_022517.15 AGGTCGCAGTGAGCC 16610613 LOC351430 16605615 16470158 -4998 16605615 16470158 -4998 16605615 16470158 -4998
Chr19 Complement NT_011255.13 CGGTCACCTTGTCCC 2372873 TIMM13 2367875 2365622 -4998 2367875 2365622 -4998 2367531 2366946 -5342
Chr15 Complement NT_010194.15 TGGTCTTCTTGACCT 23278173 GNB5 23273176 23202748 -4997 23273176 23204014 -4997 23261687 23204565 -16486
Chr12 Complement NT_029419.10 AGGTCAGTGTGAACC 16508148 LOC338786 16503151 16500582 -4997 16503151 16500582 -4997 16500982 16500662 -7166
Chr11 Normal NT_033899.5 AGATCATTGTGACCT 25802870 LOC341055 25807867 25920336 -4997 25807867 25920336 -4997 25807867 25920336 -4997
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1796860 LOC348275 1791863 1785405 -4997 1791863 1785405 -4997 1791863 1785405 -4997
Chr3 Normal NT_005612.13 AGGGCAAGGTGACCA 8854870 LOC351461 8859867 8910487 -4997 8859867 8910487 -4997 8859867 8910487 -4997
Chr22 Normal NT_011520.9 AGGTCAGCCTGGCCA 18740768 APOBEC3F 18745694 18758968 -4926 18745763 18757754 -4995 18746020 18757754 -5252
Chr21 Normal NT_011512.8 TGGTCAGAATGACAT 23183217 LOC351004 23188212 23196353 -4995 23188212 23196353 -4995 23188308 23196353 -5091
Chr19 Complement NT_077812.1 AGGTTGCAGTGACCC 617557 TIMM44 612643 595600 -4914 612562 595993 -4995 612532 596069 -5025



Chr14 Complement NT_026437.10 TGGCCAGTCTGACCC 85621437 BRF1 85683602 85577301 62165 85616444 85577301 -4993 85609359 85578564 -12078
Chr14 Complement NT_026437.10 TGGCCAGTCTGACCC 85621437 BRF1 85683602 85577301 62165 85616444 85577301 -4993 85668642 85578564 47205
Chr1 Complement NT_077960.1 GGGTCACACTCACCG 75414 LOC284603 70421 69439 -4993 70421 69439 -4993 69872 69561 -5542
Chr17 Normal NT_010783.13 AGGTCAGGCTGACCT 11270546 LOC342605 11275539 11284309 -4993 11275539 11284309 -4993 11275539 11284309 -4993
Chr4 Normal NT_016606.15 TGGCCAAAGTGACCC 11296141 LOC351654 11301132 11352764 -4991 11301132 11352764 -4991 11301132 11352764 -4991
Chr6 Complement NT_025741.12 GGCTCACCACGACCT 15310938 CDK11 15305948 15100610 -4990 15305948 15100610 -4990 15305768 15112751 -5170
Chr1 Complement NT_021979.15 AGGTCTGTCTGACCC 478094 BCAR3 638660 353255 160566 473106 353255 -4988 466390 353702 -11704
Chr3 Complement NT_005612.13 AGGTCGGCTTGGCCC 38158368 CPNE4 38157986 37651947 -382 38153380 37653102 -4988 38023823 37653575 -134545
Chr10 Complement NT_030059.10 TGGTCAAACTGCCCC 560036 LOC143241 555059 534409 -4977 555048 534409 -4988 550905 534460 -9131
Chr11 Complement NT_033899.5 AGGTCGCAGTGAGCT 32714509 LOC219835 32709521 32703157 -4988 32709521 32703157 -4988 32709521 32703157 -4988
Chr10 Complement NT_008583.15 AGGTTGCTGTGACCT 18843366 MGC39851 18838379 18793591 -4987 18838379 18793591 -4987 18838280 18794337 -5086
Chr11 Complement NT_009237.15 TGGTCATCCTGACCC 25244092 LOC341236 25239109 25225132 -4983 25239109 25225132 -4983 25239109 25225132 -4983
Chr7 Complement NT_007933.12 TGATCAAGTTGACCT 34959197 LOC346628 34954215 34821243 -4982 34954215 34821243 -4982 34954215 34821243 -4982
Chr5 Complement NT_034772.4 AGGTCACTTTGCCCC 33749948 FACL6 33762800 33557857 12852 33744967 33704628 -4981 33744939 33704948 -5009
Chr7 Complement NT_007819.13 GGGTCACATTTACCA 24860246 LOC346409 24855265 24851138 -4981 24855265 24851138 -4981 24855265 24851138 -4981
Chr1 Normal NT_004836.14 CAGTCAGAATGACCT 1944080 RYR2 1949061 2740012 -4981 1949061 2740012 -4981 1949181 2739305 -5101
Chr16 Normal NT_010393.13 TGGTTAAGATGACCC 14212775 LOC350267 14217755 14232854 -4980 14217755 14232854 -4980 14217755 14232854 -4980
Chr4 Normal NT_016354.15 TGGTCAGGGTGACAC 7841489 MASA 7846420 7876944 -4931 7846468 7876944 -4979 7846688 7875978 -5199
Chr17 Complement NT_010755.13 TGGTCAGCATGACCT 3992451 LGP2 3987474 3976149 -4977 3987474 3976149 -4977 3986633 3976502 -5818
Chr6 Normal NT_034874.2 AGGTCAAACCGCCCC 3081765 HSPA1A 3085983 3089122 -4218 3086740 3089122 -4975 3086937 3088862 -5172
Chr7 Complement NT_007819.13 GGGTCATTACAACCT 22901830 LOC346404 22896855 22895805 -4975 22896855 22895805 -4975 22896772 22895805 -5058
Chr14 Normal NT_026437.10 AGGTCACAGTTACCA 1466171 FLJ10357 1458560 1477842 7611 1471145 1477842 -4974 1472128 1477158 -5957
Chr6 Normal NT_007592.13 AGGTCAAACCGCCCC 22632922 HSPA1A 22637139 22640278 -4217 22637896 22640278 -4974 22638093 22640018 -5171
Chr6 Normal NT_033951.3 AGGTCAAACCGCCCC 3224450 HSPA1A 3228667 3231806 -4217 3229424 3231806 -4974 3229621 3231546 -5171
Chr7 Complement NT_007933.12 AGGTCATTTTGATCA 34959188 LOC346628 34954215 34821243 -4973 34954215 34821243 -4973 34954215 34821243 -4973
Chr2 Complement NT_022184.12 TGGTGAAGTTGACCT 39431449 LOC351173 39426476 39402775 -4973 39426476 39402775 -4973 39426476 39402775 -4973
Chr10 Complement NT_008705.14 TTGTCAAACTGACCT 12297698 KIAA1462 12292726 12279433 -4972 12292726 12279433 -4972 12292679 12282137 -5019
Chr1 Complement NT_004668.15 AGGTTGCAGTGACCC 44613 S100A2 39974 34698 -4639 39641 35442 -4972 37971 35536 -6642
Chr5 Normal NT_034772.4 TGGTTAGTGTGACCC 36650860 DCOHM 36655831 36720369 -4971 36655831 36720369 -4971 36655851 36711392 -4991
Chr16 Normal NT_024812.10 AGTTCACTGCGACCT 2481919 KIAA0296 2485435 2494500 -3516 2486890 2494493 -4971 2487313 2492802 -5394
Chr20 Complement NT_011333.5 AGGTCGAGGTGAGCC 178541 LOC284733 173570 167445 -4971 173570 167445 -4971 169040 168735 -9501
Chr1 Normal NT_004511.15 AGGTCAGAGTAACCA 5035203 GJA4 5040173 5042897 -4970 5040173 5042897 -4970 5041366 5042367 -6163
Chr19 Normal NT_011109.15 GGGTCATTGTGACGA 23621391 KLK3 23626361 23632210 -4970 23626361 23632210 -4970 23626402 23631573 -5011
Chr7 Normal NT_007933.12 AGGCCAGCGTGACCT 812612 POR 817582 850448 -4970 817582 850448 -4970 817587 850075 -4975
Chr22 Normal NT_011523.9 AGGCCACAGTGACCT 584818 KIAA0767 589787 655564 -4969 589787 655564 -4969 602581 653032 -17763
Chr2 Complement NT_015926.13 TGGTCATATTGACTT 4669872 FLJ21820 4664947 4526896 -4925 4664904 4526896 -4968 4643300 4528740 -26572
Chr11 Complement NT_033903.5 GGGTCAGTCCGGCCC 12310510 PTPRCAP 12305542 12303370 -4968 12305542 12303370 -4968 12305479 12303593 -5031
Chr16 Normal NT_010393.13 AGGTCACTGTTACCT 14921057 MGC3248 14925933 14954400 -4876 14926024 14954400 -4967 14926082 14951683 -5025
Chr18 Complement NT_010966.13 AGGTTGCAGTGACCT 11544514 FLJ21610 11539549 11336565 -4965 11539549 11336565 -4965 11539493 11336936 -5021
Chr11 Normal NT_033903.5 GGGTCCAGATGACCA 502454 LOC219430 507419 508012 -4965 507419 508012 -4965 507419 508012 -4965
Chr3 Complement NT_005612.13 TGGTGACTTTGACCC 37504820 LOC339874 37499855 37443473 -4965 37499855 37443473 -4965 37445953 37445645 -58867
Chr6 Complement NT_007592.13 TGGTCATACTGACAC 19858258 LOC347616 19853293 19837535 -4965 19853293 19837535 -4965 19853293 19837535 -4965
Chr6 Complement NT_034874.2 TGGTCATACTGACAC 303399 LOC347985 298434 282676 -4965 298434 282676 -4965 298434 282676 -4965
Chr12 Complement NT_009714.15 TGGTCATGATGAGCT 1144135 FLJ10408 1139171 1132831 -4964 1139171 1132831 -4964 1136402 1133392 -7733
Chr16 Normal NT_010393.13 ATGTCATGCTGACCA 8083004 LOC342283 8087968 8233124 -4964 8087968 8233124 -4964 8087968 8233124 -4964
Chr10 Complement NT_008583.15 AGGTCACTCCCACCC 5913053 LOC349562 5908089 5879624 -4964 5908089 5879624 -4964 5908089 5879624 -4964
Chr4 Normal NT_006238.10 GGGTCAGAGAGACCA 8609795 LOC351741 8614755 8640712 -4960 8614755 8640712 -4960 8614755 8640712 -4960
Chr2 Complement NT_005403.13 TGGTCAGGGAGACCC 3196803 STAM2 3191845 3134446 -4958 3191845 3134446 -4958 3191495 3136427 -5308
Chr3 Normal NT_005927.15 GGGTCACATGGACCA 162538 CHL1 167299 379943 -4761 167495 379943 -4957 290305 376239 -127767
Chr3 Normal NT_022517.15 AGGTTGCCGTGACCC 9069014 LOC351425 9073971 9115790 -4957 9073971 9115790 -4957 9077087 9115790 -8073
Chr15 Normal NT_010194.15 AGGTCAATGTGACAG 45963851 MPI 45968786 45976967 -4935 45968808 45976963 -4957 45968813 45976469 -4962
Chr4 Normal NT_037623.3 AGGGCGCTCTGACCT 221211 TACC3 226168 249797 -4957 226168 249797 -4957 228051 249642 -6840
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 13883615 CYP2F1 13888571 13902499 -4956 13888571 13902499 -4956 13890312 13902205 -6697
Chr17 Normal NT_010641.13 TGGTCACATTCACCT 5116026 FLJ20721 5120955 5137176 -4929 5120982 5135823 -4956 5123783 5135641 -7757
Chr7 Normal NT_007933.12 TGGTCACGCTGCCCT 5979254 LOC346564 5984209 6055500 -4955 5984209 6055500 -4955 5984209 6055500 -4955
Chr18 Complement NT_010966.13 AGGTCGCAGTGAGCC 25172311 ATP5A1 25173263 25153218 952 25167358 25153218 -4953 25167299 25153350 -5012
ChrX Complement NT_011757.12 AGATCAGCCTGACCA 672131 SEDL 667184 644829 -4947 667178 644829 -4953 652549 646993 -19582
Chr19 Complement NT_011109.15 AGGTCGGACTAACCC 8778278 MGC15677 8773359 8768241 -4919 8773328 8768241 -4950 8770142 8768410 -8136
Chr7 Complement NT_007933.12 AGGTCACCATGCCCA 21578070 DSS1 21573121 21349401 -4949 21573121 21551999 -4949 21572993 21552154 -5077
Chr17 Normal NT_010783.13 TGGTCTCCTTGACCC 3304954 LOC124865 3309903 3310214 -4949 3309903 3310214 -4949 3309903 3310214 -4949
Chr16 Normal NT_037887.3 AGGTGGCCTTGACCT 509573 LOC350358 514522 517407 -4949 514522 517407 -4949 514534 517407 -4961
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 123959 LOC352672 128908 136937 -4949 128908 136937 -4949 128908 136937 -4949
Chr20 Complement NT_011362.8 GTGTCAGGGTGACCT 12241825 LOC149729 12236877 12196832 -4948 12236877 12196832 -4948 12236877 12196832 -4948
Chr6 Complement NT_023451.12 AGCTCACTGCGACCT 3302253 LOC54516 3297317 3283126 -4936 3297305 3283126 -4948 3297277 3284487 -4976
Chr16 Complement NT_010498.13 AGGTCGCAGTGAGCC 18112146 MGC23911 18107198 18098669 -4948 18107198 18098669 -4948 18107165 18098819 -4981
Chr6 Normal NT_007299.12 AGCTCACTGTGACCT 28354885 CASP8AP2 28359801 28404327 -4916 28359831 28404327 -4946 28376482 28403754 -21597
Chr12 Normal NT_029419.10 AGGTGGCTATGACCT 11104688 LOC121270 11109634 11165904 -4946 11109634 11165904 -4946 11109634 11165904 -4946
Chr12 Complement NT_024477.12 GGGGCAAGGTGACCT 49699 LOC160391 44753 38622 -4946 44753 38622 -4946 44345 38865 -5354
Chr10 Complement NT_024040.14 TGGTCAGGCTGATCT 613374 LOC282975 608428 606809 -4946 608428 606809 -4946 608336 607161 -5038
Chr16 Normal NT_024812.10 TGGTCATGCTGACAT 694569 LOC342367 699514 701653 -4945 699514 701653 -4945 699514 701653 -4945
Chr2 Complement NT_005079.12 GGGTCAGGGTCACCT 1350438 FLJ10006 1345809 1299840 -4629 1345495 1299841 -4943 1345235 1300071 -5203
Chr3 Complement NT_005962.15 AGGTTGCGATGACCC 6395600 KIAA0551 6390657 5992755 -4943 6390657 5992755 -4943 6390315 5994133 -5285
Chr17 Normal NT_010718.13 GGGTGGGCCTGACCT 1490532 LOC350400 1495475 1599191 -4943 1495475 1599191 -4943 1495475 1599191 -4943
Chr4 Normal NT_022792.15 GGGTCCAGGTGACCT 6202704 LOC132604 6207644 6357967 -4940 6207644 6357967 -4940 6207644 6357967 -4940
Chr10 Complement NT_078086.1 GGGTCATTGTGACAC 66180 LOC347789 61244 36894 -4936 61244 36894 -4936 61244 36894 -4936
Chr6 Complement NT_034880.2 AGGTCACAGTGAGCC 6646351 LOC285781 6641417 6635026 -4934 6641417 6635026 -4934 6636834 6636496 -9517
Chr15 Complement NT_010194.15 AGGTCAGAATGACCT 35180414 FLJ22875 35175589 35154135 -4825 35175481 35154135 -4933 35175339 35154502 -5075
Chr19 Complement NT_011255.13 CCGTCACCCTGACCC 2372807 TIMM13 2367875 2365622 -4932 2367875 2365622 -4932 2367531 2366946 -5276
Chr15 Complement NT_010274.15 AGCTCACTATGACCT 5616164 IDH2 5611262 5591812 -4902 5611235 5592741 -4929 5611149 5593025 -5015
Chr5 Complement NT_023133.11 AGGTGAGGATGACCA 4501010 FLJ14166 4549131 4488229 48121 4496082 4488229 -4928 4490308 4489943 -10702
Chr1 Complement NT_021877.15 AGGTCCCACTGACCT 5153790 LOC343035 5148862 5111174 -4928 5148862 5111174 -4928 5148862 5111174 -4928
Chr2 Complement NT_022135.13 GTGTCATCTTGACCA 13038283 LOC339702 13033356 12800171 -4927 13033356 12800171 -4927 13033356 12800171 -4927
Chr12 Complement NT_009714.15 AGGTCGCAGTGAGCC 19750030 ITPR2 19745105 19249319 -4925 19745105 19249319 -4925 19744688 19251304 -5342
Chr15 Complement NT_037852.3 AGGTCACAGTGAGCT 932636 LOC283806 927711 925868 -4925 927711 925868 -4925 926888 926205 -5748
Chr17 Complement NT_010718.13 GGGTCATGCTGGCCT 9216938 MYH4 9212013 9185744 -4925 9212013 9185744 -4925 9209199 9185829 -7739
Chr6 Normal NT_007592.13 GGGTCAGTGTGACTG 34277029 POLR1C 34281918 34286371 -4889 34281954 34285915 -4925 34281975 34285915 -4946
Chr4 Normal NT_016354.15 GGGTCAGGCTCACCC 5238412 GDEP 5243330 5279104 -4918 5243335 5277541 -4923 5243367 5277157 -4955
Chr8 Normal NT_030032.8 GGGTCAAAGTGGCCC 272242 LOC352437 277165 305011 -4923 277165 305011 -4923 277165 305011 -4923
Chr7 Complement NT_007819.13 GGGTCATTGTTACCG 29798166 CARD4 29811962 29757758 13796 29793245 29757758 -4921 29790145 29758862 -8021
ChrX Complement NT_011786.13 AGGCCAGACTGACCA 4817882 ELF4 4812961 4767353 -4921 4812961 4767400 -4921 4783799 4769191 -34083
Chr16 Complement NT_010552.13 GGGTCGGGATGGCCC 973752 LOC197358 968831 930464 -4921 968831 930464 -4921 956463 947241 -17289
Chr7 Complement NT_007933.12 AGGCCGCCCTGACCC 53707823 LOC286015 53702902 53696897 -4921 53702902 53696897 -4921 53701461 53698211 -6362
Chr9 Complement NT_008413.15 AGGTCACCCTGCCCT 34624136 LOC138715 34619216 34611456 -4920 34619216 34611456 -4920 34618012 34611456 -6124



Chr3 Normal NT_006014.14 GGGTAACCCCGACCC 1498458 101F6 1503370 1520701 -4912 1503377 1506558 -4919 1503938 1506248 -5480
Chr2 Complement NT_022171.13 AGGTCAGACCGCCCT 8086624 FHL2 8120976 8035464 34352 8081705 8043309 -4919 8068997 8043764 -17627
Chr3 Complement NT_005612.13 AAGTCACCCTGACCA 40153181 SLC21A2 40148363 40051078 -4818 40148264 40051078 -4917 40148182 40053093 -4999
Chr9 Normal NT_023935.15 GGGTCACTCTGACCC 20294544 LOC158046 20299459 20340140 -4915 20299459 20340140 -4915 20299789 20335546 -5245
Chr7 Complement NT_007819.13 GGGTCATCATGCCCC 17280685 SNX13 17275771 17128110 -4914 17275771 17128110 -4914 17275570 17129322 -5115
Chr19 Complement NT_011255.13 AGGTCAGCCTGGCCA 6055466 RFX2 6050610 5933175 -4856 6050554 5933175 -4912 5987507 5934846 -67959
Chr3 Complement NT_005999.15 GGGCCGATATGACCC 1204021 TLR9 1199109 1194028 -4912 1199109 1194028 -4912 1198475 1194163 -5546
Chr18 Normal NT_010859.12 AGGCCAGCCTGACCA 7999507 FLJ11996 8004417 8007582 -4910 8004417 8007582 -4910 8004774 8005211 -5267
Chr5 Normal NT_006713.13 AGGTCAAGGTGACCA 2005642 LOC345682 2010552 2100322 -4910 2010552 2100322 -4910 2010552 2100322 -4910
Chr4 Complement NT_016354.15 AGGTCAAACTGAGCC 4471109 LOC351598 4466199 4358948 -4910 4466199 4358948 -4910 4466199 4358948 -4910
Chr16 Normal NT_019609.11 AGGTCGTGGAGACCC 1052740 FOXL1 1057649 1058686 -4909 1057649 1058686 -4909 1057649 1058686 -4909
Chr4 Complement NT_022853.14 TGGTCAGGCTGGCCT 4892254 HOP 4887920 4854047 -4334 4887345 4854049 -4909 4862049 4854769 -30205
Chr3 Complement NT_005825.15 AGCTCACTGCGACCT 2447905 LOC344820 2442997 2415907 -4908 2442997 2415907 -4908 2442997 2415907 -4908
Chr1 Normal NT_004525.15 AGGCCAGCCTGACCA 1977814 H3F3A 1981852 1992002 -4038 1982721 1992002 -4907 1984353 1991480 -6539
Chr12 Complement NT_019546.15 TGGGCACTGTGACCC 25754499 LOC341483 25749592 25749285 -4907 25749592 25749285 -4907 25749592 25749285 -4907
Chr17 Complement NT_010718.13 GGGTCACAGCCACCC 8773621 GAS7 8940895 8653063 167274 8768715 8653063 -4906 8701760 8659682 -71861
Chr5 Normal NT_023089.13 AGGTGAAGGTGACCC 502302 LOC351781 507208 547928 -4906 507208 547928 -4906 507208 547928 -4906
Chr12 Complement NT_009755.15 CGGTCACCTTGCCCC 2787669 DDX37 2782764 2740470 -4905 2782764 2740470 -4905 2782665 2741445 -5004
Chr11 Normal NT_033903.5 GGGTCACTGGGACCC 13547513 GAL 13551630 13559026 -4117 13552418 13559026 -4905 13552775 13558838 -5262
Chr5 Normal NT_023089.13 AGATCAGCCTGACCA 4844264 LOC345691 4849169 4862764 -4905 4849169 4862764 -4905 4849169 4862764 -4905
Chr19 Normal NT_011109.15 AGGTCACAGTGAGCT 13547490 RAB4B 13552395 13571061 -4905 13552395 13571061 -4905 13554145 13570696 -6655
ChrY Complement NT_011878.7 AAGTCAGTGTGACCA 926269 LOC352894 921365 914906 -4904 921365 914906 -4904 921365 914906 -4904
Chr4 Normal NT_016354.15 AGTTCATTATGACCT 38461098 ANK2 38234348 38798398 226750 38466000 38798398 -4902 38466015 38797757 -4917
Chr2 Normal NT_005403.13 AGGTCAGGCTGACCA 70481036 APEG1 70484889 70490916 -3853 70485937 70490916 -4901 70486044 70490119 -5008
Chr21 Normal NT_011512.8 AGGTCACAGTGAGCC 4542317 CXADR 4547218 4601135 -4901 4547218 4601135 -4901 4547319 4599881 -5002
Chr16 Complement NT_010552.13 AGGTCGGCTTGCCCT 182569 EOS 179375 175016 -3194 177668 175016 -4901 177610 175695 -4959
Chr22 Complement NT_011519.10 TGGTCATGATGCCCT 597385 LOC348592 592484 559090 -4901 592484 559090 -4901 592484 559090 -4901
Chr19 Normal NT_011109.15 AGATCAGCTTGACCA 13486359 ITPKC 13491259 13514977 -4900 13491259 13513683 -4900 13491259 13513683 -4900
Chr16 Normal NT_037887.3 TGGTCAGTTTCACCC 1812327 DKFZP566J2046 1817226 1818910 -4899 1817226 1818910 -4899 1817232 1817906 -4905
Chr21 Complement NT_011512.8 AGGGCATTGTGACCT 22077015 FLJ20856 22072118 22070630 -4897 22072118 22070630 -4897 22071530 22071141 -5485
Chr9 Complement NT_008470.15 GGCTCACTGCGACCT 31395484 LOC286206 31390587 31388109 -4897 31390587 31388109 -4897 31390500 31390117 -4984
Chr21 Normal NT_011515.10 TGGTCAGGCTGGCCT 610267 AGPAT3 615163 719153 -4896 615163 715343 -4896 692301 715011 -82034
Chr19 Normal NT_011295.10 AGGTCCCTGTGACCC 4121379 VMD2L1 4126209 4132071 -4830 4126274 4132071 -4895 4126338 4131693 -4959
Chr6 Normal NT_007299.12 AGGTCAACTTGACAA 23430538 LOC340173 23435430 23603493 -4892 23435430 23603493 -4892 23435430 23603493 -4892
Chr18 Complement NT_010966.13 TGGTCTTTCTGACCC 24440678 LOC342735 24435787 24404852 -4891 24435787 24404852 -4891 24435787 24404852 -4891
Chr16 Normal NT_024812.10 AGGTCAGAGCAACCC 3269257 LOC348199 3274148 3283371 -4891 3274148 3283371 -4891 3274148 3283371 -4891
Chr4 Normal NT_016606.15 GGGGCAACCTGACCC 14391918 LOC285531 14396808 14410193 -4890 14396808 14410193 -4890 14409489 14409767 -17571
Chr20 Complement NT_011387.8 GGGTCACTCCCACCC 23347015 NAPB 23342125 23295164 -4890 23342125 23295164 -4890 23342039 23298013 -4976
Chr5 Normal NT_034772.4 GGGTGGGGCTGACCT 4611650 PAM 4616540 4780429 -4890 4616540 4780429 -4890 4616913 4779782 -5263
Chr11 Normal NT_033903.5 TGGTCAAGTTGACAC 5293438 MS4A5 5298327 5316530 -4889 5298327 5316530 -4889 5298413 5316497 -4975
Chr7 Complement NT_007758.10 GGGTCAGTGAGACCT 9781956 CALN1 9910630 9281173 128674 9777068 9281173 -4888 9777058 9286030 -4898
Chr19 Complement NT_011295.10 TGGTCAGGCTGGCCT 10698991 SF4 10694120 10649631 -4871 10694103 10650125 -4888 10694095 10677524 -4896
Chr6 Complement NT_007592.13 AGATCAGCCTGACCA 1377924 LOC221715 1373037 1369392 -4887 1373037 1369392 -4887 1372471 1372106 -5453
Chr21 Complement NT_030188.2 AGGTCGCAGTGAGCC 1281847 U2AF1 1277023 1262393 -4824 1276960 1262393 -4887 1276930 1262538 -4917
Chr11 Normal NT_009237.15 TGGCCATAGTGACCT 24817607 LOC349742 24822490 24861282 -4883 24822490 24861282 -4883 24822490 24861282 -4883
Chr1 Normal NT_077386.2 GGGTAATCTTGACCA 2325918 ZMPSTE24 2330800 2366872 -4882 2330800 2366872 -4882 2330965 2365362 -5047
Chr8 Normal NT_030032.8 GGGTCAGCCCGGCCT 670141 BAI1 675022 756012 -4881 675022 756012 -4881 675205 755423 -5064
Chr14 Normal NT_026437.10 AGGTCAAGGTGGCCT 2022622 LOC350008 2027503 2031959 -4881 2027503 2031959 -4881 2027503 2031959 -4881
Chr19 Normal NT_011109.15 AGGTGGTAGTGACCT 17845885 GEMIN7 17850671 17863000 -4786 17850765 17863000 -4880 17861591 17861986 -15706
Chr5 Complement NT_023089.13 AGGTCACCACTACCC 1482506 FLJ12443 1506814 1439144 24308 1477628 1444280 -4878 1460264 1446504 -22242
Chr2 Complement NT_022184.12 CTGTCACACTGACCC 42670934 LOC285163 42666056 42665150 -4878 42666056 42665150 -4878 42665897 42665241 -5037
Chr11 Complement NT_033927.5 GGGTCATAGGGACCC 3056997 KIAA0769 3052120 2746820 -4877 3052120 2746820 -4877 2925956 2748865 -131041
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1796740 LOC348275 1791863 1785405 -4877 1791863 1785405 -4877 1791863 1785405 -4877
Chr3 Complement NT_005612.13 GGGGCGGGCTGACCC 35730074 PLXND1 35725197 35673554 -4877 35725197 35673554 -4877 35725018 35674691 -5056
Chr3 Complement NT_006014.14 AGGTCACAGTGAGCC 1087207 MGC13272 1082645 1061381 -4562 1082331 1061381 -4876 1065852 1061520 -21355
Chr19 Complement NT_011109.15 GGGTCATGGTGCCCT 24278109 SIGLECL1 24273233 24262803 -4876 24273233 24262803 -4876 24271817 24263085 -6292
Chr22 Normal NT_011520.9 TTGTCAGGTTGACCT 16622401 CSF2RB 16618724 16643872 3677 16627276 16643872 -4875 16627304 16643598 -4903
Chr14 Complement NT_026437.10 AGCTCACTGCGACCT 55104688 KIAA0317 55099848 55039921 -4840 55099814 55048002 -4874 55072359 55050464 -32329
Chr10 Complement NT_033985.5 AGGTCACCATGAACA 1413047 HNRPA3 1408179 1405174 -4868 1408179 1405174 -4868 1408149 1407340 -4898
Chr2 Complement NT_022171.13 AGGTCACAGTGAACC 4155439 LOC343995 4150572 4090275 -4867 4150572 4090275 -4867 4150572 4090275 -4867
Chr11 Normal NT_033899.5 GGGTCATTGTGAACT 24433637 MGC10233 24438503 24503993 -4866 24438503 24503993 -4866 24468097 24501483 -34460
Chr10 Complement NT_030059.10 GGGTCAGGATGGCCA 11836190 PPP1R3C 11831359 11826747 -4831 11831328 11826747 -4862 11831274 11828232 -4916
Chr19 Complement NT_011109.15 CGGGCACCTTGACCC 23286758 SBBI54 23282780 23277449 -3978 23281896 23277449 -4862 23281878 23277620 -4880
Chr16 Complement NT_010498.13 AGTTCAACATGACCT 15694722 CGI-128 15689862 15687524 -4860 15689861 15687524 -4861 15689825 15687664 -4897
Chr10 Normal NT_008705.14 AGGTCATAAAGACCG 9414760 FLJ14813 9419042 9451173 -4282 9419617 9451173 -4857 9419681 9450790 -4921
Chr11 Complement NT_008984.15 CGGACATTATGACCT 6400880 GPR72 6396028 6372093 -4852 6396023 6374472 -4857 6396023 6374925 -4857
Chr1 Normal NT_021937.15 GGGTCACCCTGTCCT 2547446 MFN2 2552303 2585499 -4857 2552303 2585499 -4857 2561160 2583556 -13714
Chr19 Complement NT_011295.10 CGGTCACCATGACCC 10260594 MGC10814 10255737 10254820 -4857 10255737 10254820 -4857 10255335 10255219 -5259
Chr8 Normal NT_008251.13 GGGTGAGCTTGACCA 1887718 LOC169355 1883383 1921222 4335 1892574 1921222 -4856 1918415 1920433 -30697
Chr14 Complement NT_026437.10 AGGTCAGGATGACAT 61612162 GTF2A1 61607616 61564030 -4546 61607307 61566594 -4855 61606903 61566608 -5259
Chr14 Normal NT_026437.10 AGGTCAGTCTGAACT 57277702 LOC341915 57282557 57355530 -4855 57282557 57355530 -4855 57282557 57355530 -4855
Chr15 Complement NT_037852.3 AGTTCACTGTGACCT 280852 LOC342253 275998 268933 -4854 275998 268933 -4854 275998 268933 -4854
Chr11 Normal NT_033927.5 GGGTCGGAGTCACCC 1358452 NADSYN1 1363246 1411904 -4794 1363306 1411614 -4854 1363372 1411427 -4920
Chr15 Complement NT_010194.15 AGGTCACAGTGAGCT 36604250 DPP8 36599414 36528347 -4836 36599397 36528347 -4853 36594263 36528594 -9987
Chr1 Complement NT_077386.2 GGCTCACTGCGACCT 595050 LOC343258 590197 547864 -4853 590197 547864 -4853 590197 547864 -4853
Chr8 Complement NT_078038.1 AGGGCAGTATGACCA 71221 ADRB3 66370 62702 -4851 66370 62702 -4851 66173 63922 -5048
Chr14 Normal NT_026437.10 GGCTCACACCGACCT 85239480 KIAA0284 85244331 85264759 -4851 85244331 85264752 -4851 85245913 85262971 -6433
Chr10 Normal NT_077569.2 GGGTGGGAGTGACCT 4480042 LOC338593 4484892 4488196 -4850 4484892 4488196 -4850 4485805 4486230 -5763
Chr8 Complement NT_028251.10 AGGTCAAACTGTCCT 5153399 LOC346928 5148549 4896948 -4850 5148549 4896948 -4850 5148549 4896948 -4850
Chr11 Complement NT_033903.5 GGGTTGCAGTGACCC 1494394 LOC219490 1489545 1488484 -4849 1489545 1488484 -4849 1489545 1488484 -4849
Chr22 Normal NT_011519.10 GGGTCATCGTGACTG 749777 LOC284855 754626 765144 -4849 754626 765144 -4849 754969 763494 -5192
Chr16 Normal NT_019609.11 GGGTCTCTGTGACCT 2425665 BANP 2430511 2556394 -4846 2430511 2556394 -4846 2454195 2555740 -28530
Chr4 Normal NT_037622.3 GGGTTACCACGACCC 1229747 MGC21675 1234593 1236187 -4846 1234593 1236187 -4846 1235012 1235287 -5265
Chr21 Complement NT_011512.8 GGGTCACAGTCACCA 19316588 C21orf45 19311744 19300932 -4844 19311744 19301659 -4844 19311721 19301744 -4867
Chr1 Normal NT_077921.1 TGGTCAGTGAGACCC 46940 MGC15730 51703 322439 -4763 51783 322439 -4843 52086 322283 -5146
ChrX Normal NT_011786.13 AGGTCACTGTAACCT 10631048 SLC9A6 10635890 10697682 -4842 10635890 10697555 -4842 10635925 10695146 -4877
Chr14 Complement NT_026437.10 TGGTCAGGCTGATCT 45659289 LOC350053 45654449 45651312 -4840 45654449 45651312 -4840 45654449 45651312 -4840
Chr8 Normal NT_008183.16 TGGTCAGGCTGATCT 15964179 LOC346973 15969018 16020791 -4839 15969018 16020791 -4839 15969045 16020791 -4866
Chr1 Normal NT_021877.15 AGGCCATCCTGACCA 316557 MAPKAPK2 321396 370733 -4839 321396 369315 -4839 321682 369170 -5125
Chr3 Complement NT_037565.3 GGGTGGACCTGACCT 1092943 GORASP1 1088307 1077125 -4636 1088105 1077125 -4838 1088007 1078702 -4936
Chr3 Normal NT_005612.13 GGGTGGATCTGACCT 32082726 LOC152015 32087564 32101830 -4838 32087564 32101830 -4838 32090434 32101699 -7708
Chr6 Normal NT_007592.13 GGGCCAACTTGACCC 33487148 LOC346204 33491985 33492565 -4837 33491985 33492565 -4837 33491985 33492565 -4837
Chr6 Normal NT_025741.12 AGGCCACACTGACCT 35993958 ARG1 35998713 36009897 -4755 35998794 36009897 -4836 35998852 36009477 -4894



Chr9 Normal NT_078051.1 GGATCAGCATGACCT 93784 LOC349272 98620 104870 -4836 98620 104870 -4836 98639 98995 -4855
Chr1 Normal NT_026943.12 TGGTCATTCTGATCT 3933409 LOC339524 3936145 3942942 -2736 3938244 3942942 -4835 3941197 3941505 -7788
Chr12 Normal NT_024477.12 AGGTCAACATGCCCT 696851 ZNF10 701686 730520 -4835 701686 730520 -4835 715552 728027 -18701
Chr18 Complement NT_010859.12 AGGTGATTCTGACCA 10743334 LOC284221 10738500 10727663 -4834 10738500 10727663 -4834 10734161 10730885 -9173
Chr9 Normal NT_008413.15 GGGTGGGAGTGACCC 17258899 FLJ20276 17125008 17493920 133891 17263731 17493920 -4832 17263845 17485003 -4946
Chr10 Normal NT_008583.15 GGGTAAACATGACCC 19973332 LOC338610 19978163 20004205 -4831 19978163 20004205 -4831 19978163 20004205 -4831
Chr13 Normal NT_024524.12 GGGTCACTGCAACCT 883343 GREAT 888170 951500 -4827 888170 951500 -4827 888241 951033 -4898
Chr9 Complement NT_078064.1 AGGTCATGCTGATCC 28678 LOC349301 23851 17599 -4827 23851 17599 -4827 23832 23476 -4846
Chr19 Complement NT_011255.13 CTGTCACCCTGACCC 2372702 TIMM13 2367875 2365622 -4827 2367875 2365622 -4827 2367531 2366946 -5171
Chr4 Normal NT_016354.15 AGGTTGTAATGACCT 54221163 Jade-1 54225989 54289578 -4826 54225989 54280366 -4826 54248045 54278538 -26882
Chr1 Normal NT_004668.15 GGGTCATGCTGGCCA 13461508 LOC92235 13466332 13468921 -4824 13466332 13468921 -4824 13466338 13468404 -4830
Chr15 Normal NT_026446.12 AGGCCAGCCTGACCA 1498770 SNRPN 1503593 1658528 -4823 1503593 1658528 -4823 1654400 1658390 -155630
Chr7 Normal NT_007914.12 AGGTCACAGAGACCC 14619042 LOC346554 14623863 14624279 -4821 14623863 14624279 -4821 14623863 14624279 -4821
Chr20 Normal NT_011387.8 AGGACGCTCTGACCT 21622254 PAX1 21627075 21635441 -4821 21627075 21635441 -4821 21627075 21635441 -4821
Chr9 Complement NT_078053.1 AGGTCATGCTGATCC 470351 LOC349279 465531 459311 -4820 465531 459311 -4820 465512 465177 -4839
Chr2 Complement NT_005403.13 AGGTTGCAGTGACCT 66833858 LOC151575 66829040 66828759 -4818 66829040 66828759 -4818 66829040 66828759 -4818
Chr9 Normal NT_008413.15 AGGTCTCTCTGACCT 13945274 LOC347192 13950092 13968174 -4818 13950092 13968174 -4818 13950092 13968174 -4818
ChrX Complement NT_025319.13 AGGCCAATGTGACCA 4031920 AMOT 4027103 3960791 -4817 4027103 3960791 -4817 4001810 3964855 -30110
Chr3 Complement NT_005999.15 TGGTCCCACTGACCT 941230 PCBP4 936414 930982 -4816 936414 930982 -4816 934202 931585 -7028
Chr3 Complement NT_005999.15 TGGTCCCACTGACCT 941230 PCBP4 936414 930982 -4816 936414 930982 -4816 934762 931585 -6468
Chr5 Normal NT_006713.13 TGGTCATTTTGAGCC 4531330 LOC134356 4536144 4599744 -4814 4536144 4599744 -4814 4536144 4599744 -4814
Chr9 Normal NT_078083.1 TGGTCACCGTCACCC 124094 LOC352672 128908 136937 -4814 128908 136937 -4814 128908 136937 -4814
Chr15 Normal NT_010194.15 GGGTCATGATGACTC 37779229 MADH6 37784043 37863699 -4814 37784043 37863699 -4814 37784970 37863246 -5741
Chr11 Normal NT_033899.5 AGGCCAGCCTGACCA 5324783 KIAA1377 5329595 5413165 -4812 5329595 5413165 -4812 5329858 5412216 -5075
Chr11 Normal NT_033899.5 TGCTCAACATGACCT 27647990 LOC219866 27652801 27653925 -4811 27652801 27653925 -4811 27652801 27653925 -4811
Chr5 Normal NT_006713.13 AGGGCACTGTGACCT 4429330 LOC351959 4434141 4512370 -4811 4434141 4512370 -4811 4434141 4512370 -4811
Chr2 Normal NT_005403.13 TGGTCAGGCTGATCT 67101162 LOC92691 67105973 67126830 -4811 67105973 67125115 -4811 67120023 67124601 -18861
Chr1 Normal NT_077936.1 AGATCAGCCTGACCA 167214 LOC284562 172023 173136 -4809 172023 173136 -4809 172162 172905 -4948
Chr3 Normal NT_005612.13 AGGTCAGGCTCACCT 41736651 LOC344656 41741460 41756327 -4809 41741460 41756327 -4809 41741460 41756327 -4809
Chr1 Normal NT_077931.1 AGATCAGCCTGACCA 71078 LOC348470 75887 77000 -4809 75887 77000 -4809 76026 76769 -4948
Chr14 Normal NT_026437.10 GGGTCACGGCAACCT 15507009 KIAA0391 15511816 15666859 -4807 15511816 15666859 -4807 15512491 15662811 -5482
Chr16 Normal NT_010498.13 AGGACGAGGTGACCC 17017245 SLC7A6 17020020 17057279 -2775 17022051 17057279 -4806 17030187 17052788 -12942
Chr1 Normal NT_004511.15 AGGTCATTCTGACAT 7277142 LOC343348 7281947 7387179 -4805 7281947 7387179 -4805 7291498 7387179 -14356
Chr10 Normal NT_024115.14 GGGTCAGCCTGTCCT 1038756 PRO2859 1043561 1045316 -4805 1043561 1045316 -4805 1044257 1044502 -5501
Chr10 Complement NT_031847.7 GGGTCAACATCACCC 168839 DKFZP566K0524 164035 73159 -4804 164035 73159 -4804 142971 110399 -25868
Chr1 Normal NT_004559.10 GGCTCATCCTGACCC 134777 LOC127590 139580 140097 -4803 139580 140097 -4803 139580 140097 -4803
Chr14 Complement NT_026437.10 AGGTTATAATGACCA 37238121 LOC341874 37233318 37203970 -4803 37233318 37203970 -4803 37233318 37203970 -4803
Chr9 Normal NT_023935.15 AGGTCAATTTGACAT 11500048 BCE-1 11504849 11506186 -4801 11504849 11506186 -4801 11505516 11505770 -5468
Chr3 Normal NT_005825.15 GCGTCAACATGACCT 706665 DKFZP434B172 711466 792340 -4801 711466 792340 -4801 711772 788515 -5107
Chr16 Normal NT_037887.3 AGGTCATCTTGATCT 1768159 NUBP2 1772925 1779187 -4766 1772960 1779187 -4801 1773023 1778716 -4864
Chr3 Normal NT_005962.15 GGGTTAACATGACCC 22308392 LOC351560 22313191 22437963 -4799 22313191 22437963 -4799 22313191 22437963 -4799
Chr17 Complement NT_024871.10 TGGTCATCCAGACCT 795394 LOC350477 790596 772258 -4798 790596 772258 -4798 790596 772258 -4798
Chr12 Complement NT_078089.1 AGCTCACTGCGACCT 1463388 VPS29 1458598 1448004 -4790 1458590 1448004 -4798 1458530 1448484 -4858
Chr15 Normal NT_035325.4 GGGTCATTTAGACCC 2826977 LOC145757 2831773 2846238 -4796 2831773 2846238 -4796 2843577 2844050 -16600
Chr8 Complement NT_008183.16 AGGCCAGTCTGACCA 7227332 LOC286175 7222536 7220703 -4796 7222536 7220703 -4796 7222237 7221896 -5095
Chr14 Normal NT_026437.10 CGGACAGTCTGACCT 53518425 PSEN1 53522839 53607150 -4414 53523220 53607150 -4795 53534769 53606038 -16344
Chr19 Complement NT_011255.13 AGGTCACCATGGCCC 5512758 FLJ90734 5508007 5498180 -4751 5507965 5499364 -4793 5501388 5500933 -11370
Chr18 Normal NT_025004.13 AGCTCAGGATGACCT 2623595 GALR1 2628388 2648748 -4793 2628388 2648748 -4793 2629160 2647513 -5565
Chr2 Complement NT_022184.12 AGGTCAGCATGACCT 21053983 LOC344118 21049190 20991521 -4793 21049190 20991521 -4793 21049190 20991521 -4793
Chr6 Complement NT_025741.12 TGGGCAGGATGACCT 14851086 LOC345878 14846296 14734304 -4790 14846296 14734304 -4790 14846218 14734304 -4868
Chr3 Normal NT_005612.13 GGGTCACGGTGCCCC 32508529 LOC348807 32513318 32539229 -4789 32513318 32539229 -4789 32514380 32537539 -5851
Chr15 Normal NT_078096.1 TGGTCAGGCTGGCCT 349406 LOC283794 353811 355315 -4405 354194 355315 -4788 354205 354492 -4799
Chr1 Complement NT_034410.4 GGGTCAGGGCAACCT 1590984 LOC350720 1586196 1566492 -4788 1586196 1566492 -4788 1586196 1566492 -4788
Chr9 Complement NT_024000.15 GGGTCACCCTGAGCC 678606 ABCA2 674408 652765 -4198 673819 652765 -4787 673671 653462 -4935
Chr1 Normal NT_004559.10 AGTTCAGCACGACCC 2154340 HIST3H2BB 2159126 2159577 -4786 2159126 2159577 -4786 2159149 2159529 -4809
Chr1 Complement NT_077915.1 GGGTCACCACGACCG 15861 LOC350847 11075 4706 -4786 11075 4706 -4786 9917 4706 -5944
Chr1 Normal NT_004538.14 GGGACACGGTGACCA 382258 LOC339502 387043 390734 -4785 387043 390734 -4785 387889 390296 -5631
Chr12 Complement NT_029419.10 AGGTCGCAGTGAGCC 18858088 TMEM4 18853438 18847523 -4650 18853303 18847529 -4785 18852307 18847642 -5781
Chr19 Complement NT_011295.10 TGGTCAGGCTGGCCT 9660054 JUND 9655270 9653372 -4784 9655270 9653372 -4784 9655096 9654053 -4958
Chr19 Normal NT_011295.10 AGATCAGCCTGACCA 4521919 ETR101 4526682 4528518 -4763 4526702 4528518 -4783 4526803 4527474 -4884
Chr11 Complement NT_025028.13 GGGTCAGAGGGACCA 2637191 CENTD2 2632409 2595143 -4782 2632409 2595143 -4782 2622669 2595738 -14522
Chr2 Normal NT_005403.13 AGGTCAAAATGATCA 21794857 LOC285141 21799639 21814818 -4782 21799639 21814818 -4782 21799687 21814742 -4830
Chr1 Normal NT_037485.3 GGGTCATGGGGACCC 602857 LOC51042 607617 608571 -4760 607639 608571 -4782 607738 608416 -4881
Chr21 Normal NT_030188.2 GGGCCAGGCTGACCA 383926 ABCG1 369125 466678 14801 388705 466678 -4779 388711 465828 -4785
Chr17 Complement NT_010718.13 GGGTCTGTGTGACCT 17230722 LOC254214 17225944 17221570 -4778 17225944 17221570 -4778 17225944 17221570 -4778
Chr15 Complement NT_035325.4 GGGTCTGCGTGACCA 3639098 BLP2 3634321 3615169 -4777 3634321 3623791 -4777 3634301 3624419 -4797
Chr6 Normal NT_007592.13 AGGTAAAAATGACCT 33720854 GNMT 33725631 33728744 -4777 33725631 33728744 -4777 33725633 33728571 -4779
Chr1 Normal NT_004668.15 GGGTCACCATGTCCG 822725 IL6R 827501 889159 -4776 827501 889159 -4776 827938 887688 -5213
Chr17 Complement NT_010663.13 TGGACAGGCTGACCC 274998 FASN 270223 250322 -4775 270223 250322 -4775 268428 251132 -6570
Chr18 Normal NT_010859.12 AGGTCGCAGTGAGCC 7999642 FLJ11996 8004417 8007582 -4775 8004417 8007582 -4775 8004774 8005211 -5132
Chr6 Normal NT_007592.13 AGGTAACCATGACCA 17070624 HIST1H2AE 17075399 17075962 -4775 17075399 17075962 -4775 17075454 17075846 -4830
Chr19 Normal NT_011255.13 AGGTCACGCTGAGCG 686372 LOC126353 691145 704318 -4773 691145 704318 -4773 696947 703590 -10575
Chr15 Complement NT_037852.3 TGGTGACAGTGACCC 1231574 LOC350230 1226801 1221649 -4773 1226801 1221649 -4773 1224921 1221649 -6653
Chr1 Normal NT_004668.15 GGGTCAATATGACCC 2700368 MGC13102 2705140 2715362 -4772 2705140 2714635 -4772 2707419 2713790 -7051
Chr2 Complement NT_005403.13 TAGTCAGTGTGACCT 48528631 HSPD1 48523886 48510651 -4745 48523860 48510651 -4771 48522909 48511107 -5722
Chr19 Complement NT_011255.13 GGCTCAGGGTGACCC 4478878 LOC342958 4474107 4463540 -4771 4474107 4463540 -4771 4474086 4463540 -4792
Chr9 Complement NT_023935.15 AGGCCACTGTGACCT 19708324 LOC349245 19703554 19682567 -4770 19703554 19694954 -4770 19695475 19695092 -12849
Chr8 Complement NT_028251.10 AGGTCCCAGTGACCT 6931694 LOC349178 6926926 6924291 -4768 6926926 6924291 -4768 6926810 6925195 -4884
Chr2 Normal NT_022184.12 AGGTCCAAATGACCC 52151693 LOC351185 52156460 52226736 -4767 52156460 52226736 -4767 52186388 52226736 -34695
Chr9 Normal NT_024000.15 GGGCCGCCCTGACCC 489858 PHP14 493465 496569 -3607 494625 496569 -4767 494962 496378 -5104
Chr6 Normal NT_007592.13 GGGACACCCTGACCT 32540850 C6orf49 32545616 32554900 -4766 32545616 32554758 -4766 32552563 32554193 -11713
Chr17 Normal NT_010663.13 GGGTCGTCATAACCC 95162 LOC92659 99927 102737 -4765 99927 102737 -4765 101612 102043 -6450
Chr22 Complement NT_011520.9 AGGTCGCAGTGAGCC 15904817 APOL3 15900053 15874205 -4764 15900053 15874205 -4764 15875684 15875076 -29133
Chr2 Normal NT_005403.13 TGGTCAAGGTCACCT 72974429 LOC344510 72979193 72987820 -4764 72979193 72987820 -4764 72979288 72987820 -4859
Chr1 Complement NT_004668.15 GGGTCACCATAACCT 5503811 AIM2 5499092 5484676 -4719 5499048 5484676 -4763 5495690 5484883 -8121
Chr17 Normal NT_010718.13 TGGTCAGGCTGGCCT 47268 LOC284005 52031 79298 -4763 52031 79298 -4763 78870 79298 -31602
Chr6 Normal NT_025741.12 AGGTCATAAAGACCT 15444595 C6orf51 15449192 15458504 -4597 15449356 15458503 -4761 15449402 15458422 -4807
ChrX Normal NT_011568.12 TGGTCAAGCTGATCT 7415364 LOC158678 7420125 7421144 -4761 7420125 7421144 -4761 7420201 7420710 -4837
Chr21 Complement NT_011512.8 GGGTCACCCCGGCCC 16036996 RPL23P2 16032235 16031759 -4761 16032235 16031759 -4761 0 0 -16036996
Chr3 Normal NT_005927.15 TGGTCACCGTGGCCT 14786049 FLJ39957 14790809 14904746 -4760 14790809 14903798 -4760 14791265 14903527 -5216
Chr15 Normal NT_010194.15 TGGTCAGGCTGGCCT 35918733 PP1628 35923460 35949571 -4727 35923493 35949571 -4760 35948317 35948727 -29584
Chr11 Complement NT_009237.15 AGGTCACCCTGGCCA 38316780 LRP4 38312021 38271978 -4759 38312021 38271978 -4759 38311066 38274093 -5714
Chr22 Complement NT_011519.10 CGGTCACTCTGCCCC 3161217 ARVCF 3156459 3109571 -4758 3156459 3109571 -4758 3130467 3110901 -30750



Chr6 Normal NT_034880.2 AGGTCTTGTTGACCC 7525696 FLJ32234 7530431 7549438 -4735 7530454 7549438 -4758 7530490 7539932 -4794
Chr1 Complement NT_032977.5 AGGTCAGCTTGGCCA 11609003 KIAA1915 11604245 11569326 -4758 11604245 11569326 -4758 11596867 11574580 -12136
Chr1 Normal NT_004671.15 AGCTCACTGCGACCT 14139620 LOC163556 14144378 14151323 -4758 14144378 14151323 -4758 14149619 14150236 -9999
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1796620 LOC348275 1791863 1785405 -4757 1791863 1785405 -4757 1791863 1785405 -4757
Chr2 Complement NT_005120.13 TGGTCAGGCTGCCCT 3155480 LOC351262 3150723 3115896 -4757 3150723 3115896 -4757 3150636 3115896 -4844
Chr1 Complement NT_004668.15 GTGTCACCATGACCA 2361347 KIAA0907 2356634 2335237 -4713 2356591 2335237 -4756 2356565 2338015 -4782
Chr20 Complement NT_011387.8 GAGTCACTGTGACCT 23011732 C1QR1 23006977 22999995 -4755 23006977 22999995 -4755 23006829 23004587 -4903
Chr1 Complement NT_077960.1 GTGTCAGGATGACCC 87254 LOC126796 82502 78683 -4752 82502 78683 -4752 79432 78683 -7822
ChrX Normal NT_011669.13 AGGGCAAGCTGACCT 7294784 IGBP1 7299043 7331915 -4259 7299535 7331869 -4751 7299542 7331575 -4758
Chr4 Complement NT_022778.13 AGGTCTTTGTGACCT 8791125 LOC345097 8786375 8785535 -4750 8786375 8785535 -4750 8786375 8785535 -4750
Chr17 Complement NT_010641.13 AGGTCATCCTCACCC 7789591 LOC201292 7784842 7776803 -4749 7784842 7776803 -4749 7779050 7778688 -10541
Chr15 Complement NT_010194.15 GAGTCATTATGACCT 18567010 LOC342026 18562262 18466144 -4748 18562262 18466144 -4748 18562262 18466144 -4748
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCT 21849135 KCNA7 21844388 21838865 -4747 21844388 21838865 -4747 21844032 21841510 -5103
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 124161 LOC352672 128908 136937 -4747 128908 136937 -4747 128908 136937 -4747
Chr16 Complement NT_037887.3 GGGTCGCAGTGAGCC 1767888 MRPS34 1763141 1761892 -4747 1763141 1761898 -4747 1763121 1762223 -4767
Chr6 Normal NT_007422.12 TGGTCTGTTCGACCT 1240062 KIAA1423 1244807 1343799 -4745 1244807 1343799 -4745 1244818 1340259 -4756
Chr15 Normal NT_010274.15 AGTTCATCTTGACCT 485994 PDE8A 489271 647897 -3277 490739 646790 -4745 490921 646661 -4927
Chr1 Normal NT_030584.9 TGGTCAGGCTGATCT 454290 PADI4 459034 514837 -4744 459034 514837 -4744 459060 514592 -4770
Chr6 Complement NT_034880.2 GGCTCACCCTGACCA 7258178 SSR1 7253546 7227802 -4632 7253434 7227803 -4744 7253352 7230096 -4826
Chr11 Normal NT_033903.5 GGGTGGGAGTGACCC 7910887 LOC347849 7915629 7916863 -4742 7915629 7916863 -4742 7915629 7916863 -4742
Chr5 Complement NT_023089.13 TGGTCAGATTGGCCC 7839082 LOC134121 7834341 7813488 -4741 7834341 7813488 -4741 7833872 7814701 -5210
Chr7 Normal NT_007741.12 TGGTCACTGTTACCC 983069 LOC352206 987809 1013349 -4740 987809 1013349 -4740 987809 1013349 -4740
Chr17 Complement NT_024871.10 TGGTCATCCTGCCCT 1813464 LOC350480 1808726 1779251 -4738 1808726 1779251 -4738 1808726 1779251 -4738
Chr1 Normal NT_004668.15 GGCTCACTGCGACCT 3059617 BCAN 3064324 3081719 -4707 3064353 3081719 -4736 3068248 3081327 -8631
Chr10 Complement NT_008583.15 AGGTCAAAGGGACCG 12584350 RTKN2 12579722 12493942 -4628 12579614 12504103 -4736 12579517 12508815 -4833
Chr2 Normal NT_005403.13 AGGTCAACAGGACCG 70591553 INHA 70596287 70599760 -4734 70596287 70599760 -4734 70596430 70599581 -4877
Chr22 Complement NT_011520.9 AGGTCTGTGTGACCC 23040977 SCUBE1 23036269 22896186 -4708 23036243 22896954 -4734 23036223 22896963 -4754
Chr8 Normal NT_007995.13 AGGTCATCAAGACCT 268986 LEPROTL1 273719 316638 -4733 273719 286354 -4733 273803 284152 -4817
Chr19 Normal NT_011109.15 AGGTCTTTATGACCT 7828421 LOC339319 7833154 7847836 -4733 7833154 7847836 -4733 7833762 7847836 -5341
Chr18 Complement NT_010966.13 AGGCCAGCCTGACCA 1488663 CTAGE-1 1483932 1482666 -4731 1483932 1482666 -4731 1483919 1483695 -4744
Chr2 Complement NT_022327.12 AGGTCAGGGTCACCA 661326 LOC344072 656596 618924 -4730 656596 618924 -4730 656596 618924 -4730
Chr5 Normal NT_023089.13 GGGTGAGGACGACCT 502478 LOC351781 507208 547928 -4730 507208 547928 -4730 507208 547928 -4730
Chr15 Normal NT_077661.1 AGGTCAGTATGACAG 885943 TM6SF1 890618 920403 -4675 890673 919967 -4730 890726 919717 -4783
Chr10 Normal NT_030059.10 TGGTCACTCTGATCC 22439138 GBF1 22443847 22581210 -4709 22443867 22581207 -4729 22457254 22580651 -18116
Chr20 Normal NT_011362.8 CGGTCATGTTTACCT 13622394 LOC348540 13627122 13627477 -4728 13627122 13627477 -4728 13627122 13627477 -4728
Chr4 Complement NT_016354.15 AAGTCACTATGACCT 1055002 CDKL2 1050375 998373 -4627 1050276 999052 -4726 1045877 1001748 -9125
Chr11 Normal NT_009237.15 AGGTCACTGCAACCT 802582 IPO7 807308 869394 -4726 807308 868179 -4726 807415 867845 -4833
Chr19 Complement NT_011295.10 ATGTCACAATGACCC 14922015 LOC253342 14917289 14868063 -4726 14917289 14868063 -4726 14917289 14868063 -4726
Chr5 Normal NT_023133.11 AGATCACCGTGACCT 7737458 MAT2B 7739790 7755886 -2332 7742183 7755886 -4725 7742251 7754927 -4793
Chr13 Normal NT_009799.12 AGGTCACGGTCACCT 11575410 LOC350002 11580133 11670496 -4723 11580133 11670496 -4723 11580133 11670496 -4723
Chr13 Normal NT_024524.12 AGGTAATGTTGACCT 10205466 WBP4 10209901 10232628 -4435 10210188 10232628 -4722 10210301 10231541 -4835
Chr14 Complement NT_026437.10 AGGTCATTGCAACCT 80766495 WARS 80762689 80720168 -3806 80761774 80720169 -4721 80755563 80721253 -10932
Chr5 Normal NT_029289.9 GGGTCAGATTGTCCC 9960690 DKFZp586C0721 9965410 9971178 -4720 9965410 9971178 -4720 9965791 9966150 -5101
Chr19 Normal NT_011109.15 AGGTCACTGCAACCT 26118396 LOC91664 26123116 26125989 -4720 26123116 26125989 -4720 26123863 26124240 -5467
Chr1 Normal NT_004610.15 AGGTCGCAGTGAGCC 1714062 CDA 1718691 1748646 -4629 1718781 1748646 -4719 1718873 1748311 -4811
Chr1 Normal NT_004668.15 AGGTCATTATGATCC 16073062 LOC343437 16077781 16129139 -4719 16077781 16129139 -4719 16077845 16129139 -4783
Chr12 Complement NT_029419.10 AGGTCAGCGTGACCT 17130464 PPP1R1A 17125746 17116339 -4718 17125746 17116339 -4718 17125578 17117477 -4886
Chr1 Complement NT_019273.15 GGGTCACTGTAACCT 1055765 ALX3 1051048 1040430 -4717 1051048 1040430 -4717 1051048 1041169 -4717
Chr19 Normal NT_011295.10 AGGTTGCAGTGACCC 5441782 LOC113230 5446498 5448675 -4716 5446498 5448675 -4716 5446924 5448337 -5142
Chr19 Normal NT_011109.15 GGGTCAGCTCGCCCC 11654141 NFKBIB 11658838 11667749 -4697 11658857 11667743 -4716 11658891 11667690 -4750
Chr17 Normal NT_010783.13 AGGTCAAGCTGACAA 10622415 MSI2 10627130 11050498 -4715 10627130 11050498 -4715 10627303 11047588 -4888
Chr17 Normal NT_010783.13 AGGTCAAGCTGACAA 10622415 MSI2 10627130 11050498 -4715 10627130 11050498 -4715 10627608 11002391 -5193
Chr8 Complement NT_008183.16 AGGTCGCAGTGAGCC 5474244 RB1CC1 5469540 5377567 -4704 5469531 5377567 -4713 5440577 5378890 -33667
Chr4 Normal NT_006238.10 AGGTCATAAAGACCT 1997193 LOC345297 2001904 2011032 -4711 2001904 2011032 -4711 2001904 2011032 -4711
Chr16 Complement NT_024812.10 AGGCCAGCCTGACCA 1163281 FLJ35681 1158571 1155032 -4710 1158571 1155032 -4710 1157516 1156842 -5765
Chr19 Complement NT_011295.10 AGGTCGCCATGACCT 7377348 LOC126537 7372639 7363528 -4709 7372639 7363528 -4709 7372639 7363528 -4709
Chr7 Complement NT_007933.12 AGGGCGCTGTGACCT 26047945 PLOD3 26043236 26031635 -4709 26043236 26031635 -4709 26042923 26031930 -5022
Chr3 Normal NT_005612.13 TCGTCATAATGACCC 55020653 LOC344743 55025360 55090961 -4707 55025360 55090961 -4707 55025360 55090961 -4707
Chr6 Normal NT_007299.12 TTGTCAAATTGACCC 20890061 TPBG 20893710 20896817 -3649 20894766 20896817 -4705 20894850 20896112 -4789
Chr19 Normal NT_011109.15 GGGTCATCTTGCCCA 2696940 C19orf2 2682769 2774834 14171 2701643 2774834 -4703 2701758 2774194 -4818
Chr4 Complement NT_037622.3 CTGTCAGGGTGACCC 1189737 LOC285462 1185034 1179431 -4703 1185034 1179431 -4703 1184875 1184261 -4862
Chr19 Complement NT_011255.13 GGGTCAGTCTGATCA 4615084 IL27w 4610382 4581388 -4702 4610382 4597559 -4702 4610346 4598017 -4738
Chr9 Normal NT_008476.14 AGGTCACACTGATCC 3530677 C9orf10 3535378 3649594 -4701 3535378 3647976 -4701 3535403 3647879 -4726
Chr10 Normal NT_024115.14 GGGTCGGAGGGACCT 1003905 HT009 1008606 1030141 -4701 1008606 1030135 -4701 1022763 1029964 -18858
Chr9 Complement NT_035014.3 AGGTCACTTTGAGCT 1462115 LOC340471 1457414 1434897 -4701 1457414 1434897 -4701 1457414 1434897 -4701
Chr8 Normal NT_008046.13 GGGTCATGGTGCCCT 11579510 LOC352494 11584210 11650400 -4700 11584210 11650400 -4700 11584210 11650400 -4700
Chr1 Normal NT_004487.15 AGGTCCTAATGACCT 7331160 DKFZP564J047 7335859 7371381 -4699 7335859 7345431 -4699 7335971 7345222 -4811
Chr16 Complement NT_037887.3 AGCTCACTGCGACCT 1359141 LOC283950 1354442 1353207 -4699 1354442 1353207 -4699 1354112 1353819 -5029
Chr9 Normal NT_008413.15 AGCTCACTGCGACCT 4475790 SLC1A1 4480444 4577260 -4654 4480489 4577260 -4699 4480680 4575558 -4890
Chr1 Complement NT_021877.15 GGGTCAATGTGACAT 611299 FKSG87 606952 594461 -4347 606601 594461 -4698 606577 597047 -4722
Chr7 Normal NT_007819.13 GGCTCACCACGACCT 46379809 LOC346472 46384507 46385388 -4698 46384507 46385388 -4698 46384507 46385388 -4698
ChrX Normal NT_028405.9 TGGTCAAGCTGGCCT 1398580 LOC352857 1403278 1404074 -4698 1403278 1404074 -4698 1403278 1404074 -4698
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1796560 LOC348275 1791863 1785405 -4697 1791863 1785405 -4697 1791863 1785405 -4697
Chr22 Normal NT_011516.5 GGGTCCAGGTGACCC 145027 LOC343821 149723 183522 -4696 149723 183522 -4696 149723 183522 -4696
Chr4 Normal NT_016354.15 AGGTCATTCTAACCC 34845305 SEC24B 34850001 34956742 -4696 34850001 34956742 -4696 34850156 34955961 -4851
Chr5 Normal NT_029289.9 TGGTCAGTTTGACCC 1238265 FLJ31121 1242890 1249167 -4625 1242960 1249167 -4695 1242974 1248269 -4709
Chr20 Normal NT_011333.5 GGGTCGGTCTGCCCT 584521 LOC350911 589216 591357 -4695 589216 591357 -4695 589216 591357 -4695
Chr16 Normal NT_037887.3 AGGTAGGCCTGACCC 2033821 TSC2 2038516 2078636 -4695 2038516 2078636 -4695 2038534 2078535 -4713
Chr20 Normal NT_028392.4 TGGTGAAAGTGACCT 2033102 C20orf114 2037795 2064445 -4693 2037795 2064445 -4693 2040648 2064341 -7546
Chr12 Normal NT_009759.15 AGGTCGCAGTGAGCC 6798943 GNB3 6803636 6810818 -4693 6803636 6810818 -4693 6804713 6810322 -5770
Chr5 Normal NT_034772.4 CAGTCATCATGACCT 11629210 LOC153778 11633903 11635606 -4693 11633903 11635606 -4693 11635243 11635569 -6033
Chr7 Complement NT_007933.12 GGGTCACTGCAACCT 22740074 ASNS 22835240 22715360 95166 22735382 22715360 -4692 22732066 22715488 -8008
Chr22 Complement NT_011520.9 TGGTCAGGCTGATCT 18027834 CSNK1E 18103581 17995752 75747 18023143 17996978 -4691 18019216 17998347 -8618
Chr3 Complement NT_005927.15 AGGTCAATGTCACCC 12233493 LOC339915 12228802 12216190 -4691 12228802 12216190 -4691 12228802 12216190 -4691
Chr6 Complement NT_033951.3 AGGTCACAGTGAGCC 2563037 C6orf17 2558347 2556540 -4690 2558347 2556540 -4690 2558032 2556957 -5005
Chr17 Complement NT_010783.13 GGATCACAATGACCT 9098031 FLJ10970 9102644 9090189 4613 9093341 9090189 -4690 9091630 9091226 -6401
Chr10 Complement NT_008705.14 AGGTCCTCATGACCA 10551030 FLJ32798 10546392 10315423 -4638 10546340 10318315 -4690 10502858 10318319 -48172
Chr22 Normal NT_011520.9 AGATCAGCCTGACCA 1307899 UBE2L3 1312526 1368892 -4627 1312588 1368892 -4689 1312603 1366527 -4704
Chr8 Normal NT_008183.16 GGGTAATCCTGACCT 10496573 LOC286178 10501261 10505303 -4688 10501261 10505303 -4688 10503347 10503685 -6774
Chr4 Complement NT_022792.15 GGGTCAGAATGACGT 23218737 LOC345166 23214052 23195275 -4685 23214052 23195275 -4685 23214052 23195275 -4685
Chr15 Complement NT_037852.3 TGGTGACAGTGACCC 1231485 LOC350230 1226801 1221649 -4684 1226801 1221649 -4684 1224921 1221649 -6564
Chr7 Complement NT_007819.13 TGGTAAGTCTGACCC 43362765 LOC349116 43358618 43351686 -4147 43358083 43351686 -4682 43358068 43352098 -4697
Chr7 Complement NT_007914.12 TGGTCACACTGGCCC 11302410 CDK5 11297771 11293674 -4639 11297731 11293784 -4679 11297706 11293867 -4704



Chr18 Complement NT_010859.12 TGGTCACTCTGGCCT 7112494 LAMA1 7107815 6931754 -4679 7107815 6931890 -4679 7107721 6932080 -4773
Chr1 Complement NT_004754.14 TGGACACCATGACCC 941728 LOC148766 937049 881931 -4679 937049 881931 -4679 937044 882099 -4684
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 124229 LOC352672 128908 136937 -4679 128908 136937 -4679 128908 136937 -4679
Chr12 Normal NT_029419.10 AGATCAGCCTGACCA 18649002 RPL41 18653680 18655039 -4678 18653680 18654921 -4678 18653878 18654614 -4876
Chr19 Complement NT_011295.10 AGATCAGCCTGACCA 1787090 LOC348341 1782413 1778675 -4677 1782413 1778675 -4677 1782413 1778675 -4677
Chr19 Normal NT_011109.15 GGGTCATCGAGACCC 14467201 LOC350607 14471875 14479175 -4674 14471875 14479175 -4674 14471875 14479175 -4674
Chr16 Complement NT_010393.13 TGGTCAGGCTGATCT 375094 USP7 370420 299036 -4674 370420 300429 -4674 370221 300934 -4873
Chr17 Normal NT_010718.13 TGGTCAGGCTGATCT 14437792 ZNF286 14442190 14488613 -4398 14442466 14460375 -4674 14442781 14459741 -4989
Chr10 Normal NT_008583.15 AGGTCACAGTGAGCT 20574005 LOC349575 20578674 20601079 -4669 20578674 20601079 -4669 20578674 20601079 -4669
Chr5 Normal NT_029289.9 TGCTCACAGTGACCC 11046022 NDST1 11050691 11096865 -4669 11050691 11096386 -4669 11063754 11095831 -17732
Chr2 Complement NT_022184.12 AGGGCATCCTGACCC 3962603 ADCY3 3958641 3857974 -3962 3957936 3857974 -4667 3957789 3858734 -4814
Chr8 Complement NT_037704.3 TGGGCATCATGACCC 119804 LOC340393 115137 113451 -4667 115137 113451 -4667 114990 113571 -4814
Chr20 Normal NT_011362.8 TGGTCACTATGACCA 2300356 LOC343578 2305023 2380741 -4667 2305023 2380741 -4667 2305023 2380741 -4667
Chr7 Complement NT_007819.13 AGGTCACCTTGTCCA 30540353 LOC352274 30535686 30513180 -4667 30535686 30513180 -4667 30535686 30513180 -4667
Chr19 Normal NT_011109.15 AGGTTGCGGTGACCT 11074037 KCNK6 11078702 11087865 -4665 11078702 11087865 -4665 11078809 11086261 -4772
Chr15 Normal NT_010194.15 GGGTCAGGCCCACCC 2405262 KLF13 2409615 2460658 -4353 2409927 2455203 -4665 2409973 2455059 -4711
Chr1 Complement NT_004487.15 TGATCAGAGTGACCC 10950820 LOC343320 10946156 10858879 -4664 10946156 10858879 -4664 10946156 10858879 -4664
Chr9 Complement NT_024000.15 AGGTCACAAAGACCT 720771 LOC89958 716107 707855 -4664 716107 707855 -4664 715976 710190 -4795
Chr1 Complement NT_004321.15 GGGTCATGCCGACCT 61348 LOC350731 56685 35647 -4663 56685 35647 -4663 56685 35647 -4663
Chr11 Complement NT_033903.5 AGATCAGCCTGACCC 9143213 LOC283126 9138551 9136402 -4662 9138551 9136402 -4662 9138152 9137844 -5061
Chr3 Normal NT_005612.13 TGGTCAAGCTGATCT 28007787 SLC15A2 28012441 28059611 -4654 28012449 28059470 -4662 28012478 28059008 -4691
Chr17 Normal NT_010718.13 AGATCACTGCGACCT 6286645 TNFSF13 6291307 6303809 -4662 6291307 6303809 -4662 6301248 6303213 -14603
Chr11 Normal NT_033927.5 AGGTCAGGATGATCT 16100611 LOC283226 16105272 16106513 -4661 16105272 16106513 -4661 16105318 16106272 -4707
Chr11 Complement NT_028310.10 AGGTCATGATGCCCC 3741775 LOC119684 3737116 3736175 -4659 3737116 3736175 -4659 3737116 3736175 -4659
Chr8 Normal NT_008046.13 GGCTCACTGCGACCT 33292966 COLEC10 33225869 33337385 67097 33297624 33337385 -4658 33297699 33336608 -4733
Chr11 Complement NT_033899.5 AGGTGATGCTGACCA 24864734 LOC219891 24860076 24807967 -4658 24860076 24807967 -4658 24841253 24807967 -23481
Chr7 Normal NT_007819.13 GGGTCATGTCGACAT 23038893 STK31 23043446 23360986 -4553 23043551 23165734 -4658 23045345 23165593 -6452
Chr16 Normal NT_010393.13 TGGTCAGGTTGGCCT 282635 LOC350245 287292 296335 -4657 287292 296335 -4657 287292 296335 -4657
Chr8 Normal NT_077531.2 AGGTCAGCCTGGCCT 3739420 C8orf14 3744076 3748882 -4656 3744076 3748882 -4656 3748411 3748689 -8991
Chr2 Normal NT_005403.13 TGGTCTCCATGACCC 25739210 LOC151561 25743866 25744905 -4656 25743866 25744905 -4656 25743974 25744384 -4764
Chr5 Complement NT_077451.2 GAGTCACCGTGACCA 2163879 LOC202404 2159224 2156771 -4655 2159224 2156771 -4655 2159053 2158360 -4826
Chr13 Complement NT_009799.12 TGGTCAGGCTGATCT 1516868 LOC341759 1512213 1511449 -4655 1512213 1511449 -4655 1512213 1511449 -4655
Chr2 Normal NT_022184.12 AGGTCACTCTGGCCA 9181107 CGI-127 9185732 9199332 -4625 9185761 9199332 -4654 9195451 9197642 -14344
Chr1 Complement NT_034389.4 AGATCAGCCTGACCA 2444873 DPYD 2440219 1931674 -4654 2440219 1931674 -4654 2440219 1932649 -4654
Chr17 Normal NT_010718.13 TGGTCAGGCTGATCT 3316859 LOC342527 3321512 3357672 -4653 3321512 3357672 -4653 3322609 3357672 -5750
Chr4 Complement NT_077444.2 GGGTCACTGCAACCT 1177219 UGT2A1 1172566 1114121 -4653 1172566 1114121 -4653 1172510 1114238 -4709
Chr6 Complement NT_034874.2 AGGTCACAGTGAGCC 2415173 C6orf17 2410521 2408714 -4652 2410521 2408714 -4652 2410206 2409131 -4967
Chr2 Normal NT_022327.12 TGGTCTCCATGACCT 408658 LOC285017 413309 413884 -4651 413309 413884 -4651 413309 413884 -4651
Chr13 Complement NT_009799.12 AGGTAGAATTGACCT 3784083 LOC341765 3779432 3764523 -4651 3779432 3764523 -4651 3779432 3764523 -4651
Chr2 Complement NT_005058.13 CAGTCACACTGACCT 5653280 LOC344151 5648629 5565583 -4651 5648629 5565583 -4651 5648629 5565583 -4651
Chr1 Complement NT_034410.4 GGGTCATAGCAACCT 1590847 LOC350720 1586196 1566492 -4651 1586196 1566492 -4651 1586196 1566492 -4651
ChrX Normal NT_077819.2 AGGTCATAGTGCCCG 4122286 LOC340577 4126936 4133471 -4650 4126936 4133471 -4650 4126936 4133471 -4650
Chr6 Normal NT_007592.13 AGCTCATTGCGACCT 9393178 LOC346121 9397828 9535541 -4650 9397828 9535541 -4650 9397828 9535541 -4650
Chr12 Normal NT_019546.15 TGGGCACTCTGACCC 11906810 DKFZp434N2030 11911459 11926127 -4649 11911459 11926127 -4649 11911617 11924390 -4807
Chr8 Complement NT_007995.13 ATGTCGTCTTGACCC 4152879 LOC349198 4148230 4146986 -4649 4148230 4146986 -4649 4148170 4147853 -4709
Chr17 Complement NT_010718.13 GGGTCATGCAGACCT 16584077 SREBF1 16579431 16553801 -4646 16579431 16554529 -4646 16579268 16555073 -4809
Chr6 Complement NT_007592.13 AGGTCACAGTGAGCC 21968302 C6orf17 21963657 21961850 -4645 21963657 21961850 -4645 21963342 21962267 -4960
Chr7 Normal NT_007914.12 TGTTCAGTGTGACCT 10109192 LOC155066 10112828 10120554 -3636 10113836 10120549 -4644 10113836 10119537 -4644
Chr16 Complement NT_019609.11 TGGTCAGGCTGACCT 2001714 LOC350312 1997071 1985053 -4643 1997071 1985053 -4643 1997071 1985053 -4643
Chr10 Normal NT_030059.10 GGGTCCGAATGACCT 3191524 LOC340741 3196166 3378378 -4642 3196166 3378378 -4642 3196166 3378378 -4642
Chr1 Normal NT_077383.2 GGGACATGGCGACCT 273405 LOC343278 278047 282571 -4642 278047 282571 -4642 278047 282571 -4642
Chr2 Complement NT_022184.12 TGGACACAATGACCT 2170161 LOC151068 2165521 2164593 -4640 2165521 2164593 -4640 2165281 2164973 -4880
Chr5 Complement NT_029289.9 AGCTCAAGTTGACCC 2506195 PCDH12 2501555 2487459 -4640 2501555 2487459 -4640 2500344 2487874 -5851
Chr20 Normal NT_011387.8 AGGCCAGTCTGACCT 2959629 GNRH2 2964268 2966391 -4639 2964268 2966391 -4639 2965061 2966382 -5432
Chr9 Complement NT_008476.14 GGGTCATTATAACCT 3539694 LOC158293 3535056 3529988 -4638 3535056 3529988 -4638 3534065 3531121 -5629
Chr7 Normal NT_007758.10 AGGTAGCTTTGACCT 1381648 LOC285899 1386286 1390696 -4638 1386286 1390696 -4638 1387107 1387469 -5459
Chr12 Normal NT_009482.13 AGGTCGTAAAGACCT 91649 LOC349825 96287 119013 -4638 96287 119013 -4638 96287 119013 -4638
Chr17 Normal NT_010783.13 AGGTCACGTCCACCC 11899638 LOC350449 11904276 11909575 -4638 11904276 11909575 -4638 11904276 11909575 -4638
Chr7 Normal NT_007933.12 TGGTCATACTGATCC 18780678 GNG11 18785244 18790694 -4566 18785315 18790040 -4637 18785666 18789744 -4988
Chr16 Complement NT_010505.13 AGGTGAAGCTGACCC 1009704 LOC339070 1005068 992327 -4636 1005068 992327 -4636 1005068 992327 -4636
Chr20 Normal NT_011362.8 AGGTCACAAAGACCC 11838902 LOC343598 11843538 11904952 -4636 11843538 11904952 -4636 11843646 11904952 -4744
Chr8 Normal NT_008251.13 AGGTCATAAAGACCC 4171510 IKBKB 4176145 4237277 -4635 4176145 4237277 -4635 4176931 4235809 -5421
Chr20 Complement NT_011362.8 AGCTCACTGTGACCT 1213813 BLCAP 1209218 1198735 -4595 1209179 1198735 -4634 1200491 1200228 -13322
Chr1 Normal NT_004487.15 TGGCCAGGCTGACCC 7331226 DKFZP564J047 7335859 7371381 -4633 7335859 7345431 -4633 7335971 7345222 -4745
Chr3 Normal NT_005927.15 AGGTCGCAGTGAGCT 3239944 LOC344843 3244575 3267626 -4631 3244575 3267626 -4631 3244575 3267626 -4631
Chr2 Normal NT_005403.13 AGGCCAGCCTGACCA 25345463 LOC285084 25350093 25354709 -4630 25350093 25354709 -4630 25351136 25351432 -5673
Chr16 Normal NT_010505.13 CGGTCCTGCTGACCC 2524802 LOC342328 2529432 2546323 -4630 2529432 2546323 -4630 2529432 2546323 -4630
Chr22 Complement NT_011520.9 AGGTCAGCATGTCCA 1617169 MAPK1 1612539 1507442 -4630 1612539 1507448 -4630 1612299 1514062 -4870
ChrX Complement NT_011630.13 GGGTCACTCCCACCC 3870297 LOC286430 3865669 3862584 -4628 3865669 3862584 -4628 3864654 3863770 -5643
Chr19 Complement NT_011295.10 GGGTCAGGAGGACCC 4259709 DNASE2 4255122 4248827 -4587 4255084 4248827 -4625 4254991 4249606 -4718
Chr20 Complement NT_030871.1 AGGTCAGGCAGACCT 855709 HRH3 851085 845790 -4624 851085 845800 -4624 850799 846835 -4910
Chr12 Normal NT_019546.15 TGGTCAGACTTACCC 570398 LOC341282 575020 633702 -4622 575020 633702 -4622 575020 633702 -4622
Chr17 Normal NT_010718.13 AGATCACTGCGACCT 6286645 TNFSF12 6291266 6300097 -4621 6291266 6300097 -4621 6291362 6299558 -4717
Chr9 Complement NT_023935.15 AGTTCAGGCTGACCA 8489548 KIAA0367 8484929 8390825 -4619 8484929 8390825 -4619 8484767 8394018 -4781
Chr7 Normal NT_007914.12 AGGTCAAGGCGTCCC 11229025 NOS3 11233643 11254446 -4618 11233643 11254086 -4618 11233663 11254028 -4638
Chr19 Normal NT_011109.15 TGCTCAGGTTGACCT 28470824 LOC199680 28475441 28477386 -4617 28475441 28477386 -4617 28475611 28477319 -4787
Chr22 Normal NT_011526.5 AGGTCGCAGTGAGCC 112665 LOC284936 117280 119727 -4615 117280 119727 -4615 117828 118112 -5163
ChrX Normal NT_011757.12 GAGTCATGTTGACCA 23289296 LOC158730 23293910 23317978 -4614 23293910 23317978 -4614 23293965 23317588 -4669
Chr12 Normal NT_029419.10 TGGTCAAGCTGATCT 26928483 LOC349803 26933096 26934012 -4613 26933096 26934012 -4613 26933096 26934012 -4613
Chr9 Normal NT_078083.1 TGGTCACCGTCACCC 124296 LOC352672 128908 136937 -4612 128908 136937 -4612 128908 136937 -4612
Chr5 Complement NT_023089.13 AGGTCTTTATGACCT 15179822 LOC345717 15175211 15094168 -4611 15175211 15094168 -4611 15175211 15094168 -4611
Chr15 Normal NT_010274.15 AGGTCACCATGACAC 2390891 LOC350191 2395502 2416052 -4611 2395502 2416052 -4611 2395502 2416052 -4611
Chr19 Complement NT_011295.10 GGGCCACTGTGACCG 2214395 IL1RL1LG 2209785 2205917 -4610 2209785 2205917 -4610 2209669 2206473 -4726
Chr7 Normal NT_007819.13 GGGTCATGTCGACAT 23038893 STK31 23043446 23360986 -4553 23043501 23165734 -4608 23043513 23165593 -4620
Chr7 Normal NT_007819.13 GGGTCATGTCGACAT 23038893 STK31 23043446 23360986 -4553 23043501 23165734 -4608 23045345 23165593 -6452
Chr8 Complement NT_023666.15 AGGGCAAGTTGACCC 4281585 COE2 4276979 4263251 -4606 4276979 4263251 -4606 4276660 4264882 -4925
Chr11 Normal NT_033903.5 AGGTCACAGTGACAC 12906231 TCIRG1 12906873 12918755 -642 12910837 12918755 -4606 12911446 12918676 -5215
Chr19 Normal NT_011255.13 CGGTCACAATGATCT 686540 LOC126353 691145 704318 -4605 691145 704318 -4605 696947 703590 -10407
Chr12 Complement NT_009759.15 GAGTCATTGTGACCA 6343581 SCNN1A 6338976 6310276 -4605 6338976 6310276 -4605 6338210 6311300 -5371
Chr17 Complement NT_010755.13 AGGTCACATAGACCA 4678040 HSPC009 4673445 4672376 -4595 4673436 4672376 -4604 4673422 4672802 -4618
Chr4 Complement NT_037622.3 AGGTCACCGTGCCCC 981616 SLC26A1 977013 962695 -4603 977013 962695 -4603 975321 963024 -6295
Chr16 Complement NT_010498.13 AGATCAGCCTGACCA 16759509 LOC64174 16756046 16742854 -3463 16754913 16742854 -4596 16748672 16742970 -10837
Chr21 Complement NT_011515.10 GGGTCTTTGTGACCT 1089667 LOC343803 1085074 1078461 -4593 1085074 1078461 -4593 1084849 1078461 -4818



Chr1 Complement NT_077959.1 GGGTCAGCGTGACAC 83297 LOC348490 78704 74845 -4593 78704 74845 -4593 78687 77593 -4610
Chr1 Complement NT_004350.15 TGGGCACCATGACCT 96194 PEX10 91601 83834 -4593 91601 83834 -4593 91532 84796 -4662
Chr2 Normal NT_005403.13 GGGTCAGCTTGGCCT 70515820 LOC344498 70520410 70522244 -4590 70520410 70522244 -4590 70520410 70522244 -4590
Chr1 Normal NT_077938.1 AGGTTGCAGTGACCC 319305 LOC343078 323894 358349 -4589 323894 358349 -4589 323894 358349 -4589
Chr1 Normal NT_004487.15 AGGTCACCGCAACCT 7932836 LOC350747 7937425 7953361 -4589 7937425 7953361 -4589 7937425 7953361 -4589
Chr11 Complement NT_033899.5 AGGTCAGCATGACAG 6124874 MMP27 6120286 6106058 -4588 6120286 6106255 -4588 6120286 6106337 -4588
Chr11 Normal NT_033903.5 CGGTCAGTGTGGCCT 9169713 ESRRA 9174275 9185470 -4562 9174299 9185465 -4586 9175907 9184693 -6194
Chr16 Normal NT_010498.13 TGGTGATGATGACCC 4514035 CES1 4504780 4548852 9255 4518618 4548852 -4583 4518637 4548657 -4602
Chr17 Normal NT_024871.10 GGGTGACGGTGACCA 1825974 FLJ23058 1830555 1835019 -4581 1830555 1835019 -4581 1833248 1833790 -7274
Chr11 Normal NT_033899.5 AGGTCACAGCGACCA 37740549 LOC89944 37745057 37789465 -4508 37745130 37789465 -4581 37756062 37788200 -15513
Chr4 Normal NT_006316.15 AGGTCAGAGTGAGCT 15985219 FLJ23024 15989766 16047362 -4547 15989798 16026665 -4579 16022544 16046143 -37325
Chr3 Complement NT_022459.12 GGGTCAATCTGAGCA 6050098 LOC351388 6045519 6010606 -4579 6045519 6010606 -4579 6045519 6010606 -4579
Chr14 Complement NT_026437.10 CTGTCATACTGACCC 71966002 LOC283590 71961424 71958829 -4578 71961424 71958829 -4578 71960997 71960551 -5005
ChrX Complement NT_011651.13 AGGTCAACATGACCA 23552191 FLJ12687 23547638 23504906 -4553 23547614 23505114 -4577 23537844 23506136 -14347
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1796440 LOC348275 1791863 1785405 -4577 1791863 1785405 -4577 1791863 1785405 -4577
Chr22 Complement NT_011520.9 CAGTCAACTTGACCT 13787070 LOC343877 13782494 13712105 -4576 13782494 13712105 -4576 13782494 13712105 -4576
Chr10 Complement NT_008818.14 AGGTCGCAGTGAGCT 1818257 LOC349607 1813681 1755079 -4576 1813681 1755079 -4576 1813681 1755079 -4576
Chr4 Complement NT_016606.15 AGGTAACTCTGACCT 16634224 LOC345072 16629649 16484370 -4575 16629649 16484370 -4575 16606258 16484370 -27966
Chr19 Normal NT_011295.10 GGGTCATAAAGACCT 8198461 SIN3B 8203036 8253962 -4575 8203036 8253962 -4575 8203488 8252340 -5027
Chr18 Normal NT_025028.13 AGGTCAGATTGAACA 11873858 LOC350582 11878431 11958638 -4573 11878431 11958638 -4573 11878431 11958638 -4573
Chr11 Complement NT_028310.10 AGGTCTTTATGACCT 6692247 LOC283299 6687675 6632471 -4572 6687675 6632471 -4572 6633585 6633163 -58662
Chr1 Normal NT_004511.15 AGGTCACAGCCACCC 5035602 GJA4 5040173 5042897 -4571 5040173 5042897 -4571 5041366 5042367 -5764
Chr20 Normal NT_011333.5 GGCTCAAGGTGACCT 636228 ARFGAP1 640796 657773 -4568 640796 657773 -4568 643564 655856 -7336
Chr19 Normal NT_011295.10 ATGTCAATATGACCC 13424423 ZNF257 13428892 13467904 -4469 13428991 13466363 -4568 13429077 13465886 -4654
Chr4 Complement NT_016354.15 AGATCAGCCTGACCA 12269539 LOC345274 12264973 12239546 -4566 12264973 12239546 -4566 12264973 12239546 -4566
Chr10 Normal NT_030059.10 AGGTCGCAAAGACCT 20939460 PAX2 20944026 21027633 -4566 20944026 21027633 -4566 20944576 21026034 -5116
Chr6 Normal NT_007592.13 TGGTCATATTGAACT 16816962 TRIM38 16821314 16843609 -4352 16821528 16843609 -4566 16825002 16842166 -8040
Chr12 Complement NT_009714.15 AGGTCAAGTTTACCA 22577359 ARG99 22696666 22414259 119307 22572794 22417889 -4565 22572794 22418753 -4565
Chr19 Normal NT_077812.1 AGATCAGCCTGACCA 451802 LOC199676 456366 459894 -4564 456366 459894 -4564 459429 459887 -7627
Chr20 Normal NT_011387.8 AGGTTGCAGTGACCC 18383516 POLR3F 18388033 18405284 -4517 18388080 18405284 -4564 18388151 18404201 -4635
Chr17 Complement NT_010718.13 TGGTCAGGCTGATCT 210962 CRK 206539 172367 -4423 206400 173168 -4562 206302 173698 -4660
Chr22 Complement NT_011520.9 GGGCCACAATGACCC 6409122 CRYBB1 6404607 6385818 -4515 6404560 6385931 -4562 6402852 6386023 -6270
Chr19 Normal NT_011109.15 GGGTGGTTGTGACCT 17846203 GEMIN7 17850671 17863000 -4468 17850765 17863000 -4562 17861591 17861986 -15388
Chr19 Complement NT_011109.15 GGGTCACTGTGCCCT 27076925 ILT8 27072363 26992588 -4562 27072363 26992588 -4562 27072363 26992588 -4562
Chr18 Complement NT_010966.13 AGGTCGCAGTGAGCC 22351008 SYT4 22346557 22336961 -4451 22346446 22336961 -4562 22346348 22339408 -4660
Chr13 Normal NT_027140.5 AGGTCAATGTGGCCA 1730499 TFDP1 1735023 1791508 -4524 1735061 1791508 -4562 1736159 1790588 -5660
Chr11 Normal NT_033899.5 TGTTCACAGTGACCC 32102676 FLI1 32105854 32225549 -3178 32107237 32225549 -4561 32107402 32224122 -4726
Chr4 Complement NT_006081.15 TTGTCATCTTGACCC 359440 LOC345221 354879 350969 -4561 354879 350969 -4561 354879 350969 -4561
Chr4 Normal NT_006238.10 AGGTTATGTTGACCT 8189715 ZAR1 8194275 8198390 -4560 8194275 8198390 -4560 8194275 8198227 -4560
Chr14 Complement NT_026437.10 GGGCCAGGCTGACCT 14856044 C14orf147 14851485 14823410 -4559 14851485 14823410 -4559 14851443 14824446 -4601
Chr16 Normal NT_010498.13 TGGTGATGATGACCC 4514035 CES1 4504780 4548852 9255 4518594 4531697 -4559 4518637 4548657 -4602
Chr9 Normal NT_078080.1 AGGTCAACTTGACTA 228864 LOC352667 233423 288073 -4559 233423 288073 -4559 233423 288073 -4559
Chr16 Normal NT_010542.13 GGGTCCCCCTGACCT 1341744 MGC45417 1344748 1363625 -3004 1346303 1362293 -4559 1347150 1361969 -5406
Chr20 Normal NT_011362.8 AGGGCACAGTGACCC 22258178 MGC4294 22262734 22263696 -4556 22262734 22263696 -4556 22263040 22263327 -4862
Chr3 Normal NT_005612.13 AAGTCACACTGACCT 47600906 RASA2 47605462 47731157 -4556 47605462 47730733 -4556 47605462 47730691 -4556
Chr16 Complement NT_037887.3 GGGCCAGCCCGACCT 1219807 TPSG1 1215251 1211655 -4556 1215251 1211655 -4556 1215251 1211789 -4556
Chr1 Normal NT_032977.5 GGGTCACTGTGAGCT 13775420 LOC343213 13779975 13826939 -4555 13779975 13826939 -4555 13779975 13826939 -4555
Chr17 Normal NT_024871.10 GGGTCAGGGAGACCC 239894 LOC350476 244449 270487 -4555 244449 270487 -4555 244449 270487 -4555
Chr1 Complement NT_004671.15 TGGTCAGGGGGACCT 13488658 PTPN7 13484756 13471127 -3902 13484103 13471127 -4555 13483631 13472718 -5027
Chr1 Complement NT_004671.15 TGGTCAGGGGGACCT 13488658 PTPN7 13484756 13471127 -3902 13484103 13471127 -4555 13483514 13472718 -5144
Chr14 Complement NT_026437.10 GGGTCAGCTGGACCT 84701076 LOC350108 84696523 84673937 -4553 84696523 84673937 -4553 84696523 84673937 -4553
Chr1 Complement NT_004511.15 AGGACACCGTGACCT 7285946 GRIK3 7281395 7048165 -4551 7281395 7048165 -4551 7281260 7049003 -4686
Chr11 Complement NT_033903.5 AGGTCGCGGTGAGCT 8487711 HRASLS3 8483290 8443369 -4421 8483160 8443516 -4551 8482753 8443684 -4958
Chr8 Complement NT_007995.13 GGCTCAGTGCGACCT 3695877 FLJ23263 3691435 3677247 -4442 3691327 3677247 -4550 3690905 3677465 -4972
Chr3 Complement NT_005535.15 TGGTCAGTCAGACCT 939845 FLJ35155 935369 732504 -4476 935297 732822 -4548 935240 733936 -4605
Chr1 Normal NT_077927.1 GGCTCACTGCGACCT 741167 LOC284697 745715 813217 -4548 745715 813217 -4548 745951 813180 -4784
Chr2 Complement NT_005403.13 TGGTCAGGCTGATCT 46649542 LOC284991 46644994 46620350 -4548 46644994 46620350 -4548 46644994 46620350 -4548
Chr2 Normal NT_022221.9 AGGTGAGAATGACCT 1281720 D2S448 1286226 1398885 -4506 1286267 1398885 -4547 1286318 1396569 -4598
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 124363 LOC352672 128908 136937 -4545 128908 136937 -4545 128908 136937 -4545
Chr19 Complement NT_011295.10 GGGTCAAGGCTACCC 270708 MUC16 269575 222323 -1133 266163 222324 -4545 266159 222410 -4549
Chr5 Complement NT_029289.9 AGGTCATAAAGACCT 8000717 DPYSL3 7996265 7933311 -4452 7996173 7933311 -4544 7996087 7936535 -4630
Chr9 Normal NT_023929.15 GGTTCACTGCGACCT 155811 MGC40555 160355 170060 -4544 160355 170058 -4544 160419 169839 -4608
Chr16 Normal NT_019609.11 TGGTCTGAGTGACCT 1053106 FOXL1 1057649 1058686 -4543 1057649 1058686 -4543 1057649 1058686 -4543
Chr2 Normal NT_022135.13 TGGTCATCATGGCCT 7293861 LOC343958 7298404 7368656 -4543 7298404 7368656 -4543 7298404 7368656 -4543
Chr2 Complement NT_005403.13 CTGTCAGAGTGACCT 22007162 LOC351314 22002619 21989644 -4543 22002619 21989644 -4543 21991485 21989644 -15677
Chr16 Complement NT_010393.13 AGGTCTGCATGACCG 8475649 LOC348155 8471107 8469195 -4542 8471107 8469195 -4542 8470868 8470317 -4781
Chr2 Complement NT_005403.13 AGTTCACTCTGACCA 69298735 AAMP 69294194 69288187 -4541 69294194 69288187 -4541 69294194 69288590 -4541
Chr20 Normal NT_011387.8 AGCTCACTGCGACCT 3789889 MGC3260 3794430 3796093 -4541 3794430 3796093 -4541 3795196 3795555 -5307
Chr19 Complement NT_011295.10 GGGTCATCCTGGCCA 1573153 DNMT1 1568613 1506825 -4540 1568613 1506825 -4540 1568377 1507145 -4776
Chr1 Normal NT_028054.12 AGGTCAGCACGTCCT 420391 MGC40168 424364 426559 -3973 424930 426559 -4539 425753 426043 -5362
Chr1 Normal NT_032977.5 CTGTCATGCTGACCC 19835015 MI-ER1 19839552 19902623 -4537 19839552 19902623 -4537 19840830 19899493 -5815
Chr20 Normal NT_028392.4 AGGTCTGGCTGACCC 1757639 LPLUNC2 1762175 1778283 -4536 1762175 1778283 -4536 1763149 1777957 -5510
Chr16 Normal NT_024812.10 AGGTCACAGTGAGCA 1590276 CORO1A 1594789 1600260 -4513 1594811 1600260 -4535 1596394 1600148 -6118
Chr5 Complement NT_023133.11 TGGTCAGGCTGATCT 15841798 LOC345434 15837263 15711081 -4535 15837263 15711081 -4535 15837263 15711081 -4535
Chr18 Normal NT_010859.12 GGGACACCATGACCA 13712172 RNMT 13716675 13754557 -4503 13716707 13754557 -4535 13721520 13749981 -9348
Chr17 Complement NT_010783.13 AGGTCAGAGTGACAA 20735917 PSMD12 20731383 20702695 -4534 20731383 20702695 -4534 20731297 20705621 -4620
Chr19 Complement NT_011109.15 GGGTCGTCGTGTCCT 3077905 LOC342870 3073372 3052947 -4533 3073372 3052947 -4533 3073372 3052947 -4533
Chr11 Normal NT_033927.5 AGGTCGATTTGACTT 1904607 IL18BP 1908043 1915790 -3436 1909138 1913828 -4531 1910066 1911971 -5459
Chr1 Complement NT_004350.15 AGGTCAGTTTGCCCA 96132 PEX10 91601 83834 -4531 91601 83834 -4531 91532 84796 -4600
ChrX Complement NT_025965.11 GGCTCACCCTGACCA 629151 IRAK1 624621 615239 -4530 624621 615241 -4530 624542 616589 -4609
Chr19 Normal NT_011109.15 GGGTCAGAAAGACCT 26882811 PRPF31 26887027 26903333 -4216 26887341 26903333 -4530 26889849 26903053 -7038
Chr15 Normal NT_078094.1 GGGTTATGATGACCC 182828 TUBGCP5 187312 227774 -4484 187356 227276 -4528 187409 227132 -4581
Chr11 Complement NT_033903.5 AGGTCGCAGTGAGCC 13714216 CPT1A 13709766 13622471 -4450 13709689 13625464 -4527 13683325 13625495 -30891
Chr1 Normal NT_077982.1 GAGTCAGCTCGACCC 86686 DKFZP434H2010 91213 99818 -4527 91213 99818 -4527 91248 99291 -4562
Chr19 Complement NT_077812.1 GGGCCGCCCTGACCT 208984 LOC147791 204457 201612 -4527 204457 201612 -4527 203590 203171 -5394
Chr17 Complement NT_010755.13 GGCTCACTACGACCT 3308358 KRTHA7 3303832 3299531 -4526 3303832 3299531 -4526 3303497 3299766 -4861
Chr5 Normal NT_006576.13 GGGTGGCCTTGACCT 11423902 LOC348978 11428428 11429472 -4526 11428428 11429472 -4526 11428428 11429472 -4526
Chr11 Complement NT_009237.15 GGGTCACCCCGCCCC 37337691 PEX16 37333937 37324780 -3754 37333165 37324780 -4526 37332921 37325199 -4770
Chr22 Complement NT_011520.9 AGGTCACCATTACCT 3742351 HS322B1A 3737827 3731164 -4524 3737827 3731164 -4524 3737822 3733008 -4529
Chr15 Complement NT_010194.15 GGGTCATGGTGATCT 6193857 LOC145739 6189333 6186921 -4524 6189333 6186921 -4524 6189217 6188936 -4640
Chr2 Normal NT_005403.13 AGGTCATTTTAACCA 53932273 ALS2CR8 53936274 54008531 -4001 53936795 54008249 -4522 53965963 54007663 -33690
Chr1 Complement NT_077386.2 GGGTCACTATTACCT 1931235 IPT 1956204 1913745 24969 1926713 1913750 -4522 1925560 1914437 -5675
Chr15 Complement NT_010194.15 TGGTCATTGTGAGCC 36154183 RIS 36149822 36135049 -4361 36149661 36135049 -4522 36149545 36136609 -4638



ChrX Complement NT_011630.13 GGGTCACTTCCACCC 1455032 LOC139793 1450511 1444080 -4521 1450511 1444080 -4521 1449568 1444171 -5464
Chr17 Complement NT_010755.13 GGATCACTGTGACCA 4456990 HUMGT198A 4452572 4447056 -4418 4452470 4447056 -4520 4452427 4447709 -4563
ChrX Normal NT_011651.13 AGGTCAGTATGATCA 23135271 SRPUL 23139759 23166858 -4488 23139791 23166858 -4520 23141886 23166550 -6615
Chr11 Complement NT_033899.5 TGGTCACTCTGACTC 21243632 FXYD2 21242486 21234469 -1146 21239113 21234469 -4519 21242407 21235066 -1225
Chr11 Complement NT_033899.5 TGGTCACTCTGACTC 21243632 FXYD2 21242486 21234469 -1146 21239113 21234469 -4519 21239072 21235066 -4560
Chr17 Complement NT_010755.13 GGATCACTGTGACCA 4456990 HUMGT198A 4452572 4447056 -4418 4452471 4447056 -4519 4452427 4447709 -4563
Chr5 Complement NT_077451.2 GGTTCATTCTGACCC 2609769 LOC340046 2605252 2599503 -4517 2605252 2599503 -4517 2605252 2599503 -4517
Chr2 Normal NT_005079.12 TGGTCGAACTGACCC 4079730 LOC348732 4084247 4091189 -4517 4084247 4091189 -4517 4084247 4091189 -4517
Chr19 Complement NT_011109.15 AGGTCACAGTGCCCT 23492902 SHANK1 23488385 23433274 -4517 23488385 23433274 -4517 23488366 23433412 -4536
Chr3 Normal NT_005825.15 TGGTCAAGATGCCCC 4097755 CCR5 4102270 4108328 -4515 4102270 4108328 -4515 4105031 4106089 -7276
Chr1 Complement NT_021937.15 AGGTCAGCATCACCT 519785 LZIC 515376 494106 -4409 515271 501981 -4514 508611 502391 -11174
Chr1 Normal NT_077913.1 TGGTCAGGTTGACCC 37864 B3GALT6 42377 44230 -4513 42377 44230 -4513 42391 43380 -4527
Chr4 Complement NT_006316.15 AGGTTGCAGTGACCT 6757437 PROM1 6761026 6645215 3589 6752924 6645215 -4513 6752887 6648048 -4550
Chr19 Complement NT_011295.10 AGGTCGCAGTGAGCC 1711509 RAVER1 1706997 1689693 -4512 1706997 1689693 -4512 1706985 1690952 -4524
Chr2 Complement NT_022171.13 CGGTCAGCCTGACCT 438410 LOC284995 433899 431515 -4511 433899 431515 -4511 432396 432115 -6014
Chr22 Complement NT_028395.2 AGGACACCGCGACCT 175264 LOC343924 170753 144776 -4511 170753 144776 -4511 170753 144776 -4511
Chr2 Complement NT_005334.13 GGGTCACTGTGAACG 5036930 LOC344351 5032419 5025674 -4511 5032419 5025674 -4511 5032419 5025674 -4511
Chr5 Normal NT_006431.13 GGGTCAAATTTACCT 7599670 LOC285665 7604180 7612287 -4510 7604180 7612287 -4510 7611348 7611635 -11678
Chr6 Normal NT_007592.13 GGGCCACACCGACCC 32096144 NCR2 32100654 32115742 -4510 32100654 32115742 -4510 32100742 32115729 -4598
Chr5 Complement NT_077451.2 AGCTCACTGCGACCT 714137 FLJ13057 709628 706712 -4509 709628 706712 -4509 709506 707926 -4631
Chr7 Normal NT_007819.13 TGGTCACAGTGGCCT 35475126 LOC352280 35479635 35485127 -4509 35479635 35485127 -4509 35479635 35485127 -4509
Chr1 Complement NT_004464.15 AGGTCAGCAGGACCT 1996494 ZNF265 1992003 1974266 -4491 1991985 1974312 -4509 1991969 1976719 -4525
Chr4 Normal NT_016354.15 AGGTCAAAACCACCT 28960525 LOC255621 28965032 29040821 -4507 28965032 29040821 -4507 28968850 29007624 -8325
Chr1 Normal NT_004873.14 AGGTTGTAGTGACCC 2547017 SHARP 2551524 2644115 -4507 2551524 2644115 -4507 2551728 2643087 -4711
Chr19 Normal NT_011109.15 AGGTCAGAGTCACCT 27317651 FLJ00060 27322157 27325212 -4506 27322157 27325212 -4506 27322783 27323127 -5132
Chr19 Normal NT_011295.10 AGGGCATCCTGACCA 99687 LOC284383 104193 105137 -4506 104193 105137 -4506 104193 105137 -4506
Chr5 Complement NT_006576.13 GGGTCATATTGACAA 14640363 LOC340112 14635857 14634910 -4506 14635857 14634910 -4506 14635755 14635381 -4608
Chr18 Complement NT_025028.13 GGGTCAGCCTGTCCT 519973 LOC342765 515467 444708 -4506 515467 444708 -4506 515467 444708 -4506
Chr3 Complement NT_005962.15 AGGTCAGACTGACTC 18760329 FLJ12748 18755845 18746133 -4484 18755828 18746133 -4501 18755798 18747607 -4531
Chr2 Complement NT_022135.13 AGGTCATGCGGACCT 147865 BUB1 143383 103004 -4482 143365 103155 -4500 143315 103285 -4550
Chr19 Complement NT_011109.15 GGGTCACTGTGCCCT 27076925 LILRA3 27072455 27068048 -4470 27072425 27068048 -4500 27072363 27068236 -4562
Chr2 Complement NT_005403.13 GGGTCACTGCAACCT 30458071 LOC344085 30453571 30375886 -4500 30453571 30375886 -4500 30453571 30375886 -4500
Chr19 Normal NT_011255.13 AGGTTGCAGTGACCT 4240192 FSD1 4244605 4263838 -4413 4244691 4263838 -4499 4244744 4263640 -4552
Chr14 Complement NT_026437.10 AGGTGAACTTGACCA 84312405 C14orf2 84307916 84298667 -4489 84307907 84298668 -4498 84301567 84299044 -10838
Chr5 Complement NT_029289.9 ACGTCGACATGACCC 9926272 IL17B 9946702 9916769 20430 9921775 9916769 -4497 9921725 9916869 -4547
Chr19 Normal NT_011295.10 GGGCCAGTGTGACCT 10433113 LOC284439 10437610 10486495 -4497 10437610 10486495 -4497 10469736 10484487 -36623
Chr1 Normal NT_004391.15 AGCTCACTGCGACCT 453496 LYPLA2 457993 462382 -4497 457993 462374 -4497 459520 461569 -6024
Chr19 Normal NT_011295.10 AGCTCACTGTGACCT 1196919 UBL5 1201377 1203593 -4458 1201416 1203593 -4497 1201816 1203486 -4897
Chr3 Normal NT_005927.15 AGGTCAAAAAGACCA 11825959 LOC285373 11830454 11878928 -4495 11830454 11878928 -4495 11841725 11878928 -15766
Chr13 Normal NT_009799.12 AGGTCATCGGGACCC 6536555 LOC219278 6541049 6554248 -4494 6541049 6554248 -4494 6541049 6554248 -4494
Chr19 Complement NT_011255.13 AGGTTGCAGTGACCT 1039830 POLR2E 1035598 1026875 -4232 1035336 1028166 -4494 1035314 1029485 -4516
Chr6 Normal NT_007592.13 AGGCCAGCCTGACCA 19755627 LOC346165 19760119 19770288 -4492 19760119 19770288 -4492 19760119 19770288 -4492
Chr6 Normal NT_034874.2 AGGCCAGCCTGACCA 200764 LOC347630 205256 215425 -4492 205256 215425 -4492 205256 215425 -4492
Chr20 Complement NT_011387.8 AGGTCATAGCAACCC 23258612 LOC350967 23254120 23172285 -4492 23254120 23172285 -4492 23254120 23172285 -4492
Chr5 Normal NT_006713.13 TGTTCACTTTGACCT 9985063 DKFZp761J139 9989534 10001247 -4471 9989554 10001247 -4491 9992709 10000613 -7646
Chr9 Normal NT_008470.15 AGGTCCCAATGACCA 18891394 LOC349359 18895884 18897406 -4490 18895884 18897406 -4490 18896014 18897389 -4620
Chr18 Complement NT_010966.13 AGTTCAGGATGACCA 10116278 DSC3 10111791 10059448 -4487 10111791 10060133 -4487 10111728 10063243 -4550
ChrX Complement NT_011638.11 GGGTCACTCCCACCC 1329717 LOC347549 1325231 1324368 -4486 1325231 1324368 -4486 1325231 1324368 -4486
Chr1 Normal NT_037485.3 AGGTTGCAGTGACCC 1755447 DKFZP564D0478 1759883 1774099 -4436 1759931 1774099 -4484 1759958 1773166 -4511
Chr9 Normal NT_023935.15 AGGTCTTTATGACCT 10726536 LOC352606 10731019 10771443 -4483 10731019 10771443 -4483 10731019 10771443 -4483
Chr1 Complement NT_032962.4 AGGTCGCAGTGAGCT 1841162 POGZ 1853928 1797196 12766 1836679 1797196 -4483 1836676 1797655 -4486
Chr16 Complement NT_024797.13 GGGTCACTGCAACCT 1363351 LOC283926 1358870 1355652 -4481 1358870 1357716 -4481 1358429 1358214 -4922
Chr5 Normal NT_006431.13 GGGTCAGCGCGTCCT 1239532 ISL1 1243701 1255296 -4169 1244012 1255296 -4480 1244258 1254187 -4726
Chr16 Complement NT_024812.10 TGGTCAGGCTGGCCT 1845520 MGC5627 1841063 1834607 -4457 1841040 1834688 -4480 1840968 1835221 -4552
Chr10 Complement NT_008705.14 GTGTCACCATGACCA 3166335 NEBL 3438061 3045415 271726 3161856 3045415 -4479 3161459 3050001 -4876
Chr9 Normal NT_078083.1 TGGTCACCGTCACCC 124430 LOC352672 128908 136937 -4478 128908 136937 -4478 128908 136937 -4478
Chr6 Complement NT_007592.13 AGGTCAGCTCAACCC 22705935 C6orf29 22701475 22685680 -4460 22701458 22685901 -4477 22701458 22686109 -4477
Chr6 Complement NT_033951.3 GGGTCAGCTCAACCC 3297495 C6orf29 3293035 3277229 -4460 3293018 3277450 -4477 3293018 3277658 -4477
Chr6 Complement NT_034874.2 AGGTCAGCTCAACCC 3154637 C6orf29 3150177 3134378 -4460 3150160 3134599 -4477 3150160 3134807 -4477
Chr19 Normal NT_011109.15 AGGTCATTGTAACCC 15429462 LOC126341 15433939 15466423 -4477 15433939 15466423 -4477 15433939 15466423 -4477
Chr16 Normal NT_024812.10 GGTTCGTTGTGACCT 720437 LOC283892 724913 743828 -4476 724913 743828 -4476 724927 738920 -4490
ChrX Normal NT_011757.12 AGGTTAGCATGACCT 4862524 LOC352816 4866998 4941572 -4474 4866998 4941572 -4474 4866998 4941572 -4474
Chr9 Normal NT_023935.15 AGGTCATTTTGTCCA 8275961 GCNT1 8238675 8286862 37286 8280434 8283708 -4473 8281830 8283116 -5869
Chr19 Normal NT_011109.15 AGGTCATCCTGACTG 28546194 LOC284301 28550667 28558433 -4473 28550667 28558433 -4473 28550667 28558433 -4473
Chr12 Normal NT_029419.10 TGGTCAGGCTGATCT 26984770 TBK1 26989206 27039197 -4436 26989243 27039197 -4473 26992957 27038467 -8187
Chr14 Complement NT_026437.10 AGGTCACTGCAACCT 34880251 GMFB 34875779 34861247 -4472 34875779 34861247 -4472 34875683 34864844 -4568
Chr9 Normal NT_019501.12 GGGTCACTGTGAGCT 1305031 KCNT1 1309503 1393719 -4472 1309503 1393719 -4472 1309668 1358331 -4637
Chr9 Complement NT_024000.15 GGGGCGGCGTGACCT 646535 CLIC3 642334 640139 -4201 642064 640167 -4471 641234 640212 -5301
Chr17 Complement NT_010783.13 AGGCCAGCCTGACCA 12879234 LOC348236 12874768 12807118 -4466 12874768 12807118 -4466 12874768 12807118 -4466
Chr9 Complement NT_008413.15 GGGTCACTCCCACCT 25282335 LOC352705 25277869 25178458 -4466 25277869 25178458 -4466 25277869 25178458 -4466
Chr5 Complement NT_034772.4 CGGGCACAGTGACCC 34743288 LOC134550 34738823 34738413 -4465 34738823 34738413 -4465 34738823 34738413 -4465
ChrX Normal NT_011786.13 GGGACATGATGACCC 13128702 LOC139363 13133166 13134218 -4464 13133166 13134218 -4464 13133166 13134218 -4464
Chr3 Complement NT_005999.15 TGGTCAATTTGAGCC 1387402 BAP1 1382947 1373957 -4455 1382939 1373957 -4463 1382824 1375234 -4578
Chr19 Normal NT_011109.15 AGTTCATTCCGACCT 22130934 DKKL1-pending 22133230 22146563 -2296 22135397 22146561 -4463 22135446 22146475 -4512
Chr9 Complement NT_008413.15 GGGTCATTTTAACCA 14916890 LOC286346 14912428 14910764 -4462 14912428 14910764 -4462 14912236 14911541 -4654
Chr6 Complement NT_034880.2 GGCTCAAGCCGACCC 1323388 LOC345967 1318926 1258047 -4462 1318926 1258047 -4462 1318926 1258047 -4462
Chr11 Complement NT_033899.5 AGGTCGTGAGGACCT 6143961 MMP8 6139526 6127171 -4435 6139499 6127171 -4462 6139427 6127920 -4534
Chr4 Complement NT_006238.10 AGGGCAAGGTGACCA 4190513 LOC345305 4186052 4151388 -4461 4186052 4151388 -4461 4186052 4151388 -4461
Chr6 Complement NT_007592.13 AGGTCAGCTCAACCC 22705935 C6orf29 22701475 22685680 -4460 22701475 22685680 -4460 22701458 22686109 -4477
Chr6 Complement NT_033951.3 GGGTCAGCTCAACCC 3297495 C6orf29 3293035 3277229 -4460 3293035 3277229 -4460 3293018 3277658 -4477
Chr6 Complement NT_034874.2 AGGTCAGCTCAACCC 3154637 C6orf29 3150177 3134378 -4460 3150177 3134378 -4460 3150160 3134807 -4477
Chr22 Complement NT_011520.9 AGGTCAGGGTGAGCA 22066583 LOC150371 22062123 22057371 -4460 22062123 22057371 -4460 22061896 22057626 -4687
Chr16 Complement NT_024797.13 TGCTCAGCATGACCT 10554466 LOC342305 10550006 10542107 -4460 10550006 10542107 -4460 10549998 10542107 -4468
Chr2 Complement NT_005403.13 AGGTCACTCTGAGCA 51992161 ORC2L 51987769 51934249 -4392 51987701 51934541 -4460 51982183 51935361 -9978
Chr18 Complement NT_025028.13 AGGTTGCAATGACCT 8884999 VPS4B 8880595 8847273 -4404 8880539 8847273 -4460 8880338 8849054 -4661
Chr7 Complement NT_007819.13 TGGTGATGTTGACCT 17280230 SNX13 17275771 17128110 -4459 17275771 17128110 -4459 17275570 17129322 -4660
Chr11 Normal NT_035113.4 AGGTCATGTTCACCA 984692 LOC338709 989150 1018905 -4458 989150 1018905 -4458 1017396 1018658 -32704
Chr1 Complement NT_004668.15 AGGTTGCAGTGACCT 2248169 FLJ23040 2279406 2206588 31237 2243712 2206588 -4457 2243710 2207361 -4459
Chr20 Complement NT_011387.8 AAGTCAGTGTGACCG 23363219 LOC343694 23358762 23345393 -4457 23358762 23345393 -4457 23358762 23345393 -4457
Chr18 Complement NT_010879.13 GGGACACACTGACCA 1796320 LOC348275 1791863 1785405 -4457 1791863 1785405 -4457 1791863 1785405 -4457
Chr13 Complement NT_024524.12 CGGTCAAGCTGACAC 20674913 LOC341675 20670457 20616551 -4456 20670457 20616551 -4456 20670457 20616551 -4456
Chr19 Normal NT_011295.10 TGGTCCGCTTGACCT 8584530 MDS032 8588986 8593440 -4456 8588986 8593440 -4456 8589017 8593434 -4487
Chr3 Complement NT_005612.13 CAGTCACTATGACCT 42875201 STAG1 42870781 42454615 -4420 42870745 42456473 -4456 42749276 42456632 -125925



Chr11 Normal NT_033899.5 CGGTGACCATGACCT 28363243 FLJ13215 28367696 28455063 -4453 28367696 28418776 -4453 28368308 28401199 -5065
Chr2 Complement NT_022184.12 GGGTCATAACCACCT 65242983 IMMT 65238531 65186990 -4452 65238531 65186997 -4452 65238439 65187325 -4544
Chr5 Normal NT_077451.2 AGGTCATGTTCACCA 3806854 LOC340125 3811306 3841459 -4452 3811306 3841459 -4452 3839950 3841212 -33096
Chr19 Normal NT_011109.15 AGGTCACAGTGCCCT 23492902 LOC348318 23497352 23499941 -4450 23497352 23499941 -4450 23499501 23499941 -6599
Chr22 Complement NT_011520.9 GGGTCAGAGTGACAG 3369507 LOC51233 3365057 3364164 -4450 3365057 3364164 -4450 3364779 3364393 -4728
Chr1 Normal NT_021877.15 TGGTCACTTTGCCCT 3303113 G0S2 3307467 3308529 -4354 3307562 3308529 -4449 3307827 3308138 -4714
Chr2 Complement NT_022171.13 TGGCCAAGCTGACCT 9259475 LOC351122 9255026 9234204 -4449 9255026 9234204 -4449 9255026 9234204 -4449
Chr10 Normal NT_008705.14 AGGTCACCCTAACCA 6468970 DKFZP761L0424 5959000 6812102 509970 6473418 6812102 -4448 6473448 6810578 -4478
Chr1 Normal NT_077964.1 TTGTCACAGTGACCC 161771 LOC343271 166217 166787 -4446 166217 166787 -4446 166217 166787 -4446
Chr20 Normal NT_011333.5 GGGTCAGGTGGACCC 427895 LOC350907 432339 436964 -4444 432339 436964 -4444 432339 436964 -4444
ChrX Normal NT_011786.13 AGGTCAACATGACAA 1518768 LOC347463 1523210 1524013 -4442 1523210 1524013 -4442 1523210 1524013 -4442
Chr9 Complement NT_019501.12 GGGTCTCGCTGACCC 1113487 MGC29761 1109045 1102492 -4442 1109045 1102493 -4442 1107162 1102824 -6325
Chr19 Normal NT_011255.13 GGCTCACTGCGACCT 4279111 FLJ14981 4283551 4300140 -4440 4283551 4300078 -4440 4283591 4299999 -4480
Chr16 Normal NT_037887.3 AGGTCGCGGTGACTT 1663842 HN1L 1668258 1691434 -4416 1668281 1691434 -4439 1668315 1689000 -4473
Chr2 Complement NT_005403.13 GGGTCACTCCCACCC 26783932 LOC351321 26779493 26722299 -4439 26779493 26722299 -4439 26779493 26722299 -4439
Chr11 Complement NT_033899.5 GGGGCAAACTGACCT 32104499 LOC283167 32100062 32094384 -4437 32100062 32094384 -4437 32099713 32099411 -4786
Chr3 Normal NT_022517.15 AGGTCATAAAGACCT 14364489 LOC131405 14368925 14479177 -4436 14368925 14479177 -4436 14368925 14479177 -4436
Chr19 Normal NT_011109.15 GGGTCACTCCAACCT 26222724 LOC284378 26227160 26229696 -4436 26227160 26229696 -4436 26227258 26227641 -4534
Chr7 Complement NT_029998.6 TGGTGAACATGACCT 64030 LOC340227 96563 20029 32533 59595 29938 -4435 31447 30185 -32583
Chr15 Complement NT_010194.15 TGGTCAGAGTGACCT 11192694 BMF 11188260 11169705 -4434 11188260 11169705 -4434 11187898 11173599 -4796
Chr11 Complement NT_028310.10 AGATCAGCCTGACCA 522102 LOC196214 517669 514419 -4433 517669 514419 -4433 516093 515317 -6009
Chr5 Complement NT_029289.9 GGGTCACCCTGTCCA 7425528 PPP2R2B 7623951 7130878 198423 7421096 7130878 -4432 7420571 7132447 -4957
Chr11 Normal NT_009237.15 GGGTTATTGTGACCT 5380912 SPON1 5385342 5690532 -4430 5385342 5690454 -4430 5385556 5688337 -4644
Chr3 Normal NT_005612.13 TGGTCATATTGACCA 4738751 LOC201540 4743180 4746432 -4429 4743180 4746432 -4429 4743180 4746432 -4429
Chr13 Normal NT_009799.12 AGGTCGCAATGAGCC 10146146 LOC341784 10150572 10153901 -4426 10150572 10153901 -4426 10150572 10153901 -4426
Chr4 Complement NT_016606.15 GGGTCACTCCCACCC 28904399 LOC345244 28899973 28580312 -4426 28899973 28580312 -4426 28899973 28580312 -4426
Chr1 Complement NT_019273.15 AGGTTGCGGTGACCC 3604051 ST7L 3601261 3503957 -2790 3599625 3504698 -4426 3599549 3506449 -4502
Chr17 Normal NT_010718.13 GGGTAAGCCTGACCT 11404219 MYCD 11408643 11506098 -4424 11408643 11506098 -4424 11408643 11506098 -4424
Chr15 Normal NT_010274.15 GGGCCAGGCTGACCA 6388815 FES 6393236 6404533 -4421 6393236 6404533 -4421 6393803 6404315 -4988
Chr15 Normal NT_010194.15 AGGTCACAGTGAGCT 40391694 FLJ20190 40380667 40488417 11027 40396115 40486216 -4421 40441793 40485534 -50099
Chr22 Complement NT_011519.10 TGGTCAGGCTGATCT 758713 CECR6 754401 749339 -4312 754293 749339 -4420 754167 752431 -4546
Chr1 Normal NT_026943.12 GGGTCATGTTGAGCA 1304236 SPATA1 1308654 1355421 -4418 1308654 1355421 -4418 1318618 1346601 -14382
Chr20 Normal NT_011362.8 AGGTCTGTCTGACCA 8153043 C20orf121 8157449 8172128 -4406 8157460 8172128 -4417 8161744 8171097 -8701
Chr1 Complement NT_004836.14 AGGACACGATGACCT 9941410 LOC339530 9936993 9935140 -4417 9936993 9935140 -4417 9936993 9935140 -4417
Chr6 Normal NT_034880.2 GGTTCACTGCGACCT 294955 LOC345961 299372 299659 -4417 299372 299659 -4417 299372 299659 -4417
Chr6 Normal NT_007592.13 AGGTCACTCTGAGCA 25518023 SNRPC 25522310 25538760 -4287 25522439 25538694 -4416 25522448 25538474 -4425
Chr12 Complement NT_009775.13 GGGACAAACCGACCC 3912560 TBX3 3908848 3894939 -3712 3908145 3895251 -4415 3907884 3896525 -4676
Chr20 Normal NT_011362.8 TGGGCACAGTGACCT 10019693 LOC343592 10024107 10029409 -4414 10024107 10029409 -4414 10024107 10029409 -4414
Chr2 Normal NT_022184.12 AGGTCAAAAAGACCT 16710908 LOC344381 16715322 16830237 -4414 16715322 16830237 -4414 16715364 16830237 -4456
Chr22 Complement NT_011519.10 TGGCCAGTCTGACCC 837108 CECR1 842929 812342 5821 832695 812342 -4413 832618 814523 -4490
Chr9 Normal NT_078083.1 CGGTCACCGTCACCC 124497 LOC352672 128908 136937 -4411 128908 136937 -4411 128908 136937 -4411
Chr7 Normal NT_007933.12 GGGTCAGATTGACTG 15070805 STEAP2 15075216 15101207 -4411 15075216 15101145 -4411 15088613 15096154 -17808
Chr20 Complement NT_011362.8 AGGACAGGCTGACCC 9390984 WFDC10B 9386573 9366207 -4411 9386573 9366207 -4411 9367546 9366384 -23438
Chr7 Normal NT_007914.12 GGCTCATTGCGACCT 14526730 LOC346551 14531140 14534959 -4410 14531140 14534959 -4410 14531140 14534959 -4410
Chr22 Complement NT_011520.9 CGGTCAGGGAGACCC 8591539 XBP1 8587129 8581118 -4410 8587129 8581118 -4410 8587081 8582103 -4458
Chr13 Normal NT_024524.12 AGGACAATCTGACCA 3761921 LOC349934 3766330 3790073 -4409 3766330 3790073 -4409 3766330 3790073 -4409
Chr12 Normal NT_029419.10 AGGTCTCATTGACCT 4819551 LOC283465 4823958 4825084 -4407 4823958 4825084 -4407 4824019 4824786 -4468
Chr15 Complement NT_010194.15 TGGTCACTATGACAT 6158958 LOC283740 6154551 6152904 -4407 6154551 6152904 -4407 6154548 6154144 -4410
Chr16 Complement NT_019609.11 GGGTCACAGGGACCC 992046 LOC283904 987639 966633 -4407 987639 966633 -4407 967026 966691 -25020
Chr6 Complement NT_025741.12 AGGACACGCCGACCT 3452991 LOC345855 3448584 3445866 -4407 3448584 3445866 -4407 3448584 3445866 -4407
Chr2 Complement NT_022184.12 GGGTTAATCTGACCT 1970828 LOC344295 1966424 1916122 -4404 1966424 1916122 -4404 1966424 1916122 -4404
Chr17 Normal NT_010755.13 CGCTCACCTTGACCT 3991769 HspB9 3996172 3998092 -4403 3996172 3998092 -4403 3997592 3998071 -5823
Chr5 Complement NT_034772.4 AGGTTATGGCGACCC 37948274 LOC256159 37943872 37942178 -4402 37943872 37942178 -4402 37943233 37942922 -5041
Chr11 Complement NT_033903.5 CGGTCACGGTGGCCT 13776080 LOC219927 13771684 13759130 -4396 13771679 13759130 -4401 13771662 13761251 -4418
Chr3 Normal NT_005612.13 AGGTGAGAATGACCT 56521259 KIAA0669 56525658 56577439 -4399 56525658 56577149 -4399 56526674 56575959 -5415
Chr19 Complement NT_011109.15 AGATCACAGTGACCT 1772108 LOC342863 1767711 1759590 -4397 1767711 1759590 -4397 1767711 1759590 -4397
Chr19 Complement NT_011295.10 GGGTCAGCTCAACCT 9822337 DKFZp434I1916 9817941 9816277 -4396 9817941 9816277 -4396 9817128 9816711 -5209
Chr19 Complement NT_011109.15 AGTTCACTGTGACCC 25173630 LOC284373 25169234 25160285 -4396 25169234 25160285 -4396 25167182 25161486 -6448
Chr1 Complement NT_077957.1 GGGTCAAAGCGTCCC 82969 LOC348487 78573 72705 -4396 78573 72705 -4396 78539 73372 -4430
Chr3 Complement NT_005612.13 AGGTTGGTCTGACCT 26471732 LOC116064 26467340 26448079 -4392 26467340 26448079 -4392 26467244 26449201 -4488
Chr3 Complement NT_005999.15 GGGTCAGTGTGACCC 1203501 TLR9 1199109 1194028 -4392 1199109 1194028 -4392 1198475 1194163 -5026
Chr2 Normal NT_022184.12 GGCTCACTGCGACCT 53497118 WBP1 53501374 53503942 -4256 53501509 53503942 -4391 53501662 53503740 -4544
Chr19 Normal NT_011109.15 AGGTCACTTTGTCCC 12200153 SUPT5H 12204440 12235524 -4287 12204542 12235524 -4389 12204749 12235257 -4596
Chr19 Normal NT_011109.15 GGGTCACCCTGTCCA 12234750 TIM50L 12239139 12250684 -4389 12239139 12250684 -4389 12239403 12248678 -4653
Chr10 Complement NT_030059.10 GGGGCAGGGTGACCC 21170953 LOC143286 21166565 21163354 -4388 21166565 21163354 -4388 21164063 21163752 -6890
ChrX Normal NT_011757.12 AGGTCACACTGATCC 3093859 LOC139451 3098246 3103983 -4387 3098246 3103983 -4387 3098246 3103983 -4387
Chr19 Complement NT_011295.10 AGCTCACTGTGACCT 1196919 FBXL12 1192557 1183747 -4362 1192533 1183747 -4386 1192291 1184374 -4628
Chr3 Normal NT_022517.15 AGGTCAAATTGACTT 3369836 LOC351415 3374222 3437717 -4386 3374222 3437717 -4386 3374222 3437717 -4386
Chr17 Normal NT_010718.13 AGGTCAGCCTGAGCA 16777487 MGC3048 16781743 16808574 -4256 16781873 16808574 -4386 16781916 16807694 -4429
Chr10 Complement NT_030059.10 AGGTCAAGTTGACAT 11870071 LOC347765 11865686 11865085 -4385 11865686 11865085 -4385 11865686 11865085 -4385
Chr15 Normal NT_010274.15 AGGTCACCACAACCT 6454188 SMAP-1 6438937 6462849 15251 6458572 6462849 -4384 6458910 6462473 -4722
Chr3 Normal NT_005612.13 TGGTCAGGCTGATCT 32818271 MGC13016 32822621 33078780 -4350 32822654 33078780 -4383 32822692 33078580 -4421
Chr5 Normal NT_023148.11 AGGTCAGCATTACCT 4580588 FLJ39485 4584969 4587341 -4381 4584969 4587341 -4381 4585269 4586204 -4681
Chr19 Normal NT_011255.13 AGGTCACCCTGACTC 2610440 LOC342951 2614821 2618991 -4381 2614821 2618991 -4381 2614821 2618991 -4381
Chr9 Complement NT_008470.15 AGGTCAGTCTGACTT 2807985 TBC1D2 2844331 2787735 36346 2803604 2787735 -4381 2801913 2788083 -6072
Chr12 Complement NT_029419.10 AGGTCAAATTCACCT 28368440 LOC204010 28364060 28295103 -4380 28364060 28295103 -4380 28295828 28295235 -72612
Chr4 Complement NT_022792.15 GGGTCATGAGGACCC 18301697 LOC345130 18297317 18262681 -4380 18297317 18262681 -4380 18297317 18262681 -4380
Chr1 Complement NT_004668.15 GGGTGGATATGACCT 4974674 LOC128365 4970296 4969319 -4378 4970296 4969319 -4378 4970296 4969319 -4378
Chr12 Complement NT_009775.13 AGGTCACTGCAACCT 6110486 HRK 6106111 6085906 -4375 6106111 6085906 -4375 6105991 6105716 -4495
Chr16 Normal NT_019609.11 GGGTCACAGTGAACA 510177 LOC146475 514551 515343 -4374 514551 515343 -4374 514963 515298 -4786
Chr5 Normal NT_006576.13 GGGTCAATATGACAA 25253052 LOC345560 25257426 25281817 -4374 25257426 25281817 -4374 25257426 25281817 -4374
Chr1 Complement NT_004668.15 AGGTCAGTGTGGCCA 3154478 FLJ12671 3150867 3144472 -3611 3150106 3144814 -4372 3149845 3145542 -4633
Chr6 Complement NT_007422.12 TGGTCACAGTCACCC 2317804 LOC346068 2313432 2302899 -4372 2313432 2302899 -4372 2313432 2302899 -4372
Chr9 Complement NT_008470.15 AGGTCATATTGACTA 6080263 MGC12992 6122149 6064028 41886 6075894 6064028 -4369 6065793 6064582 -14470
Chr11 Normal NT_033903.5 AGCTCAAGCTGACCG 12292007 RPS6KB2 12296351 12303261 -4344 12296376 12303261 -4369 12296376 12303029 -4369
Chr1 Complement NT_004668.15 AGCTCACTGCGACCT 4758025 CD1B 4753692 4750147 -4333 4753659 4750180 -4366 4753614 4750427 -4411
Chr5 Complement NT_029289.9 TGGTCAGTTTGACCC 1238265 HARS 1233899 1216419 -4366 1233899 1216419 -4366 1233817 1216770 -4448
ChrY Normal NT_011875.9 GGGTCACCCTGAACA 860506 LOC347571 864872 976306 -4366 864872 976306 -4366 864872 976306 -4366
Chr2 Complement NT_022184.12 AGATCAGCCTGACCA 6452739 PPM1G 6448382 6419622 -4357 6448373 6419622 -4366 6448222 6420399 -4517
Chr2 Complement NT_022184.12 GGGTCACCGCCACCC 24056822 SIX2 24052456 24048276 -4366 24052456 24048276 -4366 24052181 24049242 -4641
Chr10 Complement NT_008583.15 CTGTCAGTGTGACCT 12583979 RTKN2 12579722 12493942 -4257 12579614 12504103 -4365 12579517 12508815 -4462
Chr12 Complement NT_029419.10 AGGTCGCAGTGAGCT 18857668 TMEM4 18853438 18847523 -4230 18853303 18847529 -4365 18852307 18847642 -5361
Chr1 Normal NT_026943.12 AGGTCAGACTTACCC 1042231 LOC284504 1046594 1047162 -4363 1046594 1047162 -4363 1046901 1047095 -4670



Chr1 Normal NT_004668.15 GGGTCACTGCAACCT 1545851 EFNA1 1549768 1557164 -3917 1550213 1557164 -4362 1550286 1556375 -4435
Chr11 Normal NT_033927.5 AGGTCGATTTGACTT 1904607 IL18BP 1908043 1915790 -3436 1908968 1915790 -4361 1910066 1911971 -5459
Chr17 Complement NT_010718.13 GGGTCACAGTGACAT 17372428 LOC284047 17368067 17330183 -4361 17368067 17345739 -4361 17367897 17346050 -4531
Chr17 Normal NT_010718.13 AGGTTGCAGTGACCT 15902751 KIAA0864 15818161 15928008 84590 15907111 15928008 -4360 15907517 15927345 -4766
Chr2 Complement NT_005120.13 AGGTGACTGTGACCA 5473822 LOC339770 5469462 5407389 -4360 5469462 5407389 -4360 5469462 5407389 -4360
Chr6 Normal NT_007592.13 AGGTCACAGTGAGCC 33820158 LOC89953 33824500 33839960 -4342 33824518 33832258 -4360 33826201 33832017 -6043
Chr10 Normal NT_008583.15 CGGTCTGCATGACCC 14140710 LOC347795 14145068 14183490 -4358 14145068 14183490 -4358 14145068 14183490 -4358
Chr4 Normal NT_022792.15 TGGTCATCATGGCCT 21324088 ZFP42 21328446 21337720 -4358 21328446 21337720 -4358 21335483 21336415 -11395
Chr2 Complement NT_022184.12 AGATCAGCCTGACCA 6452739 PPM1G 6448382 6419622 -4357 6448382 6420001 -4357 6448222 6420399 -4517
Chr15 Complement NT_010194.15 TGATCAAGATGACCT 49214319 KIP2 49210468 49183392 -3851 49209963 49183392 -4356 49209957 49184055 -4362
Chr12 Complement NT_009714.15 GGGTCTTTATGACCT 24708546 LOC283342 24704191 24700421 -4355 24704191 24702523 -4355 24704074 24703667 -4472
Chr6 Complement NT_023451.12 AGCTCACTGCGACCT 3302253 LOC345842 3297899 3297378 -4354 3297899 3297378 -4354 3297794 3297378 -4459
Chr9 Normal NT_008476.14 GGGTCGCTGTGGCCC 5421800 LOC347322 5426153 5466804 -4353 5426153 5466804 -4353 5426153 5466804 -4353
Chr6 Normal NT_025741.12 GGGTCACTGCAACCT 16546292 WISP3 16544707 16560318 1585 16550645 16560314 -4353 16550645 16560252 -4353
Chr5 Normal NT_006713.13 AGGTCTTTGTGACCT 9644338 RASGRF2 9648690 9914604 -4352 9648690 9914604 -4352 9648690 9913721 -4352
Chr4 Complement NT_016354.15 AGGTCATTGTGACTT 24855545 ADH7 24851194 24828139 -4351 24851194 24828191 -4351 24851094 24829009 -4451
Chr4 Complement NT_022792.15 GGGTCATGTTGACAA 1759611 LOC348874 1755260 1749354 -4351 1755260 1749354 -4351 1754491 1749376 -5120
Chr1 Normal NT_004668.15 TGGTCATGTTGGCCT 7584255 PPOX 7588596 7600202 -4341 7588606 7593407 -4351 7589039 7593367 -4784
Chr19 Complement NT_011255.13 GGGCCACTCCGACCT 3550918 TBXA2R 3546831 3534778 -4087 3546567 3535518 -4351 3540632 3535686 -10286
Chr5 Normal NT_023089.13 GGGTCACTACAACCT 10541307 LOC345711 10545654 10632963 -4347 10545654 10632963 -4347 10545654 10632963 -4347
Chr19 Normal NT_011109.15 AGGTAGAAATGACCT 30625113 UBF-fl 30629459 30648143 -4346 30629459 30648143 -4346 30629597 30639698 -4484
Chr17 Complement NT_010718.13 AGGTAAAAATGACCA 154720 YWHAE 150438 94329 -4282 150374 94338 -4346 150295 95234 -4425
Chr6 Complement NT_025741.12 GGGTCACTGCAACCT 10024540 PREP 10020388 9894870 -4152 10020195 9894870 -4345 10020195 9895448 -4345
Chr15 Normal NT_010194.15 TGGTCATTGTGAGCC 36154183 LOC348095 36158526 36159902 -4343 36158526 36159902 -4343 36158526 36159902 -4343
Chr19 Complement NT_011109.15 TGGTCAGCTTGACTT 7722097 FLJ38451 7717755 7715476 -4342 7717755 7715476 -4342 7717581 7717078 -4516
Chr2 Complement NT_022135.13 GGGTCAGACCCACCT 2748060 PAX8 2744230 2682683 -3830 2743718 2683850 -4342 2743713 2683853 -4347
Chr2 Normal NT_005416.10 CGGCCAGAATGACCC 1616998 LOC351381 1621339 1651593 -4341 1621339 1651593 -4341 1621339 1651593 -4341
Chr17 Complement NT_010718.13 AGGTGATGACGACCT 15681631 LOC96597 15677290 15665366 -4341 15677290 15665366 -4341 15668561 15666447 -13070
Chr2 Complement NT_005403.13 AGGTCATAAAGACCC 8464235 PSCDBP 8459901 8430472 -4334 8459894 8430870 -4341 8459871 8431528 -4364
Chr16 Normal NT_037887.3 AGGCCAGCCTGACCA 1463886 LOC348207 1468226 1472506 -4340 1468226 1472506 -4340 1468291 1472506 -4405
Chr20 Normal NT_028392.4 AGGTCTTTATGACCT 790002 C20orf160 794340 816076 -4338 794340 816076 -4338 794350 803296 -4348
Chr10 Complement NT_033985.5 AGGTCATAATGACAG 174894 LOC256112 170556 137388 -4338 170556 137388 -4338 169812 168330 -5082
Chr19 Complement NT_011255.13 AGGTCACAGTGAGCC 4402128 UBXD1 4397812 4385004 -4316 4397790 4385261 -4338 4397694 4385495 -4434
Chr10 Complement NT_008583.15 AGGGCAGTCTGACCA 29760889 FLJ90798 29756552 29693257 -4337 29756552 29693257 -4337 29756368 29697273 -4521
Chr5 Normal NT_029289.9 AGGTGGGCTTGACCC 11975153 SLC36A1 11979490 12031215 -4337 11979490 12031215 -4337 12001291 12030752 -26138
Chr1 Normal NT_004754.14 TGGTCAGGCTGGCCT 565626 FLJ38716 569961 593446 -4335 569961 593446 -4335 570822 591571 -5196
Chr19 Normal NT_011109.15 AGGTGATCTTGACCT 29994628 LOC284305 29998963 30001743 -4335 29998963 30001743 -4335 30001185 30001511 -6557
Chr1 Normal NT_004671.15 GGGTCAGGCTGACCC 13507707 LOC148713 13512039 13513565 -4332 13512039 13513565 -4332 13512085 13513465 -4378
Chr20 Normal NT_011362.8 AGGTCGCAGTGAGCC 15399849 LOC348543 15404180 15404536 -4331 15404180 15404536 -4331 15404180 15404536 -4331
Chr2 Normal NT_005403.13 AGGTCGCGGTGACCT 23104485 DLX1 23108807 23113740 -4322 23108815 23113740 -4330 23109804 23112323 -5319
Chr10 Complement NT_030059.10 GGGACAAAGTGACCA 37123867 KIAA1598 37203671 37082866 79804 37119537 37082867 -4330 37099988 37084413 -23879
Chr19 Normal NT_011109.15 AGGTTGTGGTGACCT 26148347 KIAA1979 26152677 26158036 -4330 26152677 26158036 -4330 26153179 26153967 -4832
Chr2 Normal NT_022327.12 GGGTCATCCTGAGCT 573238 LOC339722 577568 591215 -4330 577568 591215 -4330 577568 591215 -4330
Chr1 Normal NT_032977.5 GGGTCACTTGGACCT 3881028 CDKN2C 3876154 3890042 4874 3885356 3890042 -4328 3885778 3889679 -4750
Chr17 Complement NT_010783.13 GGGTCACAGCGAACT 1973343 HOXB6 1975533 1966312 2190 1969015 1966312 -4328 1968711 1966974 -4632
ChrX Normal NT_077819.2 TGGACAGTCTGACCT 2117174 IL13RA1 2121478 2199046 -4304 2121502 2188439 -4328 2121545 2185760 -4371
Chr1 Complement NT_032977.5 AGGTGGGCATGACCT 3260518 LOC284544 3256191 3243979 -4327 3256191 3243979 -4327 3256191 3243979 -4327
Chr2 Normal NT_022184.12 AGTTCGTTCTGACCC 30381778 LOC351161 30386105 30414475 -4327 30386105 30414475 -4327 30386105 30414475 -4327
Chr22 Normal NT_011520.9 TGGTCAGGTTGCCCT 7701236 KIAA1648 7705562 7789234 -4326 7705562 7789234 -4326 7788197 7788571 -86961
ChrY Complement NT_011896.7 CTGTCAAGATGACCC 4459678 LOC352896 4455352 4427207 -4326 4455352 4427207 -4326 4455352 4427207 -4326
Chr10 Complement NT_008583.15 GGGTCACGAAGACCA 28184449 DLG5 28180125 28101723 -4324 28180125 28101723 -4324 28180101 28103370 -4348
Chr17 Complement NT_010799.13 AGGTGACTTTGACCT 7071031 LOC342610 7066707 7001629 -4324 7066707 7001629 -4324 7066707 7001629 -4324
Chr4 Complement NT_006316.15 TGGTCAGACTGGCCT 17970389 LOC345353 17966065 17804493 -4324 17966065 17804493 -4324 17966065 17804493 -4324
Chr17 Complement NT_010748.12 AGGACAAGATGACCT 1650995 GFAP 1646673 1636798 -4322 1646673 1636798 -4322 1646659 1638520 -4336
Chr19 Complement NT_011295.10 TGGTCAACATTACCT 9822262 DKFZp434I1916 9817941 9816277 -4321 9817941 9816277 -4321 9817128 9816711 -5134
Chr10 Normal NT_008583.15 GGCTCACTGCGACCT 19394724 PRG1 19398976 19415706 -4252 19399045 19415706 -4321 19399062 19415024 -4338
Chr2 Complement NT_022171.13 TGGTTACCATGACCT 350727 ACTR1B 346510 338455 -4217 346408 338455 -4319 346377 339345 -4350
Chr1 Complement NT_004464.15 AGATCAGCCTGACCA 1270026 DKFZP566D1346 1265708 1171577 -4318 1265708 1172211 -4318 1265382 1173691 -4644
Chr7 Normal NT_007933.12 GGGTGGATGTGACCT 52406047 FSCN3 52410365 52418511 -4318 52410365 52418511 -4318 52410584 52417121 -4537
Chr2 Complement NT_022135.13 ATGTCAGGGTGACCT 7717377 LOC343960 7713059 7651580 -4318 7713059 7651580 -4318 7713059 7651580 -4318
Chr21 Complement NT_030188.2 GAGTCATCACGACCT 489104 TFF3 485087 481109 -4017 484789 481510 -4315 484789 481692 -4315
Chr10 Complement NT_008705.14 GGGTCACTGCAACCT 19135056 LOC349602 19130742 18898207 -4314 19130742 18898207 -4314 19130742 18898207 -4314
Chr7 Complement NT_007933.12 TGGTAAGTCTGACCC 27308408 HSPC047 27304095 27302832 -4313 27304095 27302832 -4313 27303733 27303323 -4675
Chr20 Complement NT_011362.8 CGATCAGACTGACCT 15821991 LOC343607 15817678 15780126 -4313 15817678 15780126 -4313 15817678 15780126 -4313
Chr2 Complement NT_022184.12 GGGTCACAGTGCCCA 47367086 DKFZP566K1924 47363039 47327236 -4047 47362775 47336075 -4311 47362464 47336926 -4622
Chr1 Normal NT_037485.3 TGGTCAGGCTGGCCT 1640225 LOC148356 1644535 1646446 -4310 1644535 1646446 -4310 1644642 1645496 -4417
Chr10 Normal NT_030059.10 GGGTCATACTGAACT 22838615 TRIM8 22842811 22856632 -4196 22842924 22856632 -4309 22842933 22855669 -4318
Chr5 Normal NT_077451.2 AGGCCATGCCGACCT 2334883 SQSTM1 2324655 2356342 10228 2339190 2356342 -4307 2339204 2354860 -4321
Chr2 Normal NT_005403.13 TGGTCACTGGGACCT 70518640 GMPPA 70522925 70531043 -4285 70522946 70531043 -4306 70524031 70530789 -5391
Chr17 Complement NT_024871.10 AGGTGACAGTGACCA 1765004 LOC284187 1760837 1751376 -4167 1760698 1752715 -4306 1760682 1755195 -4322
Chr17 Complement NT_010748.12 GGGTCAGGATGACCA 281355 ETV4 277509 259020 -3846 277052 259020 -4303 276790 259692 -4565
Chr15 Complement NT_010194.15 AGGTCATCTTGACCT 49214266 KIP2 49210468 49183392 -3798 49209963 49183392 -4303 49209957 49184055 -4309
Chr11 Complement NT_033903.5 GGGTCAGCAAGACCT 8789872 LOC283248 8785571 8779957 -4301 8785571 8779957 -4301 8785183 8780592 -4689
Chr8 Complement NT_077531.2 AGGTCACAGTGAGCC 1064902 MFHAS1 1060601 950900 -4301 1060601 953565 -4301 1060601 953565 -4301
Chr6 Normal NT_007592.13 TGGTCAGGCTGGCCT 17012300 HIST1H2BD 17016600 17029828 -4300 17016600 17029828 -4300 17016649 17017029 -4349
Chr7 Complement NT_007933.12 AGGCCAGCCTGACCA 25491933 ACTL6 25487655 25474312 -4278 25487634 25474312 -4299 25487561 25474453 -4372
Chr11 Complement NT_028310.10 AGCTCACTGCGACCT 1843375 CARS 1839076 1782569 -4299 1839076 1782569 -4299 1839006 1782753 -4369
Chr1 Normal NT_077386.2 AGGTCATGATGCCCA 4221814 GUCA2B 4226113 4228516 -4299 4226113 4228516 -4299 4226143 4228288 -4329
Chr17 Normal NT_024871.10 AGGTCAGCACGACCA 1610418 LOC284184 1614716 1616758 -4298 1614716 1616758 -4298 1614841 1615254 -4423
Chr7 Normal NT_007819.13 AGGTCAAAGTGACTT 38936904 LOC285953 38941202 38943803 -4298 38941202 38943803 -4298 38941263 38941670 -4359
Chr16 Normal NT_010393.13 AGGCCACGGTGACCG 7733731 LOC283955 7700469 7760821 33262 7738027 7746127 -4296 7739378 7743849 -5647
Chr1 Normal NT_004610.15 GGGTCACATTTACCA 3769081 C1QG 3773376 3777852 -4295 3773376 3777852 -4295 3773767 3777526 -4686
Chr14 Complement NT_026437.10 AGGTTGCTCTGACCT 44685414 ESR2 44724852 44613461 39438 44681119 44619896 -4295 44669744 44619896 -15670
Chr17 Complement NT_010755.13 CGCTCACCTTGACCT 3991769 LGP2 3987474 3976149 -4295 3987474 3976149 -4295 3986633 3976502 -5136
Chr20 Complement NT_011333.5 GGGTCATGCTCACCG 733672 CHRNA4 729378 713081 -4294 729378 713081 -4294 729147 714720 -4525
Chr4 Complement NT_016354.15 TAGTCACAGTGACCC 54833250 LOC345008 54828957 54787263 -4293 54828957 54787263 -4293 54828957 54787263 -4293
Chr17 Complement NT_010718.13 GGGTGAAACTGACCG 6864715 ALOXE3 6860423 6837834 -4292 6860423 6837834 -4292 6859924 6838561 -4791
Chr10 Normal NT_033985.5 TGGTCACAATGGCCC 3379149 KIAA0592 3344998 3410719 34151 3383441 3410363 -4292 3396850 3410162 -17701
Chr10 Complement NT_030059.10 AGCTCACCATGACCT 12445842 KIAA0940 12489392 12246947 43550 12441551 12246947 -4291 12438655 12250517 -7187
Chr6 Complement NT_034880.2 AGATCAGCCTGACCA 3793172 LOC345979 3788882 3782022 -4290 3788882 3782022 -4290 3788638 3782022 -4534
Chr1 Complement NT_004511.15 GGCTCACTGCGACCT 2473822 RP4-622L5 2469533 2460540 -4289 2469533 2461664 -4289 2469508 2463596 -4314
Chr10 Normal NT_008583.15 TTGTCAAATTGACCT 2861480 LOC340863 2865768 2890271 -4288 2865768 2890271 -4288 2865768 2890271 -4288
Chr1 Complement NT_021979.15 AGGTCAACTCAACCT 1722709 CNN3 1718619 1688436 -4090 1718425 1688670 -4284 1718354 1689202 -4355



Chr14 Normal NT_026437.10 GGCTCGTCTTGACCT 58090192 DC50 58094463 58103982 -4271 58094476 58103982 -4284 58094496 58103945 -4304
Chr13 Complement NT_009952.13 AGGTCACAGTGAGCT 9156130 LOC341586 9151847 9097540 -4283 9151847 9097540 -4283 9151847 9097540 -4283
Chr6 Normal NT_007592.13 AGGTCACCTTGACCT 22776764 SKIV2L 22781047 22791996 -4283 22781047 22791996 -4283 22781436 22791956 -4672
Chr13 Normal NT_009799.12 TGGTCATCCTGCCCC 11487760 LOC219561 11492042 11504625 -4282 11492042 11504625 -4282 11492085 11504495 -4325
Chr19 Complement NT_011109.15 GGGTCGTGGAGACCC 11694036 SARS2 11689754 11674127 -4282 11689754 11674127 -4282 11689594 11674464 -4442
Chr6 Normal NT_033951.3 AGGTCACCTTGACCT 3368562 SKIV2L 3372844 3383795 -4282 3372844 3383795 -4282 3373233 3383755 -4671
Chr6 Normal NT_034874.2 AGGTCACCTTGACCT 3225702 SKIV2L 3229984 3240935 -4282 3229984 3240935 -4282 3230373 3240895 -4671
Chr13 Complement NT_024524.12 AGGTCACCGTGAGCT 18778462 LOC341671 18774181 18768959 -4281 18774181 18768959 -4281 18774181 18768959 -4281
Chr14 Normal NT_026437.10 AGCTCACTGTGACCT 47993474 LOC341899 47997753 48002671 -4279 47997753 48002671 -4279 47997753 48002671 -4279
Chr4 Complement NT_037623.3 AGGGCGCTCTGACCT 221211 SLBP 217184 197429 -4027 216932 197429 -4279 216817 198226 -4394
Chr10 Complement NT_030059.10 AGGTCATAAAGACCT 24434898 FLJ22944 24430692 24390810 -4206 24430621 24390810 -4277 24429014 24392178 -5884
Chr1 Normal NT_004610.15 AGGTCATACTGACAC 722472 LOC126913 726747 756371 -4275 726747 756348 -4275 726790 756265 -4318
Chr3 Complement NT_005927.15 TGGTCACCGTGGCCT 14786049 LOC152274 14781774 14769691 -4275 14781774 14769691 -4275 14772720 14772418 -13329
Chr11 Normal NT_035113.4 AGGTGATCGTGACCA 355639 BM88 358458 361453 -2819 359913 361453 -4274 359995 360444 -4356
Chr9 Complement NT_008413.15 GGGTCACTGCAACCT 14036134 LOC138866 14031860 14030715 -4274 14031860 14030715 -4274 14031860 14030715 -4274
Chr11 Normal NT_033927.5 AGATCAGCCTGACCA 1986660 LOC220074 1990412 2020857 -3752 1990934 2006965 -4274 1999159 2005595 -12499
Chr20 Complement NT_011362.8 AGGTCATTCTGCCCT 1213451 BLCAP 1209218 1198735 -4233 1209179 1198735 -4272 1200491 1200228 -12960
Chr4 Normal NT_037622.3 GGGTCATAATGTCCT 991810 FGFRL1 994770 1010515 -2960 996082 1010515 -4272 996104 1008965 -4294
Chr1 Complement NT_037485.3 TGGGCAAGCTGACCC 962261 LOC339441 957989 957054 -4272 957989 957054 -4272 957989 957054 -4272
Chr2 Normal NT_022184.12 GGGTGGTCTTGACCT 64623219 VAMP5 64627465 64636446 -4246 64627491 64636433 -4272 64627548 64636214 -4329
Chr15 Normal NT_010194.15 GGGACAAGTTGACCC 11548553 D4ST-1 11552824 11554966 -4271 11552824 11554966 -4271 11553024 11554154 -4471
Chr20 Normal NT_011362.8 GGGTCAAGGTCACCC 14396962 PARD6B 14401232 14419933 -4270 14401232 14419933 -4270 14401232 14419933 -4270
Chr8 Complement NT_008127.14 GGGTCAGAGGGACCG 290071 CYP11B2 285802 278518 -4269 285802 278518 -4269 285799 279939 -4272
Chr1 Normal NT_021937.15 TGGTCAGGCTGAACC 1580345 TARDBP 1584613 1596036 -4268 1584613 1596036 -4268 1585719 1594645 -5374
Chr8 Complement NT_008183.16 TGGTCACTTTGTCCC 19821167 COPS5 19838517 19797865 17350 19816900 19797865 -4267 19816780 19798017 -4387
Chr8 Normal NT_008046.13 TGGTCACCAGGACCC 7675140 LOC347072 7679407 7726382 -4267 7679407 7726382 -4267 7679407 7726382 -4267
Chr12 Normal NT_029419.10 GGGTCAGGTCCACCT 14484526 ACVR1B 14488757 14534167 -4231 14488792 14532015 -4266 14488834 14531200 -4308
Chr5 Normal NT_034772.4 AGGTCACCCTGAACC 35751578 LOC345599 35755844 35756236 -4266 35755844 35756236 -4266 35755844 35756236 -4266
Chr14 Normal NT_026437.10 GGGTTACTTTGACCA 82420491 DNCH1 82351045 82437307 69446 82424756 82437169 -4265 82425615 82436941 -5124
Chr19 Normal NT_011109.15 AGGTGGGACTGACCC 21213176 GRWD 21217252 21225354 -4076 21217441 21225354 -4265 21217453 21224472 -4277
ChrX Normal NT_011651.13 GGGGCAACCTGACCA 26096382 MGC15737 26100638 26121525 -4256 26100647 26102617 -4265 26101797 26102399 -5415
Chr17 Complement NT_010718.13 AGGTCAGACTGTCCA 17230207 LOC254214 17225944 17221570 -4263 17225944 17221570 -4263 17225944 17221570 -4263
Chr14 Complement NT_026437.10 GGGTCACATTGTCCT 68661558 KCNK10 68713292 68571281 51734 68657296 68571289 -4262 68657174 68571920 -4384
Chr16 Complement NT_037887.3 AGGTCTTTATGACCT 1284129 LOC123788 1279868 1261397 -4261 1279868 1261397 -4261 1279868 1261397 -4261
Chr1 Complement NT_032977.5 TGGCCATGATGACCT 13776648 LOC350709 13772387 13713007 -4261 13772387 13713007 -4261 13772387 13713007 -4261
Chr9 Complement NT_008413.15 AGATCAGCCTGACCA 35088587 PIGO 35086580 35078691 -2007 35084326 35078691 -4261 35085563 35079090 -3024
Chr9 Complement NT_008413.15 AGATCAGCCTGACCA 35088587 PIGO 35086580 35078691 -2007 35084326 35078691 -4261 35084214 35079090 -4373
Chr6 Complement NT_007592.13 AGGTCAGTATGTCCT 25657207 TAF11 25652993 25642682 -4214 25652946 25642682 -4261 25652861 25643494 -4346
Chr9 Normal NT_008476.14 GGGTCAGGCCGGCCT 172199 LOC347312 176459 191899 -4260 176459 191899 -4260 176459 191899 -4260
Chr20 Complement NT_011387.8 AGGTCACCATGAGCA 270218 LOC93132 265958 262167 -4260 265958 262167 -4260 262886 262488 -7332
Chr22 Complement NT_011520.9 CAGTCAACATGACCC 18503466 DNAL4 18499208 18483567 -4258 18499208 18483567 -4258 18487790 18484508 -15676
Chr3 Complement NT_005999.15 AGGTCACTTCGATCC 1788821 LOC285396 1784563 1782537 -4258 1784563 1782537 -4258 1783395 1782739 -5426
Chr17 Normal NT_010663.13 AGGTTGTGGTGACCC 391395 SLC16A3 395009 406061 -3614 395653 406058 -4258 402592 405559 -11197
Chr7 Complement NT_007914.12 GGCTCACTGCGACCT 3636371 LOC346521 3632114 3631734 -4257 3632114 3631734 -4257 3632114 3631734 -4257
Chr3 Complement NT_022459.12 TGGTCATCATCACCT 5278278 FOXP1 5314454 4687911 36176 5274022 4687911 -4256 4929255 4690384 -349023
Chr13 Normal NT_024524.12 AGGTCAGCCTGGCCA 41751706 LOC338863 41755962 41852774 -4256 41755962 41852774 -4256 41755962 41852774 -4256
Chr2 Normal NT_005403.13 TGGTCTCCCTGACCT 69443558 VIL1 69443180 69474486 378 69447814 69473575 -4256 69447836 69473393 -4278
Chr7 Complement NT_007933.12 GGATCGAGATGACCT 25264140 FLJ10057 25260015 25232033 -4125 25259886 25232080 -4254 25251856 25233236 -12284
Chr9 Normal NT_008470.15 GGGTCATTGTGATCC 34206873 AD-003 34193798 34220850 13075 34211126 34220850 -4253 34217618 34220378 -10745
Chr20 Complement NT_011333.5 AGCTCACTGTGACCT 1351707 C20orf136 1347992 1342099 -3715 1347456 1343100 -4251 1347450 1343493 -4257
Chr1 Complement NT_004671.15 AGGTCATTCTGACAT 11949096 KIF14 11944846 11876291 -4250 11944846 11876291 -4250 11942835 11877500 -6261
Chr15 Normal NT_037852.3 AGGCCAGCCTGACCA 76121 LOC283758 80371 89916 -4250 80371 89469 -4250 82815 89366 -6694
Chr5 Complement NT_006576.13 TGGTCATCTTGACTC 23728746 LOC345556 23724498 23702296 -4248 23724498 23702296 -4248 23724498 23702296 -4248
ChrX Normal NT_011669.13 GGGTGGGAGTGACCC 1184626 LOC347418 1188874 1210625 -4248 1188874 1210625 -4248 1188874 1210625 -4248
Chr8 Normal NT_008183.16 TGGGCAGATTGACCT 27101001 GDAP1 27105194 27121658 -4193 27105247 27119152 -4246 27105247 27119152 -4246
Chr3 Normal NT_005825.15 ATGTCACTGTGACCC 5108927 PTPN23 5113109 5145568 -4182 5113172 5145568 -4245 5113224 5145312 -4297
Chr19 Complement NT_011255.13 GGGCCAAGCTGACCT 4246669 MGC23244 4242428 4232234 -4241 4242428 4232234 -4241 4242382 4232596 -4287
Chr2 Normal NT_022184.12 GGCTCACTGTGACCT 53237403 MTHFD2 53241644 53258344 -4241 53241644 53258344 -4241 53241719 53257301 -4316
Chr16 Normal NT_010393.13 TGGTCAGGCTGATCT 14837369 UBPH 14841610 14855487 -4241 14841610 14855486 -4241 14841610 14855129 -4241
Chr16 Normal NT_019609.11 TGGTCAAGTTGCCCT 19270 LOC350308 23510 23872 -4240 23510 23872 -4240 23510 23872 -4240
Chr1 Complement NT_004547.15 AGGTCACACTGCCCC 424973 LOC350775 420733 372679 -4240 420733 372679 -4240 420733 372679 -4240
Chr15 Complement NT_010194.15 GAGTCAAAGTGACCT 3949007 LOC342183 3944769 3918866 -4238 3944769 3918866 -4238 3944769 3918866 -4238
Chr7 Normal NT_007914.12 TGGTCAGGCTGATCT 2249748 MGAM 2203928 2364853 45820 2253986 2364853 -4238 2263638 2363997 -13890
Chr17 Complement NT_010641.13 AGGTCACTGCAACCT 7285796 GRB2 7293575 7207350 7779 7281560 7207898 -4236 7281513 7208253 -4283
Chr1 Complement NT_032977.5 GGGTTATCTTGACCC 7071743 LOC343190 7067507 7047553 -4236 7067507 7047553 -4236 7067507 7047553 -4236
Chr9 Normal NT_035014.3 AGATCACCCTGACCT 657209 LAMC3 661444 746799 -4235 661444 744386 -4235 661542 744114 -4333
Chr18 Normal NT_025028.13 GGGTCACCCTGCCCT 3863794 LOC342778 3868029 3929563 -4235 3868029 3929563 -4235 3907419 3929563 -43625
Chr7 Complement NT_007933.12 GGCTCACCGCGACCT 24954797 TAF6 24950563 24938278 -4234 24950563 24938278 -4234 24945416 24938453 -9381
Chr19 Normal NT_011109.15 AGGACAGGCTGACCA 12234905 TIM50L 12239139 12250684 -4234 12239139 12250684 -4234 12239403 12248678 -4498
Chr12 Complement NT_019546.15 AGGTCTTTATGACCT 226656 FLJ23560 224398 220463 -2258 222423 220463 -4233 222239 221784 -4417
Chr17 Complement NT_010718.13 AGGTCACAGTGAGCT 3783417 FLJ10060 3779584 3776763 -3833 3779185 3776848 -4232 3778766 3777117 -4651
Chr12 Complement NT_019546.15 AGGTCTTACTGACCA 24039406 DKFZp434M0331 24035175 24032384 -4231 24035175 24032384 -4231 24034043 24032975 -5363
Chr7 Normal NT_007933.12 TGGTCAGGTTGATCT 53956626 LOC340348 53960857 53984817 -4231 53960857 53984817 -4231 53960966 53983861 -4340
Chr17 Normal NT_010755.13 AGATCAGCATGACCA 2242696 LOC125110 2246925 2247415 -4229 2246925 2247415 -4229 2246925 2247415 -4229
Chr15 Complement NT_010194.15 GGGCCACAGTGACCA 2564544 LOC283713 2560316 2557218 -4228 2560316 2557218 -4228 2560058 2559741 -4486
Chr1 Normal NT_077386.2 TGGTCAGGCTGATCT 1152633 MACF1 1154139 1559675 -1506 1156860 1446166 -4227 1156912 1558496 -4279
Chr22 Normal NT_011521.2 AGGTTGCAGTGACCC 443225 CGI-51 447402 488511 -4177 447451 488511 -4226 447560 488365 -4335
Chr3 Complement NT_005999.15 AGGCCACAGTGACCT 2231993 TKT 2227847 2197204 -4146 2227767 2197475 -4226 2227767 2197581 -4226
Chr17 Normal NT_010718.13 AGGTCACAAAGACCT 12381572 LOC350418 12385797 12458180 -4225 12385797 12458180 -4225 12385797 12458180 -4225
Chr1 Normal NT_034410.4 GGGTCAACTTGGCCT 161223 LAX 161062 172042 161 165447 172042 -4224 167205 170490 -5982
Chr19 Normal NT_011295.10 TGGTCACCCTGACCC 9543201 IFI30 9547308 9551729 -4107 9547423 9551729 -4222 9547454 9551523 -4253
Chr9 Normal NT_035014.3 GGCTCAGGCTGACCG 2880402 LOC347152 2884623 2886799 -4221 2884623 2886799 -4221 2884658 2886799 -4256
Chr17 Normal NT_010799.13 GGGTCACAGTGCCCC 2659175 FLJ25555 2657520 2678771 1655 2663394 2678771 -4219 2672227 2677593 -13052
Chr12 Normal NT_009775.13 GGGTCAGGCTGGCCA 2514582 TPCN1 2445764 2523266 68818 2518800 2523266 -4218 2518910 2520760 -4328
Chr19 Normal NT_011295.10 TTGTCATCATGACCC 2023573 ILF3 2027790 2065897 -4217 2027790 2065897 -4217 2044084 2062790 -20511
Chr1 Complement NT_021877.15 AGTTCAACTTGACCT 4770471 KCNH1 4766254 4315352 -4217 4766254 4315352 -4217 4766084 4315420 -4387
Chr12 Normal NT_029419.10 TGTTCACTCTGACCT 14584280 NR4A1 14580802 14596591 3478 14588497 14596591 -4217 14591419 14596034 -7139
Chr17 Complement NT_010783.13 AGGTCATCCTGTCCC 1216032 LOC90507 1211841 1208257 -4191 1211816 1208257 -4216 1211408 1208409 -4624
Chr9 Complement NT_035014.3 TGGTCAGTCTGGCCT 1509793 LOC158310 1505578 1503367 -4215 1505578 1503367 -4215 1504333 1503983 -5460
Chr6 Normal NT_007299.12 AGGTCATGTTGGCCG 9193560 SMAP1 9197652 9391887 -4092 9197775 9391887 -4215 9197900 9390210 -4340
Chr17 Complement NT_010783.13 GGGTCATGCCCACCT 1102133 LOC350438 1097920 1085142 -4213 1097920 1085142 -4213 1097910 1091648 -4223
Chr5 Complement NT_023133.11 AGGTCTCTTTGACCT 1816518 ADAM19 1812326 1713871 -4192 1812307 1717793 -4211 1812262 1717515 -4256
Chr4 Normal NT_016354.15 GTGTCAGTCTGACCC 13244634 MEPE 13237255 13262671 7379 13248844 13262647 -4210 13250572 13262303 -5938



Chr17 Complement NT_010799.13 AGGTCACAATGAGCT 1438920 VTN 1434711 1431292 -4209 1434711 1431292 -4209 1434218 1431384 -4702
Chr17 Normal NT_010799.13 TGGTCAGGCTGGCCT 3891810 FLJ12735 3895981 3959288 -4171 3896016 3959288 -4206 3896359 3958923 -4549
Chr17 Complement NT_024871.10 GGGTCAGCCTGTCCT 320022 FLJ20748 315816 310900 -4206 315816 310900 -4206 314531 314090 -5491
Chr12 Normal NT_009759.15 GGGTCCACCTGACCG 6781019 GRCA 6785129 6790844 -4110 6785224 6790844 -4205 6787176 6790630 -6157
Chr2 Normal NT_005403.13 GGGTCAGAGTGGCCC 55255788 LOC351350 55259992 55309411 -4204 55259992 55309411 -4204 55259992 55309411 -4204
Chr6 Complement NT_007592.13 AGGTCACAGCAACCT 33828488 MRPL2 33824369 33818894 -4119 33824284 33819092 -4204 33824246 33819139 -4242
Chr6 Complement NT_007592.13 GGGTGGTCCTGACCC 34759344 LOC352137 34755144 34705559 -4200 34755144 34705559 -4200 34753053 34705559 -6291
Chr22 Complement NT_011520.9 AGGTTGCAGTGACCC 10898320 SELM 10894120 10891334 -4200 10894120 10891334 -4200 10894060 10891525 -4260
Chr9 Normal NT_008470.15 AGGTGAAAGTGACCT 18633809 LOC286334 18638007 18641500 -4198 18638007 18641223 -4198 18638354 18638677 -4545
Chr15 Normal NT_010194.15 TGGTCAACTGGACCT 45069216 PML 45073412 45125507 -4196 45073412 45125507 -4196 45073552 45123747 -4336
Chr5 Complement NT_077451.2 GGGTCACTGCAACCT 2203433 LOC340044 2199239 2197299 -4194 2199239 2197299 -4194 2199183 2197299 -4250
Chr7 Normal NT_007741.12 GGTTCATGTTGACCT 3573888 LOC346312 3578082 3586168 -4194 3578082 3586168 -4194 3580376 3586168 -6488
Chr12 Complement NT_019546.15 AGATCAGTTTGACCT 21249183 LOC349778 21244990 21177187 -4193 21244990 21177187 -4193 21244990 21177187 -4193
Chr5 Complement NT_023133.11 AGGTCTCTTTGACCT 1816518 ADAM19 1812326 1713871 -4192 1812326 1713871 -4192 1812262 1717515 -4256
Chr11 Complement NT_009237.15 AGGTCAGTATGAGCG 25784098 DKFZP586C1619 25779906 25573639 -4192 25779906 25573639 -4192 25779676 25575038 -4422
Chr3 Normal NT_005612.13 CTGTCACCATGACCC 62404538 KCNAB1 62237888 62656083 166650 62408730 62655933 -4192 62260508 62654076 144030
Chr1 Complement NT_032977.5 TGGTAATCCTGACCT 5472700 KIAA0191 5468509 5338694 -4191 5468509 5338694 -4191 5441689 5339344 -31011
Chr19 Complement NT_011109.15 TGGCCACAGTGACCC 28030041 KIAA1115 28038577 28008923 8536 28025850 28009338 -4191 28025082 28010086 -4959
ChrX Complement NT_011651.13 TGGTCATTTTGTCCT 5003926 LOC340560 4999735 4998606 -4191 4999735 4998606 -4191 4999521 4999238 -4405
Chr7 Normal NT_023629.12 GGGTCAGGATGATCT 71379 LOC340222 75569 76388 -4190 75569 76388 -4190 75881 76222 -4502
Chr11 Complement NT_028310.10 GGGTGGTTCTGACCC 1872672 LOC340974 1868482 1842092 -4190 1868482 1842092 -4190 1868482 1842092 -4190
Chr6 Complement NT_007592.13 TTGTCAGCATGACCC 12381459 LOC346137 12377270 12337969 -4189 12377270 12337969 -4189 12377270 12337969 -4189
Chr2 Normal NT_022135.13 GGATCATCCTGACCC 1649395 LOC343945 1653583 1677806 -4188 1653583 1677806 -4188 1653655 1677806 -4260
Chr19 Normal NT_011109.15 AGGTGAAGGCGACCT 23909587 SIGLEC7 23913764 23924973 -4177 23913773 23924973 -4186 23913817 23924692 -4230
Chr9 Normal NT_024000.15 AGGACAGGCTGACCC 674531 LOC286258 678712 682313 -4181 678712 682313 -4181 678757 680585 -4226
Chr12 Normal NT_029419.10 GGGTCACTGTGAACC 25536587 LOC121498 25540765 25543988 -4178 25540765 25543988 -4178 25540786 25541694 -4199
Chr19 Normal NT_011109.15 AGGTGAAGGCGACCT 23909587 SIGLEC7 23913764 23924973 -4177 23913764 23924973 -4177 23913817 23924692 -4230
Chr11 Complement NT_008984.15 GGGTCACATCCACCT 2052693 LOC341189 2048518 2046620 -4175 2048518 2046620 -4175 2048518 2046620 -4175
Chr1 Normal NT_004483.15 GGGTGGGAGTGACCC 1651754 LOC343296 1655929 1656698 -4175 1655929 1656698 -4175 1656201 1656698 -4447
Chr12 Normal NT_009759.15 GGGTCAGACTGACAT 2516628 FLJ11117 2520802 2522362 -4174 2520802 2522362 -4174 2520836 2521315 -4208
Chr3 Normal NT_005612.13 GGGTCTTGATGACCA 55104737 GYG 55108731 55144955 -3994 55108911 55144955 -4174 55108964 55144256 -4227
Chr16 Complement NT_024812.10 TGGTCAGGCTGATCT 1986848 LOC146542 1983389 1980692 -3459 1982674 1980692 -4174 1982617 1980904 -4231
Chr22 Complement NT_011520.9 TGGTCATCATGGCCT 6678267 LOC284897 6674094 6673377 -4173 6674094 6673377 -4173 6674080 6673775 -4187
Chr9 Complement NT_008476.14 AGGTCACAAAGACCG 2852460 BICD2 2848288 2794855 -4172 2848288 2796748 -4172 2848231 2796943 -4229
Chr14 Normal NT_026437.10 TGGTCCAGGTGACCT 75898343 LOC145255 75902514 75904288 -4171 75902514 75904288 -4171 75903385 75903675 -5042
Chr8 Normal NT_008046.13 TGCTCAGAGTGACCC 262519 LOC169301 266689 273738 -4170 266689 273738 -4170 266689 273738 -4170
Chr13 Normal NT_009952.13 TGGTCATTCTGACAC 19444725 LOC144920 19448894 19503820 -4169 19448894 19503820 -4169 19449178 19449489 -4453
Chr22 Normal NT_011521.2 AGGTCAGGCTGACAC 411553 C22orf20 415721 439550 -4168 415721 439550 -4168 415894 438364 -4341
ChrY Complement NT_011875.9 TGGTCAACATCACCT 6911489 LOC140018 6907323 6904757 -4166 6907323 6904757 -4166 6907323 6904757 -4166
ChrX Complement NT_011786.13 GGGTCACTGCAACCT 11534024 RBMX 11531189 11498223 -2835 11529858 11523885 -4166 11529849 11524564 -4175
Chr1 Normal NT_004873.14 AGGTCGCAGTGAGCC 2226309 KIAA0962 2230473 2275391 -4164 2230473 2275391 -4164 2232766 2271837 -6457
ChrX Normal NT_011812.12 ATGTCACTCTGACCT 5254076 LOC159036 5258240 5259890 -4164 5258240 5259890 -4164 5258255 5258599 -4179
Chr3 Complement NT_005612.13 AGGTCATTATGTCCC 45733074 FLJ11827 45728911 45726942 -4163 45728911 45726942 -4163 45728715 45728287 -4359
Chr7 Complement NT_007819.13 TGGTCACACTGAGCC 5748174 LOC221954 5744011 5742466 -4163 5744011 5742466 -4163 5742931 5742512 -5243
ChrX Complement NT_025319.13 GAGTCAAGCTGACCT 672509 GUCY2F 668347 559195 -4162 668347 559195 -4162 662225 562188 -10284
Chr22 Complement NT_011520.9 GGGTGGTGCTGACCC 22129481 NFAM1 22125352 22073372 -4129 22125319 22078123 -4162 22125319 22078123 -4162
Chr8 Complement NT_023736.15 ATGTCACGATGACCT 4806964 CSMD1 4802909 2746201 -4055 4802804 2746201 -4160 4802519 2746688 -4445
Chr15 Complement NT_010274.15 ATGTCACATTGACCA 6809810 LOC283765 6805651 6804265 -4159 6805651 6804265 -4159 6805440 6805117 -4370
Chr1 Complement NT_004754.14 AGGTCAAAGTCACCC 1204585 LOC339396 1200426 1186426 -4159 1200426 1186426 -4159 1200375 1186426 -4210
Chr20 Complement NT_011362.8 AGGTCAAATTAACCA 15059703 LOC343604 15055544 15000824 -4159 15055544 15000824 -4159 15055544 15001108 -4159
Chr16 Normal NT_010498.13 AGCTCACCATGACCT 18527443 WWP2 18531601 18697151 -4158 18531601 18696095 -4158 18542423 18695352 -14980
Chr1 Normal NT_077386.2 AGGTCGCAGTGAACC 2760229 NFYC 2764280 2844294 -4051 2764386 2844294 -4157 2811537 2843521 -51308
Chr12 Normal NT_009755.15 TAGTCACACTGACCT 3411987 KIAA1906 3416139 3452686 -4152 3416139 3452686 -4152 3437761 3448353 -25774
Chr1 Complement NT_077938.1 AGGTCATTGAGACCA 245080 DUSP10 240986 200234 -4094 240929 200234 -4151 205061 201222 -40019
Chr1 Complement NT_077938.1 AGGTCATTGAGACCA 245080 DUSP10 240986 200234 -4094 240929 200234 -4151 238554 201222 -6526
Chr17 Normal NT_010718.13 AGGTCAGCCTGAGCA 576085 RPA1 580171 648260 -4086 580236 648260 -4151 580279 647360 -4194
Chr4 Complement NT_022792.15 GGCTCACTGCGACCT 18540853 KIAA1430 18536703 18492777 -4150 18536703 18492777 -4150 18523871 18495473 -16982
Chr1 Complement NT_077383.2 AGGTCATTCTAACCA 150007 RUNX3 180965 115548 30958 145858 115548 -4149 145849 118103 -4158
Chr19 Complement NT_011255.13 AGGTCACAGTGAGCC 2665511 DIRAS1 2661364 2654566 -4147 2661364 2654566 -4147 2657804 2657208 -7707
Chr5 Complement NT_006713.13 TGGTCTACATGACCC 6524851 LOC345769 6520704 6475343 -4147 6520704 6475343 -4147 6520704 6475343 -4147
Chr1 Complement NT_021973.15 AGCTCACTGTGACCT 1312049 DKFZp547B1713 1307922 1290501 -4127 1307905 1290501 -4144 1307876 1292202 -4173
Chr1 Complement NT_004559.10 AGGTCGCAGTGGCCC 1653060 WNT9A 1648917 1622015 -4143 1648917 1622015 -4143 1648906 1622537 -4154
Chr11 Normal NT_033927.5 GGGTGGTCATGACCC 1904997 IL18BP 1908043 1915790 -3046 1909138 1913828 -4141 1910066 1911971 -5069
Chr19 Complement NT_011255.13 GGGTGATTATGACCC 5230540 PTPRS 5226399 5146381 -4141 5226399 5146381 -4141 5226151 5146785 -4389
Chr11 Complement NT_033903.5 TGGTCAGCTTGAGCT 12502075 LOC254552 12497935 12495799 -4140 12497935 12496081 -4140 12497054 12496165 -5021
Chr4 Normal NT_006316.15 AGGTCTTTATGACCT 15338109 LOC351769 15342249 15409960 -4140 15342249 15409960 -4140 15342249 15409960 -4140
Chr16 Normal NT_024812.10 TGGTCAGGCTGATCT 3724850 LOC339111 3728989 3730469 -4139 3728989 3730469 -4139 3728997 3729308 -4147
Chr15 Complement NT_010194.15 GGGTCAAACTGACCT 4076831 LOC342184 4072692 3981607 -4139 4072692 3981607 -4139 4072601 3981761 -4230
Chr19 Normal NT_011255.13 AGGTTGCAGTGACCT 1039830 GPX4 1043936 1046786 -4106 1043966 1046778 -4136 1044043 1046571 -4213
Chr10 Normal NT_008583.15 GGGTCATCTTGTCCT 13964605 LOC221034 13968741 13969163 -4136 13968741 13969163 -4136 13968741 13969163 -4136
Chr5 Normal NT_006713.13 GGGACAGAGTGACCC 20700492 LOC351976 20704628 20864992 -4136 20704628 20864992 -4136 20704628 20864992 -4136
Chr5 Complement NT_006576.13 AGGTCATTCAGACCT 18422379 FLJ34658 18427872 18379955 5493 18418244 18379955 -4135 18418087 18381049 -4292
Chr2 Normal NT_022135.13 GGGTCACAATGTCCA 2029929 POLR1B 2007550 2043151 22379 2034063 2042422 -4134 2034072 2040944 -4143
Chr19 Normal NT_011295.10 AGGTCATGCTGACAA 8169569 LOC284434 8173702 8191211 -4133 8173702 8191211 -4133 8181375 8188942 -11806
Chr12 Complement NT_029419.10 CTGTCAACCTGACCC 6940656 LOC341557 6936523 6935213 -4133 6936523 6935213 -4133 6936523 6935213 -4133
Chr11 Normal NT_033899.5 GGGTCATGTTGACCG 22517742 KIAA0285 22521772 22531505 -4030 22521873 22531505 -4131 22522131 22530645 -4389
Chr1 Complement NT_077383.2 TGGTCAGGCTGATCT 467375 DJ465N24 483650 458051 16275 463245 458051 -4130 462765 458390 -4610
Chr3 Complement NT_005612.13 GGGCCAGTCCGACCC 32475431 KLF15 32475773 32461015 342 32471301 32462106 -4130 32471301 32462106 -4130
Chr19 Complement NT_011255.13 AGGTCACAGTGAGCC 1829560 MGC5244 1825494 1816976 -4066 1825432 1816976 -4128 1821565 1817199 -7995
Chr20 Complement NT_028392.4 AGGTTGCAGTGACCT 4288095 C20orf173 4283969 4281320 -4126 4283969 4281320 -4126 4283379 4282608 -4716
Chr17 Complement NT_078100.1 AGGTCGCCATCACCT 34497 LOC348257 30371 20277 -4126 30371 20277 -4126 27451 20586 -7046
Chr7 Complement NT_007933.12 TGGTCATGTTTACCT 18758387 TFPI2 18754419 18749362 -3968 18754261 18749970 -4126 18754206 18750348 -4181
Chr17 Normal NT_010755.13 AGGTCATTGTGACAC 2318308 IGFBP4 2322432 2336698 -4124 2322432 2336653 -4124 2322710 2335557 -4402
Chr4 Normal NT_016606.15 GGGTCATCTTGCCCC 6579702 LOC345038 6583826 6653161 -4124 6583826 6653161 -4124 6583826 6653161 -4124
Chr2 Complement NT_005403.13 AGGTCACTGTGCCCG 13858701 KCNH7 13854578 13387255 -4123 13854578 13387255 -4123 13854366 13387677 -4335
Chr14 Normal NT_026437.10 AGGTCATGCTGGCCG 862763 LOC341798 866881 888395 -4118 866881 888395 -4118 866881 888395 -4118
Chr2 Normal NT_005334.13 GGGTCATGGCGACTC 6709316 LPIN1 6691169 6794225 18147 6713434 6794225 -4118 6732362 6791611 -23046
Chr6 Complement NT_007422.12 TGGTCAGGGTGTCCC 9661490 RNASE6PL 9658020 9629299 -3470 9657372 9630360 -4118 9657011 9630417 -4479
Chr19 Complement NT_077812.1 GGGGCAGGGCGACCT 302552 HCNP 298435 288408 -4117 298435 288408 -4117 298409 288468 -4143
Chr10 Normal NT_030059.10 AGATCAGCCTGACCA 22241257 LOC340684 22245374 22254356 -4117 22245374 22254356 -4117 22245374 22254356 -4117
ChrX Normal NT_011568.12 AGGTCACAGTGAGCC 11196009 EBP 11200045 11206970 -4036 11200125 11206970 -4116 11202028 11206713 -6019
Chr15 Complement NT_078094.1 GGGTCTCCCTGACCT 824552 LOC338992 820437 801669 -4115 820437 801669 -4115 820437 801669 -4115
Chr15 Complement NT_037852.3 GGGTCTCCCTGACCT 799563 LOC338989 795449 776669 -4114 795449 776669 -4114 795449 776669 -4114



Chr1 Normal NT_004668.15 TGGTCACAATGACTT 1566738 LOC350786 1570852 1589972 -4114 1570852 1589972 -4114 1570852 1589972 -4114
Chr1 Normal NT_004668.15 AGGTCAAGTAGACCT 5589707 NECL1 5593778 5625333 -4071 5593821 5624202 -4114 5593957 5623113 -4250
Chr1 Normal NT_032962.4 TGGTCAAGGTCACCC 3321116 LOC343051 3325229 3348525 -4113 3325229 3348525 -4113 3325242 3348525 -4126
Chr11 Complement NT_009237.15 GAGTCATTCTGACCC 692088 RAB6IP1 687975 561481 -4113 687975 561481 -4113 687720 562322 -4368
Chr19 Complement NT_011109.15 TGGGCACGATGACCC 26965966 LENG4 26961856 26945269 -4110 26961856 26945299 -4110 26960552 26945928 -5414
Chr11 Normal NT_033927.5 TGGTCACCCTGCCCT 16973698 FLJ22104 16948020 17233210 25678 16977807 17233210 -4109 16977869 17231403 -4171
Chr6 Complement NT_025741.12 AGGTCACAGTGAGCT 43251083 LOC345929 43246974 43221267 -4109 43246974 43221267 -4109 43246974 43221267 -4109
Chr14 Normal NT_026437.10 GGGGCACATTGACCA 48202447 RAD51L1 48206005 49116976 -3558 48206556 48884638 -4109 48210302 48883898 -7855
Chr6 Normal NT_007592.13 AGGTCAGCCTGTCCC 26058653 DEF6 26062722 26086673 -4069 26062761 26086314 -4108 26062761 26086314 -4108
Chr15 Normal NT_010194.15 GGGTCATGGCGACCT 45393201 FLJ23168 45397298 45414879 -4097 45397309 45414879 -4108 45397329 45413833 -4128
Chr3 Normal NT_005927.15 TGGTCAGAGTGGCCT 9900529 CRELD1 9904373 9915558 -3844 9904636 9915558 -4107 9904969 9915109 -4440
Chr9 Normal NT_078083.1 GGGTCACGCCGCCCC 19209 LOC349336 23312 26785 -4103 23312 26785 -4103 23322 24769 -4113
Chr6 Normal NT_007299.12 GGGTCACTGCAACCT 11920542 HAGE 11924644 11947461 -4102 11924644 11947243 -4102 11924802 11946122 -4260
Chr16 Complement NT_024797.13 AGGTCTTCCTGACCA 2372968 ADAT1 2368867 2344711 -4101 2368867 2344711 -4101 2366410 2345827 -6558
Chr20 Complement NT_011362.8 CGGACACAGTGACCC 15369689 ATP9A 15399425 15266225 29736 15365589 15266225 -4100 15365570 15270658 -4119
Chr9 Normal NT_008470.15 AGGTCACCATGTCCT 3466085 LOC352733 3470185 3514771 -4100 3470185 3514771 -4100 3470266 3514771 -4181
Chr3 Normal NT_005612.13 AGGTGGGGCTGACCT 43094752 MGC34923 43076379 43129457 18373 43098852 43129457 -4100 43107839 43128601 -13087
Chr2 Complement NT_005403.13 AGGTCATTATGCCCT 63566722 ERBB4 63562901 62406151 -3821 63562623 62406151 -4099 63562590 62407676 -4132
Chr3 Complement NT_005962.15 AGGTCGCAGTGAGCT 21043439 ETV5 21039340 20976573 -4099 21039340 20976573 -4099 21036120 20978891 -7319
Chr1 Normal NT_019273.15 AGGTCAGCTTGACAT 6007689 TSHB 6008266 6012709 -577 6011788 6012652 -4099 6011788 6012652 -4099
Chr12 Complement NT_009775.13 AGGTCAGCATCACCT 6590558 NOS1 6586461 6435658 -4097 6586461 6437858 -4097 6555753 6439993 -34805
Chr21 Normal NT_011512.8 CTGTCATAATGACCT 26119508 LOC140338 26123603 26160361 -4095 26123603 26160361 -4095 26123603 26160361 -4095
Chr21 Complement NT_030187.1 TGGTCCAGATGACCC 86029 LOC348587 81934 25714 -4095 81934 25714 -4095 81934 25714 -4095
Chr13 Normal NT_024524.12 AAGTCAACTTGACCT 25566421 LOC341686 25570515 25834718 -4094 25570515 25834718 -4094 25570515 25834718 -4094
Chr2 Normal NT_005403.13 TGGTCAAGATGAACT 28091575 LOC344082 28095668 28155080 -4093 28095668 28155080 -4093 28095668 28155080 -4093
Chr8 Normal NT_007995.13 AGGTCCAGTTGACCC 2443741 LOC346863 2447834 2513899 -4093 2447834 2513899 -4093 2447834 2513899 -4093
Chr15 Complement NT_010194.15 GAGTCAGGATGACCT 15815600 LOC342024 15811510 15811160 -4090 15811510 15811160 -4090 15811510 15811160 -4090
ChrY Complement NT_011903.9 AGGTCACAATAACCG 3320169 LOC140139 3316080 3270837 -4089 3316080 3270837 -4089 3291504 3270837 -28665
Chr12 Normal NT_029419.10 GGGCCATGCTGACCC 19001568 LOC283377 19005657 19008071 -4089 19005657 19008071 -4089 19005682 19006667 -4114
Chr15 Normal NT_010194.15 TGGCCAGGCTGACCT 13437221 CAPN3 13355039 13494126 82182 13441309 13494126 -4088 13484603 13493582 -47382
Chr4 Complement NT_037623.3 AGGGCAGCCTGACCC 927359 KIAA1643 923280 774227 -4079 923271 774227 -4088 922952 775354 -4407
Chr3 Normal NT_005612.13 AGGTTGGTCTGACCT 26471732 LOC344700 26475819 26506118 -4087 26475819 26506118 -4087 26475819 26506118 -4087
Chr19 Normal NT_011295.10 AGGTCAGCCTGGCCA 7010423 CYP4F3 7014509 7036436 -4086 7014509 7036436 -4086 7015028 7032997 -4605
Chr7 Complement NT_007914.12 AGGTCTTTGTGACCT 11435820 LOC155046 11431735 11430734 -4085 11431735 11430734 -4085 11431720 11430838 -4100
Chr12 Normal NT_029419.10 CTGTCAAAGTGACCT 3721481 LOC341549 3725564 3784723 -4083 3725564 3784723 -4083 3725564 3784723 -4083
Chr1 Complement NT_077386.2 CGGTCAGCCTGACTC 76204 FHL3 78294 69459 2090 72122 69459 -4082 72100 70093 -4104
Chr19 Complement NT_011109.15 AGGTTGAAGTGACCC 17953785 MGC2650 17949703 17934405 -4082 17949703 17934405 -4082 17949694 17934668 -4091
Chr22 Complement NT_011520.9 AGGTTGCAGTGACCC 18215448 DDX17 18211396 18188509 -4052 18211367 18190768 -4081 18192977 18190994 -22471
Chr11 Normal NT_033899.5 GGGTCACTGCAACCT 21487384 TMPRSS4 21491465 21540002 -4081 21491465 21532844 -4081 21491697 21532307 -4313
Chr5 Normal NT_034772.4 TGGTCACTCTGACCT 35788095 LOC351907 35792174 35841551 -4079 35792174 35841551 -4079 35792174 35841551 -4079
Chr21 Normal NT_011512.8 AGGTCATAAAGACCT 28454911 MX1 28453278 28491974 1633 28458990 28491974 -4079 28464834 28491521 -9923
Chr10 Normal NT_008583.15 TGGTCAAAATGACTT 3299521 LOC340865 3303599 3455349 -4078 3303599 3455349 -4078 3303599 3455349 -4078
Chr3 Normal NT_005962.15 AGGACATGATGACCA 18979221 HTR3C 18983298 18990922 -4077 18983298 18990922 -4077 18983332 18990603 -4111
Chr21 Normal NT_011512.8 TGGTCAGGCTGACCT 822828 LOC149997 826825 827504 -3997 826903 827504 -4075 827055 827333 -4227
Chr2 Complement NT_005403.13 AGATCAGCCTGACCA 28292829 NFE2L2 28288836 28254377 -3993 28288755 28254377 -4074 28288642 28254851 -4187
Chr3 Normal NT_005962.15 TGGTCAGAATAACCT 18576858 FLJ20059 18565874 18609719 10984 18580931 18603274 -4073 18580956 18602747 -4098
Chr2 Complement NT_022135.13 AGGTCTATCTGACCT 8993721 SCTR 8989809 8905163 -3912 8989648 8905163 -4073 8989544 8905435 -4177
Chr17 Complement NT_010641.13 AGGTCGCAGTGAGCC 4985048 C17orf26 4980988 4534250 -4060 4980976 4534250 -4072 4977064 4535884 -7984
Chr14 Complement NT_026437.10 AGGTGAGAGTGACCA 4664788 RABGGTA 4660927 4654874 -3861 4660717 4654874 -4071 4660449 4654949 -4339
Chr14 Complement NT_026437.10 TGGTCAGGCTGGCCT 71624123 LOC341944 71620053 71616108 -4070 71620053 71616108 -4070 71620027 71616108 -4096
Chr5 Normal NT_077451.2 AGGTCAGAGAGACCC 3503100 BTNL3 3507134 3524630 -4034 3507168 3524630 -4068 3507296 3524139 -4196
Chr12 Normal NT_019546.15 AGGTCGACTTGCCCC 25152041 DRIM 25156108 25262582 -4067 25156108 25262582 -4067 25156252 25262092 -4211
Chr5 Normal NT_023133.11 CGGTCACGATGGCCC 19711116 SFXN1 19714984 19766323 -3868 19715183 19766323 -4067 19728693 19763323 -17577
Chr1 Normal NT_026943.12 GGGTGGGAGTGACCC 3436485 CLCA3 3440551 3461651 -4066 3440551 3461651 -4066 3440569 3448872 -4084
Chr17 Normal NT_030843.6 TGGTCACCCTGACTC 170858 ZNF179 174810 180873 -3952 174924 180873 -4066 175009 179774 -4151
Chr20 Complement NT_011362.8 AGGTTACAGTGACCT 16295312 LOC343610 16291248 16219682 -4064 16291248 16219682 -4064 16291248 16219682 -4064
Chr2 Complement NT_005403.13 AGGTCATAAAGACCT 24377032 LOC351317 24372968 24330205 -4064 24372968 24330205 -4064 24372968 24330205 -4064
Chr8 Complement NT_023666.15 AGATCAGCCTGACCA 377824 FLJ22246 373761 369846 -4063 373761 369846 -4063 373308 370313 -4516
Chr1 Normal NT_032977.5 GGGTAAGTTTGACCA 985868 LOC343181 989931 1044542 -4063 989931 1044542 -4063 989931 1044542 -4063
Chr5 Complement NT_034772.4 GGGTCTCAGTGACCT 37153986 H2AFY 37150598 37085092 -3388 37149924 37085092 -4062 37139804 37085687 -14182
Chr7 Normal NT_007914.12 AGGTTGTAGTGACCT 927201 MGC20727 931263 954051 -4062 931263 953215 -4062 931438 953019 -4237
Chr22 Complement NT_011520.9 GGCTCACTGCGACCT 23040304 SCUBE1 23036269 22896186 -4035 23036243 22896954 -4061 23036223 22896963 -4081
Chr17 Complement NT_010641.13 AGGTCTTTATGACCT 7046458 HN1 7042574 7023150 -3884 7042399 7023884 -4059 7042296 7024001 -4162
Chr7 Complement NT_007933.12 AGGCCATGCTGACCG 53706961 LOC286015 53702902 53696897 -4059 53702902 53696897 -4059 53701461 53698211 -5500
Chr17 Complement NT_078101.1 GGGCCAGCATGACCC 13321 LOC348258 9263 8132 -4058 9263 8132 -4058 8732 8427 -4589
Chr1 Complement NT_004668.15 TGGTCAGGCTGACCT 7381019 HL-2 7376962 7367218 -4057 7376962 7367218 -4057 7376932 7367331 -4087
Chr1 Complement NT_077947.1 AGGTTACAGTGACCA 128134 LOC348480 124077 109321 -4057 124077 109321 -4057 124056 123730 -4078
Chr1 Complement NT_004487.15 TGGTCACTGTGACAT 6299642 LOC256895 6399731 6215471 100089 6295586 6215471 -4056 6216422 6216099 -83220
Chr17 Complement NT_010755.13 GAGTCAGGCTGACCC 4155260 STAT5B 4151204 4073919 -4056 4151204 4076207 -4056 4106868 4076479 -48392
Chr7 Normal NT_007914.12 AGGTCATAAAGACCT 8826373 LOC202865 8830428 8855722 -4055 8830428 8855722 -4055 8830789 8855264 -4416
Chr17 Complement NT_035414.4 GGGACAGATTGACCT 619752 LOC348256 615705 510134 -4047 615697 510134 -4055 615682 512694 -4070
Chr1 Complement NT_004559.10 AGGTCACTGTAACCT 1781623 DKFZp434C0923 1777569 1774929 -4054 1777569 1774929 -4054 1777373 1776750 -4250
Chr7 Normal NT_007758.10 AGGACACCATGACCT 2867585 FLJ34299 2871613 2898890 -4028 2871637 2898831 -4052 2871754 2897631 -4169
Chr1 Complement NT_004668.15 GGGTGATCATGACCC 1599662 KCP2 1595662 1591717 -4000 1595610 1591748 -4052 1595610 1591748 -4052
Chr13 Complement NT_009952.13 TGGGCACCCTGACCT 24559159 LOC283486 24555107 24551700 -4052 24555107 24551700 -4052 24554447 24554076 -4712
Chr5 Normal NT_006713.13 AGGTCATGGTGACAC 2977063 LOC345686 2981115 2995604 -4052 2981115 2995604 -4052 2981115 2995604 -4052
ChrX Complement NT_011726.10 GGGTCAGTCTGTCCC 946886 LOC286456 942836 941429 -4050 942836 941429 -4050 942142 941789 -4744
Chr1 Normal NT_004668.15 GGGTTACCATGACCA 9158871 LOC343423 9162921 9191935 -4050 9162921 9191935 -4050 9165226 9191935 -6355
Chr12 Complement NT_029419.10 GGGTCACTGCAACCT 32230413 VMD2L3 32226363 32180640 -4050 32226363 32190696 -4050 32215974 32192554 -14439
Chr7 Normal NT_007758.10 AGGTTGCAGTGACCC 2283564 ZNF138 2287614 2327519 -4050 2287614 2326548 -4050 2308838 2325423 -25274
Chr22 Normal NT_011520.9 AGGTTACGGTGACCC 705954 FLJ30473 710003 726218 -4049 710003 726218 -4049 712802 725889 -6848
Chr13 Normal NT_027140.5 GGGTCATTAAGACCA 2334 LOC349986 6383 14372 -4049 6383 14372 -4049 6383 14372 -4049
ChrX Complement NT_077819.2 TGGCCAGGCTGACCT 2991105 NRF 2999756 2982245 8651 2987056 2982245 -4049 2986403 2984165 -4702
Chr1 Complement NT_032977.5 AGGTCAAACCCACCT 6652837 FLJ36155 6648789 6421641 -4048 6648789 6421641 -4048 6509487 6422027 -143350
Chr10 Complement NT_030059.10 AGGACAGCGTGACCA 24032224 LOC143310 24028176 24024098 -4048 24028176 24024098 -4048 24026355 24026074 -5869
Chr5 Normal NT_023133.11 AGGTCATCCTGACCC 1625825 PRO1331 1629872 1632153 -4047 1629872 1632153 -4047 1630952 1631146 -5127
Chr6 Normal NT_007592.13 AGGTCACTGCAACCT 34895851 DKFZp434P0531 34892503 34920382 3348 34899897 34920382 -4046 34901226 34919747 -5375
Chr16 Normal NT_010498.13 GGGACACCGTGACCA 5402479 MT1B 5406524 5407828 -4045 5406524 5407828 -4045 5406579 5407690 -4100
Chr15 Normal NT_010194.15 CAGTCATTCTGACCC 2405883 KLF13 2409615 2460658 -3732 2409927 2455203 -4044 2409973 2455059 -4090
Chr6 Complement NT_007592.13 TGGTCAAACTGGCCC 22839667 TNXB 22898894 22830650 59227 22835623 22830650 -4044 22834714 22830844 -4953
Chr1 Normal NT_004487.15 GGGTCTTCTTGACCT 4553963 LOC350742 4558006 4693552 -4043 4558006 4693552 -4043 4558006 4693552 -4043
Chr6 Complement NT_033951.3 TGGTCAAACTGGCCC 3425106 TNXB 3484322 3416090 59216 3421063 3416090 -4043 3473144 3416288 48038
Chr6 Complement NT_034874.2 TGGTCAAACTGGCCC 3321350 TNXB 3380555 3312335 59205 3317307 3312335 -4043 3369377 3312533 48027



Chr2 Complement NT_037540.2 AGGTTGTAGTGACCC 100867 LOC344533 96825 58985 -4042 96825 58985 -4042 96825 58985 -4042
Chr2 Normal NT_022171.13 GGCTCACTGCGACCT 4989946 IL1RL1 4993986 5034521 -4040 4993986 5034521 -4040 5020749 5034405 -30803
Chr20 Normal NT_011362.8 AGGTGAGAATGACCA 14892742 LOC343603 14896780 14978258 -4038 14896780 14978258 -4038 14896780 14978258 -4038
Chr12 Normal NT_009759.15 GAGTCATTGTGACCA 6343581 LTBR 6347526 6354993 -3945 6347618 6354993 -4037 6347786 6354364 -4205
Chr3 Normal NT_005825.15 TGGTCACACTGACAT 1740415 LOC348818 1744449 1769218 -4034 1744449 1769218 -4034 1744449 1769218 -4034
Chr9 Complement NT_024000.15 AGGTTGTGGTGACCC 594214 FBXW5 590262 585967 -3952 590181 585967 -4033 589614 586459 -4600
Chr1 Normal NT_004873.14 TGGTCAGGCTGATCT 3058 LOC163341 7090 12394 -4032 7090 12394 -4032 9513 10667 -6455
Chr3 Normal NT_005962.15 GGCTCACCATGACCA 25641031 LOC201654 25645063 25646193 -4032 25645063 25646193 -4032 25645063 25646193 -4032
Chr2 Normal NT_005403.13 CGATCATCCTGACCT 53397464 BMPR2 53401008 53584092 -3544 53401494 53584092 -4030 53401535 53584006 -4071
Chr1 Complement NT_004836.14 AGGTAAAGGTGACCC 6546621 CHML 6542591 6540289 -4030 6542591 6540289 -4030 6542427 6540457 -4194
Chr6 Complement NT_007592.13 GGGTCAGACTGTCCC 43814764 GCM1 43810735 43788870 -4029 43810735 43789984 -4029 43807538 43790112 -7226
Chr15 Normal NT_010194.15 AGGCCAGCCTGACCA 12240979 LOC283746 12244933 12246301 -3954 12245007 12246301 -4028 12245614 12246183 -4635
Chr17 Complement NT_010641.13 TGGTCAAGCTGGCCT 5229248 LOC284175 5225220 5222688 -4028 5225220 5222688 -4028 5223700 5223257 -5548
Chr17 Normal NT_010748.12 GGCTCACCGCGACCT 731809 NAGS 735837 740233 -4028 735837 739774 -4028 735837 739774 -4028
Chr5 Complement NT_029289.9 TGGTCAGGCTGATCT 11882012 SLC36A2 11877984 11875193 -4028 11877984 11875193 -4028 11877976 11875689 -4036
Chr8 Normal NT_008046.13 AGGTCAAAATGACTT 16710550 LOC352496 16714576 16740826 -4026 16714576 16740826 -4026 16714576 16740826 -4026
Chr3 Complement NT_022517.15 GGGTCAACATGAACT 15031413 UBP1 15027744 14975705 -3669 15027387 14976467 -4026 15027214 14977697 -4199
Chr8 Normal NT_023666.15 AGGTCGCAGTGAGCC 595094 KIAA0062 599119 654499 -4025 599119 654499 -4025 636537 651524 -41443
Chr6 Complement NT_025741.12 AGGGCGTGCTGACCC 42028937 LOC345925 42024912 41969463 -4025 42024912 41969463 -4025 42024912 41969463 -4025
Chr2 Complement NT_005403.13 TGGTCATATTCACCT 10924609 LY75 10920585 10819214 -4024 10920585 10819214 -4024 10920531 10820893 -4078
Chr9 Complement NT_008470.15 GGATCAAGCTGACCC 13712667 C9orf5 13708644 13603842 -4023 13708644 13603842 -4023 13708612 13609066 -4055
Chr1 Complement NT_004668.15 TGGTCACAATGACTT 1566738 DPM3 1562903 1562201 -3835 1562715 1562201 -4023 1562638 1562270 -4100
Chr1 Complement NT_004668.15 TGGTCACAATGACTT 1566738 DPM3 1562903 1562201 -3835 1562715 1562201 -4023 1562548 1562270 -4190
Chr1 Complement NT_021877.15 AGGTCAAATTGTCCA 1665576 FLJ30634 1661553 1658720 -4023 1661553 1658720 -4023 1660898 1660530 -4678
Chr1 Complement NT_032977.5 AGCTCACTGTGACCT 6358995 LOC163742 6354975 6352948 -4020 6354975 6352948 -4020 6354783 6353779 -4212
Chr9 Normal NT_008413.15 TGGGCAAGATGACCT 33226177 SPINK4 33208364 33238565 17813 33230197 33238565 -4020 33230208 33238470 -4031
Chr1 Complement NT_077382.2 AGATCAGCCTGACCA 152053 LOC339552 148035 142731 -4018 148035 142731 -4018 145612 144458 -6441
Chr9 Complement NT_008470.15 AGGTCAAGGTGACAA 17810241 KIAA0674 17806224 17750426 -4017 17806224 17750426 -4017 17775393 17750984 -34848
Chr7 Complement NT_007819.13 AGGTTGCAGTGACCC 4710548 KIAA1856 4709600 4642099 -948 4706532 4642099 -4016 4706406 4644661 -4142
Chr9 Complement NT_024000.15 AGGTCACTGTGAACT 407834 LOC138307 403819 399917 -4015 403819 401858 -4015 403461 401898 -4373
Chr16 Complement NT_024797.13 GGGTCAATGAGACCT 6177883 LOC342478 6173870 6099354 -4013 6173870 6099354 -4013 6173870 6099354 -4013
Chr15 Complement NT_010194.15 GGGTCACTGCAACCT 45956081 SCAMP2 45952102 45922471 -3979 45952068 45923595 -4013 45951994 45923822 -4087
Chr8 Normal NT_037704.3 AGCTCACTGTGACCT 47834 HSF1 51846 74942 -4012 51846 74942 -4012 52003 74556 -4169
Chr16 Normal NT_037887.3 CGGCCAGGCTGACCC 701160 MGC2601 705172 709655 -4012 705172 707479 -4012 705291 707388 -4131
Chr16 Complement NT_037887.3 GGGGCAGGGTGACCG 1219262 TPSG1 1215251 1211655 -4011 1215251 1211655 -4011 1215251 1211789 -4011
Chr12 Normal NT_009755.15 ATGTCACAGTGACCC 1486055 FLJ12975 1464759 1502039 21296 1490064 1502039 -4009 1490103 1501357 -4048
ChrX Complement NT_011681.12 AGGCCAGCCTGACCC 2213493 LOC347423 2209484 2087746 -4009 2209484 2087746 -4009 2209484 2087746 -4009
Chr6 Complement NT_078023.1 GGGTCATAGGGACCA 334251 LOC352177 330242 298538 -4009 330242 298538 -4009 330242 298538 -4009
Chr17 Normal NT_024871.10 TGGCCATGATGACCC 1808504 KIAA1447 1812512 1830654 -4008 1812512 1830654 -4008 1830088 1830612 -21584
Chr15 Complement NT_010194.15 TGGGCAAAATGACCT 23941251 LOC342040 23937243 23876609 -4008 23937243 23876609 -4008 23937243 23876609 -4008
Chr11 Normal NT_033927.5 AGGTTATGTTGACCT 6945618 IMAGE:4907098 6949625 6950782 -4007 6949625 6950782 -4007 6949625 6950779 -4007
Chr22 Complement NT_011520.9 TGGTCAGGCTGATCT 7709791 PITPNB 7705824 7638227 -3967 7705787 7638229 -4004 7705748 7641449 -4043
Chr4 Normal NT_037623.3 AGGCCGGGTTGACCT 222165 TACC3 226168 249797 -4003 226168 249797 -4003 228051 249642 -5886
Chr3 Complement NT_005927.15 GGGTCACCCTGTCCC 11821204 LOC132001 11817202 11760769 -4002 11817202 11760769 -4002 11816959 11760828 -4245
Chr4 Complement NT_022853.14 GGGTCACCTTGAGCA 2656775 LOC254938 2652773 2646552 -4002 2652773 2646552 -4002 2652718 2649835 -4057
Chr4 Normal NT_037622.3 CTGTCAGGGTGACCC 1189737 LOC285463 1193738 1202209 -4001 1193738 1202209 -4001 1200224 1201345 -10487
Chr5 Normal NT_029289.9 AGATCAGCACGACCC 1345599 PCDHA4 1349600 1554857 -4001 1349600 1554857 -4001 1349701 1552450 -4102
Chr1 Complement NT_037485.3 GGGTCACTGCAACCT 1816523 FCN3 1812552 1806812 -3971 1812524 1806812 -3999 1812518 1806936 -4005
Chr4 Complement NT_006316.15 AGCTCACTGTGACCT 2081096 HS3ST1 2106747 2075734 25651 2077097 2075801 -3999 2076987 2076064 -4109
Chr5 Normal NT_006713.13 AGATCAGCCTGACCA 5399925 F2R 5403923 5423430 -3998 5403923 5423430 -3998 5404265 5421460 -4340
ChrX Complement NT_078116.1 TGGTCAGTGTGACAT 839425 LOC352883 835429 792644 -3996 835429 792644 -3996 835429 792644 -3996
Chr2 Normal NT_022221.9 CTGTCAGCCTGACCT 1282272 D2S448 1286226 1398885 -3954 1286267 1398885 -3995 1286318 1396569 -4046
Chr11 Normal NT_033903.5 AGGTTGCAGTGACCT 2410970 LOC219537 2414964 2419006 -3994 2414964 2419006 -3994 2415044 2418850 -4074
Chr1 Normal NT_034410.4 AGGTCAGGCTGCCCC 1146691 LOC343247 1150685 1216175 -3994 1150685 1216175 -3994 1150685 1216175 -3994
Chr12 Normal NT_029419.10 TGGTCAGGCTGATCT 15785192 MGC11308 15788743 15791494 -3551 15789186 15791494 -3994 15789926 15791278 -4734
Chr4 Complement NT_016606.15 TGGTCAATTTAACCC 12260638 LOC285423 12256645 11870752 -3993 12256645 11870752 -3993 12127262 11955513 -133376
Chr8 Normal NT_008251.13 TGCTCACAGTGACCT 4239350 POLB 4243312 4276637 -3962 4243342 4276625 -3992 4243455 4276487 -4105
Chr7 Normal NT_007914.12 TGTTCATTATGACCT 4602226 ARHGEF5 4604773 4620495 -2547 4606217 4620495 -3991 4606732 4619920 -4506
Chr10 Complement NT_030059.10 GGGTCAGCTGGACCA 36944632 KIAA0417 37048274 36869262 103642 36940643 36869262 -3989 36940538 36872850 -4094
Chr18 Complement NT_010966.13 AGATCAAAATGACCT 33426655 LOC284287 33422667 33422225 -3988 33422667 33422225 -3988 33422586 33422356 -4069
Chr12 Normal NT_009775.13 TGGTCATGGTGACAC 827769 LOC341527 831757 838715 -3988 831757 838715 -3988 831757 838715 -3988
Chr11 Complement NT_009237.15 TGGTCAGGTTGGCCT 38972215 CUGBP1 38968228 38881257 -3987 38968228 38883515 -3987 38904125 38887341 -68090
Chr3 Normal NT_005927.15 AGGTCAACAAGACCT 13446686 HDAC11 13450073 13475683 -3387 13450673 13475683 -3987 13450697 13475032 -4011
Chr19 Normal NT_011109.15 GGGTCACTGCAACCT 26148690 KIAA1979 26152677 26158036 -3987 26152677 26158036 -3987 26153179 26153967 -4489
ChrX Normal NT_011568.12 AGGCCAGCATGACCA 12281144 GAGEC1 12285087 12290091 -3943 12285130 12289794 -3986 12286256 12289689 -5112
Chr10 Normal NT_008583.15 AGGTCAGTGTGACCA 29819552 LOC143244 29823470 29824679 -3918 29823537 29824249 -3985 29823578 29824042 -4026
Chr10 Normal NT_077575.2 AGGTCAGTGTGACCA 16745 LOC338601 20730 21949 -3985 20730 21949 -3985 0 0 16745
Chr3 Complement NT_005825.15 GGGTCAGCCCCACCC 4417633 FLJ36525 4425831 4401316 8198 4413649 4402692 -3984 4412649 4403111 -4984
Chr1 Normal NT_032962.4 AGGTCAATCTGACCC 940427 FLJ13544 943893 948595 -3466 944410 946363 -3983 944762 945532 -4335
Chr11 Complement NT_033927.5 AGGTCACAGAGACCC 12985897 RAB30 12981914 12891508 -3983 12981914 12891508 -3983 12907387 12892236 -78510
Chr7 Complement NT_023629.12 GGGTCATGGTGACTC 210077 KR19 206095 185852 -3982 206095 185852 -3982 198555 186071 -11522
Chr13 Normal NT_009952.13 GGGTCAGCTTGGCCT 21608425 LOC283484 21612407 21615393 -3982 21612407 21615393 -3982 21614022 21614306 -5597
Chr10 Normal NT_008583.15 ATGTCAATATGACCA 12950797 LOC338609 12954779 12970175 -3982 12954779 12970175 -3982 12954834 12968926 -4037
Chr1 Normal NT_004671.15 GGCTCATTCTGACCC 14375675 PPFIA4 14379656 14402847 -3981 14379656 14402847 -3981 14379767 14400502 -4092
Chr17 Normal NT_030843.6 GGGTCACACAGACCG 2176790 FLJ14167 2180769 2183466 -3979 2180769 2183466 -3979 2181676 2181996 -4886
Chr10 Normal NT_030059.10 GGGTCAGAGTGACCT 38823838 LOC338568 38827815 38871127 -3977 38827815 38871127 -3977 38827815 38871127 -3977
Chr9 Complement NT_008413.15 AGCTCACTGTGACCT 6639624 GLDC 6635650 6522469 -3974 6635650 6522469 -3974 6635499 6523017 -4125
Chr18 Complement NT_010966.13 TGGTCAGATTAACCC 29839441 B29 29840856 29813676 1415 29835470 29813676 -3971 29824872 29814809 -14569
Chr20 Complement NT_011333.5 GGGCCACAGTGACCA 733349 CHRNA4 729378 713081 -3971 729378 713081 -3971 729147 714720 -4202
Chr16 Normal NT_024797.13 GGGTCACTATGACAT 8776731 HSD17B2 8780448 8843976 -3717 8780702 8843976 -3971 8780869 8843880 -4138
Chr11 Normal NT_033927.5 GGGTGGTCATGACCC 1904997 IL18BP 1908043 1915790 -3046 1908968 1915790 -3971 1910066 1911971 -5069
Chr10 Complement NT_030059.10 TGGTCACACTGACCT 450070 LOC143243 446101 444882 -3969 446101 444882 -3969 445987 445523 -4083
Chr9 Normal NT_008413.15 CGGGCATCATGACCC 16202837 LOC286299 16206806 16209226 -3969 16206806 16209226 -3969 16207998 16208522 -5161
Chr11 Normal NT_009237.15 GGTTCACTGCGACCT 10117487 FLJ90119 10121430 10127436 -3943 10121455 10127436 -3968 10121538 10124660 -4051
Chr11 Normal NT_033903.5 GGGTCACCCTGGCCT 12167518 SSH-3 12171390 12180459 -3872 12171486 12180451 -3968 12171486 12179747 -3968
Chr7 Complement NT_007933.12 GGGTCACTGCAACCT 25003742 GAL3ST-4 24999800 24990451 -3942 24999776 24990451 -3966 24998302 24991135 -5440
ChrX Normal NT_011651.13 AGGTCATCCTGGCCC 26199675 LOC203562 26203641 26206759 -3966 26203641 26206759 -3966 26204991 26206730 -5316
Chr9 Complement NT_008470.15 GGGTCACTTTGACTC 32656200 LOC203245 32652235 32646151 -3965 32652235 32646151 -3965 32652015 32648342 -4185
Chr19 Normal NT_011109.15 GGGTTGAACTGACCT 21852955 SNRP70 21856716 21880058 -3761 21856920 21880058 -3965 21857862 21879890 -4907
Chr17 Complement NT_010783.13 AGGTCAGGGTGACTC 2343118 GIP 2339154 2329117 -3964 2339154 2329117 -3964 2337793 2329268 -5325
Chr15 Normal NT_010194.15 GGCTCACCACGACCT 51064683 HSPC073 51068647 51069348 -3964 51068647 51069348 -3964 51068924 51069295 -4241
Chr8 Complement NT_030032.8 AGGTCACTGTGGCCT 677649 LOC349181 673690 652898 -3959 673690 652898 -3959 673690 652898 -3959
Chr6 Normal NT_025741.12 GGGTCAGGGTGCCCA 16745513 LOC345880 16749471 16753542 -3958 16749471 16753542 -3958 16749471 16753542 -3958



Chr4 Normal NT_077444.2 AGGACAGAGTGACCT 617416 UGT2B7 576115 637852 41301 621373 637852 -3957 621387 637602 -3971
Chr11 Normal NT_009237.15 TGGTCAAAATGACCT 27885518 LOC341240 27889472 27911389 -3954 27889472 27911389 -3954 27889472 27911389 -3954
ChrY Complement NT_011875.9 GGGTCACTCCCACCC 2325516 LOC352889 2321564 2304590 -3952 2321564 2304590 -3952 2321564 2304590 -3952
Chr18 Complement NT_025004.13 AGGTCAAACTGACAG 1877752 KIAA0222 1873801 1738885 -3951 1873801 1738885 -3951 1821665 1741109 -56087
Chr22 Complement NT_011520.9 GGGTCAACACGACCC 9539083 LOC55954 9553531 9517516 14448 9535132 9517516 -3951 9535102 9517783 -3981
Chr3 Normal NT_005612.13 GGGCCACAATGACCT 44463120 MRAS 44466850 44523911 -3730 44467068 44520810 -3948 44491262 44520647 -28142
Chr16 Complement NT_010552.13 GGTTCACCGTGACCA 1603487 SRL 1599539 1580811 -3948 1599539 1580811 -3948 1596004 1583588 -7483
Chr3 Complement NT_022517.15 GGGTCATAGTGACAT 18416861 KIAA0342 18412916 18380853 -3945 18412916 18380853 -3945 18411972 18382308 -4889
Chr19 Complement NT_011109.15 GGCTCACTGCGACCT 13243838 BLVRB 13239943 13221919 -3895 13239895 13221919 -3943 13239813 13222014 -4025
Chr6 Normal NT_007627.10 TGTTCACCCTGACCT 464027 LOC349055 467970 485493 -3943 467970 485493 -3943 467970 485493 -3943
Chr20 Normal NT_011333.5 AGGCCAACCCGACCC 1058977 C20orf41 1025793 1066681 33184 1062918 1066667 -3941 1027386 1065046 31591
Chr20 Normal NT_011333.5 AGGCCAACCCGACCC 1058977 C20orf41 1025793 1066681 33184 1062918 1066667 -3941 1064751 1066546 -5774
Chr14 Normal NT_026437.10 AGGTCAGGATCACCA 35285779 LOC350041 35289719 35318631 -3940 35289719 35318631 -3940 35289823 35318631 -4044
Chr1 Normal NT_021937.15 AGATCAGCCTGACCG 565270 CRBPIV 569198 588011 -3928 569208 588011 -3938 569251 587824 -3981
Chr2 Normal NT_005403.13 AGGTCCCTATGACCC 69403076 SLC11A1 69406251 69420083 -3175 69407013 69419092 -3937 69407013 69419092 -3937
Chr1 Complement NT_004668.15 AGGTCCCAGTGACCA 7202417 LOC284678 7198481 7195718 -3936 7198481 7195718 -3936 7198364 7198080 -4053
Chr10 Complement NT_033985.5 TGGTCAGGCTGATCT 346609 LOC340753 342673 303708 -3936 342673 303708 -3936 342673 303708 -3936
Chr2 Complement NT_022184.12 AGGTCACTGCAACCT 23029272 LRPPRC 23039077 22930817 9805 23025336 22930821 -3936 23023002 22931672 -6270
Chr11 Complement NT_033899.5 GGCTCACTGCGACCT 20650425 PCSK7 20646904 20619469 -3521 20646490 20619469 -3935 20644239 20620392 -6186
Chr20 Normal NT_028392.4 GGGTCACTGCAACCT 4292406 SDBCAG84 4296291 4311925 -3885 4296341 4311925 -3935 4296368 4311796 -3962
Chr17 Normal NT_010783.13 GGGTGAAGATGACCA 16418549 LOC350455 16422483 16552053 -3934 16422483 16552053 -3934 16422483 16552053 -3934
Chr1 Normal NT_034410.4 GGGTCATAAGGACCT 310535 LOC284572 314468 315359 -3933 314468 315359 -3933 314570 314944 -4035
Chr10 Complement NT_024115.14 GGGTCAGCCTGTCCT 1038756 IDI1 1035110 1025848 -3646 1034825 1026029 -3931 1030083 1027127 -8673
ChrX Normal NT_019686.7 TGCTCAGCGTGACCT 1362162 LOC91966 1366093 1367499 -3931 1366093 1367499 -3931 1366093 1367499 -3931
Chr12 Complement NT_029419.10 TGGTCAGAGTGATCT 20313151 METTL1 20309641 20305562 -3510 20309220 20305562 -3931 20309172 20306085 -3979
Chr2 Complement NT_022184.12 TGGTCAGGCTGATCT 34375394 FLJ10392 34389291 34331158 13897 34371464 34338869 -3930 34360870 34338869 -14524
Chr16 Complement NT_010552.13 TGGTCATACTCACCT 1510813 ADCY9 1507612 1344818 -3201 1506885 1356331 -3928 1506869 1357379 -3944
Chr10 Complement NT_030059.10 AGGTCAGAGCCACCC 14215540 LOC349485 14211612 14191117 -3928 14211612 14191117 -3928 14211582 14191117 -3958
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 27742033 NALP2 27745933 27780698 -3900 27745961 27780693 -3928 27749574 27780456 -7541
Chr6 Normal NT_007592.13 GGGTCAAGTTGATCT 31870664 LOC221442 31874590 31905697 -3926 31874590 31905697 -3926 31886220 31897179 -15556
Chr11 Normal NT_033903.5 AGGTCATCACGGCCC 9975975 TM7SF2 9979884 9984228 -3909 9979900 9984224 -3925 9980155 9984159 -4180
Chr4 Normal NT_006316.15 TGGTCAGGCTGATCT 1443886 LOC345359 1447810 1510074 -3924 1447810 1510074 -3924 1447810 1510074 -3924
Chr11 Complement NT_033927.5 GGCTCACTGCGACCT 13371150 FLJ37266 13367227 13365082 -3923 13367227 13365082 -3923 13367197 13366622 -3953
Chr18 Complement NT_010966.13 TGGCCACACTGACCT 10833813 LOC147407 10829890 10781471 -3923 10829890 10781471 -3923 10829756 10828833 -4057
Chr1 Complement NT_004671.15 TGGTCAGGGGGACCT 13488658 PTPN7 13484756 13471127 -3902 13484735 13471127 -3923 13483514 13472718 -5144
Chr1 Complement NT_004671.15 TGGTCAGGGGGACCT 13488658 PTPN7 13484756 13471127 -3902 13484735 13471127 -3923 13483631 13472718 -5027
Chr3 Complement NT_005612.13 GGGTCACTCCCACCC 13452018 LOC344596 13448097 13446158 -3921 13448097 13446158 -3921 13448091 13446158 -3927
Chr16 Normal NT_024797.13 GGGTGGGAGTGACCC 575769 LOC342404 579689 648598 -3920 579689 648598 -3920 579689 648598 -3920
Chr17 Normal NT_010718.13 AGGTCAGAATTACCT 3818701 FLJ30726 3822619 3840536 -3918 3822619 3840536 -3918 3835665 3837173 -16964
Chr19 Complement NT_011109.15 TGGTCAGGCTGGCCT 28143310 LOC284418 28139393 28134467 -3917 28139393 28134467 -3917 28139384 28134858 -3926
Chr19 Complement NT_011109.15 TGGTGACTATGACCT 12500802 CLC 12496886 12490114 -3916 12496886 12490114 -3916 12496810 12490238 -3992
Chr12 Complement NT_019546.15 AGGTCACTGTGGCCT 32477992 LOC338773 32474076 32465816 -3916 32474076 32465816 -3916 32468348 32467497 -9644
Chr15 Complement NT_077661.1 GGGTCACTCCCACCC 1166964 LOC350235 1163049 1071790 -3915 1163049 1071790 -3915 1163049 1071790 -3915
Chr1 Complement NT_004511.15 AGGTCACTGCAACCT 2994441 LOC343339 2990528 2942486 -3913 2990528 2942486 -3913 2943081 2942782 -51360
Chr5 Complement NT_029289.9 GAGTCAGACTGACCT 6975054 LOC345545 6971142 6885767 -3912 6971142 6885767 -3912 6971142 6885767 -3912
Chr17 Complement NT_010641.13 GTGTCAGGCTGACCT 7558939 RECQL5 7555027 7514683 -3912 7555027 7536703 -3912 7554395 7539020 -4544
Chr20 Complement NT_028392.4 AGGTCAGGGTGACAC 2429239 APBA2BP 2428994 2411662 -245 2425328 2411662 -3911 2428926 2412404 -313
Chr20 Complement NT_028392.4 AGGTCAGGGTGACAC 2429239 APBA2BP 2428994 2411662 -245 2425328 2411662 -3911 2423966 2412404 -5273
Chr15 Normal NT_010194.15 AGGCCACCTTGACCT 45683200 CLK3 45687111 45708865 -3911 45687111 45708856 -3911 45697936 45708622 -14736
Chr19 Normal NT_011109.15 AGGTCACCTTGAACC 10837575 KIAA0545 10841486 10967224 -3911 10841486 10967224 -3911 10841564 10965098 -3989
Chr5 Complement NT_023089.13 GGGTCAGACTGCCCA 837750 ZDHHC11 833839 699556 -3911 833839 778645 -3911 833455 783960 -4295
Chr1 Complement NT_004668.15 TGGTCACAATGACTT 1566738 DPM3 1562903 1562201 -3835 1562828 1562201 -3910 1562548 1562270 -4190
Chr12 Complement NT_019546.15 TGGTCAGGCTGGCCT 25309792 LOC349784 25305884 25283821 -3908 25305884 25283821 -3908 25305884 25283821 -3908
Chr7 Complement NT_007933.12 AGGTCCCCTTGACCC 25476650 TFR2 25473986 25451627 -2664 25472743 25451921 -3907 25472716 25452064 -3934
Chr9 Complement NT_024000.15 GGGGCAGCATGACCA 407725 LOC138307 403819 399917 -3906 403819 401858 -3906 403461 401898 -4264
Chr10 Normal NT_017795.15 GGGTGGCGGTGACCC 207727 LOC349466 211633 229127 -3906 211633 229127 -3906 220274 229127 -12547
Chr17 Complement NT_010718.13 GGGTCTCCCTGACCC 3493909 CXCL16 3490102 3483720 -3807 3490004 3483722 -3905 3489581 3484791 -4328
Chr1 Complement NT_019273.15 TGGGCAAGATGACCT 4109052 LOC284471 4105149 4103097 -3903 4105149 4103097 -3903 4105149 4104715 -3903
Chr19 Complement NT_011109.15 AGATCAGCCTGACCA 25260832 LOC342922 25256929 25244997 -3903 25256929 25244997 -3903 25256929 25244997 -3903
Chr6 Complement NT_007592.13 AAGTCAAGATGACCT 30696485 MOCS1 30699363 30670224 2878 30692582 30670428 -3903 30692444 30671260 -4041
Chr12 Complement NT_029419.10 AGGTCATAGTGACAA 15061451 KRT5 15057549 15051667 -3902 15057549 15051667 -3902 15057386 15052032 -4065
Chr9 Normal NT_078081.1 GGGCCGCCCTGACCC 24956 LOC349331 28858 32677 -3902 28858 32677 -3902 29802 32623 -4846
Chr19 Complement NT_011255.13 AGCTCACTGCGACCT 5735091 LOC56931 5731217 5725155 -3874 5731190 5725155 -3901 5731152 5725214 -3939
Chr14 Normal NT_026437.10 GTGTCAGGCTGACCC 73305633 CHGA 73309533 73321677 -3900 73309533 73321677 -3900 73309746 73321270 -4113
Chr6 Complement NT_007592.13 AGGTCTTTATGACCT 40482282 TPX1 40478405 40457180 -3877 40478382 40457180 -3900 40474017 40457594 -8265
Chr10 Normal NT_077569.2 GGATCACTTTGACCT 2928134 LOC349540 2932033 2961458 -3899 2932033 2961458 -3899 2932033 2961458 -3899
Chr6 Normal NT_034880.2 GGGTCAAAGTGCCCA 6596800 LOC352049 6600699 6627373 -3899 6600699 6627373 -3899 6600699 6627373 -3899
Chr2 Complement NT_022184.12 CTGTCACACTGACCC 51872985 SEC15B 51869086 51219046 -3899 51869086 51504537 -3899 51868971 51508155 -4014
Chr17 Normal NT_010718.13 GGGTCAAAGTGACCC 16347625 LOC342567 16351523 16412117 -3898 16351523 16412117 -3898 16351523 16412117 -3898
Chr16 Complement NT_024812.10 TGGTCACTGTGCCCT 2176869 LOC90835 2172971 2168412 -3898 2172971 2168412 -3898 2172736 2172398 -4133
Chr2 Normal NT_005120.13 CTGTCACCATGACCC 1787258 SH3BP4 1791088 1894826 -3830 1791156 1894826 -3898 1874117 1892930 -86859
Chr15 Complement NT_010194.15 GTGTCAACTTGACCA 35466900 KIAA0101 35469224 35382007 2324 35463003 35447162 -3897 35462942 35447601 -3958
Chr20 Complement NT_028392.4 AGGGCATGCTGACCT 4337269 FER1L4 4354115 4313033 16846 4333373 4313033 -3896 4331250 4319151 -6019
Chr16 Normal NT_024812.10 AGGTCAAATTGACAG 1781894 HUMMLC2B 1783305 1788978 -1411 1785789 1788976 -3895 1785845 1788887 -3951
Chr19 Normal NT_011255.13 AGGTCACTGCAACCT 3521678 GIPC3 3525569 3530434 -3891 3525569 3530434 -3891 3525596 3530188 -3918
Chr11 Normal NT_008984.15 AGGTGGATGTGACCC 1776845 LOC120147 1780736 1782630 -3891 1780736 1782630 -3891 1780736 1782630 -3891
Chr16 Normal NT_037887.3 AGGTCACGGCGCCCT 1227049 TPSB1 1230679 1232555 -3630 1230940 1232555 -3891 1230941 1232242 -3892
Chr1 Normal NT_077382.2 TGGTCACTTTGTCCT 103911 LOC339553 107801 109607 -3890 107801 109607 -3890 107949 109113 -4038
Chr11 Normal NT_009237.15 GGGTCAAACTGACTC 37296872 MAPK8IP1 37300761 37321574 -3889 37300761 37321574 -3889 37300931 37320831 -4059
Chr16 Complement NT_024812.10 TGGTCCTTGCGACCT 1508341 TBX6 1504452 1498326 -3889 1504452 1498326 -3889 1503758 1498790 -4583
Chr5 Complement NT_006713.13 AGGTCATGGTGACAC 2977063 LOC351957 2973176 2958023 -3887 2973176 2958023 -3887 2973176 2958023 -3887
Chr11 Complement NT_033899.5 GGGTCAGGCTGCCCC 36360172 OPCML 36356285 35831327 -3887 36356285 35831327 -3887 36356235 35833332 -3937
Chr17 Normal NT_010641.13 GGGTCAAAATGCCCC 6468975 FLJ31882 6472861 6482152 -3886 6472861 6482152 -3886 6479990 6480610 -11015
Chr16 Complement NT_010552.13 AGGTTGTGATGACCT 2123399 KIAA1977 2125757 2087947 2358 2119513 2087947 -3886 2118563 2088463 -4836
Chr20 Complement NT_028392.4 GGGACAGGATGACCA 2429213 APBA2BP 2428994 2411662 -219 2425328 2411662 -3885 2428926 2412404 -287
Chr20 Complement NT_028392.4 GGGACAGGATGACCA 2429213 APBA2BP 2428994 2411662 -219 2425328 2411662 -3885 2423966 2412404 -5247
Chr9 Complement NT_008470.15 GGGTCTTGGTGACCA 11695572 LOC340512 11691688 11563533 -3884 11691688 11563533 -3884 11564595 11564323 -130977
Chr2 Normal NT_022184.12 AGGTCATCAGGACCT 10337155 LOC351141 10341039 10372714 -3884 10341039 10372714 -3884 10341039 10372714 -3884
Chr14 Normal NT_026437.10 TGGTCACGCTGATCT 49116180 LOC350057 49120061 49168073 -3881 49120061 49168073 -3881 49120061 49168073 -3881
Chr2 Complement NT_005403.13 AGCTCATGGCGACCC 24868893 LOC344180 24865013 24795599 -3880 24865013 24795599 -3880 24865013 24795599 -3880
Chr6 Normal NT_025741.12 AGGTCATAAAGACCT 36429661 LOC345911 36433541 36532483 -3880 36433541 36532483 -3880 36433541 36532483 -3880
Chr1 Complement NT_021877.15 TGGTCAGTGTCACCC 7342517 LOC350656 7338638 7190690 -3879 7338638 7190690 -3879 7338638 7190690 -3879
Chr16 Normal NT_010552.13 GGGTCACTGCAACCT 2081270 SDOS 2085148 2087279 -3878 2085148 2087279 -3878 2085162 2086614 -3892



Chr11 Normal NT_033927.5 AGGTCAGCATGACCT 1706030 LOC283203 1709907 1712298 -3877 1709907 1712298 -3877 1711755 1712087 -5725
Chr1 Complement NT_032962.4 GGGGCAAGATGACCT 284104 HIST2H2BE 280228 278006 -3876 280228 278006 -3876 280186 279806 -3918
Chr1 Complement NT_004873.14 AGGACAAAGTGACCA 51258 LOC339545 47382 45576 -3876 47382 45576 -3876 47234 46070 -4024
Chr1 Complement NT_077386.2 GGGTCGGGCTGCCCC 3561238 EDN2 3557363 3551468 -3875 3557363 3551468 -3875 3557293 3552101 -3945
Chr6 Normal NT_025741.12 GGGTCCTCCTGACCA 37236264 RPS12 37240009 37325025 -3745 37240139 37243131 -3875 37240337 37243110 -4073
Chr12 Complement NT_024477.12 AGGTCAACATGCCCT 696851 LOC341399 692977 691343 -3874 692977 691343 -3874 692977 691343 -3874
Chr19 Normal NT_011295.10 GTGTCAGCTTGACCA 1197542 UBL5 1201377 1203593 -3835 1201416 1203593 -3874 1201816 1203486 -4274
Chr11 Normal NT_033903.5 GGGTCACCCTGGCCT 12167518 SSH-3 12171390 12180459 -3872 12171390 12180459 -3872 12171486 12179747 -3968
Chr6 Normal NT_007592.13 AGGTTGCAGTGACCC 4429255 SIRT5 4433012 4470771 -3757 4433126 4470771 -3871 4442594 4470348 -13339
Chr20 Complement NT_011333.5 AGTTCAGGCTGACCG 1078952 ARFRP1 1076002 1067494 -2950 1075082 1067494 -3870 1075073 1068425 -3879
Chr2 Complement NT_005058.13 TGGTCACTCTGTCCC 2164229 LOC344148 2160359 2124961 -3870 2160359 2124961 -3870 2160359 2124961 -3870
Chr8 Complement NT_028251.10 AGGTCGCAGTGAGCC 6173831 EIF2C2 6169962 6065581 -3869 6169962 6065581 -3869 6169922 6066460 -3909
Chr8 Normal NT_028251.10 TGGTCACTGTGCCCC 5236236 LOC346929 5240102 5265006 -3866 5240102 5265006 -3866 5248210 5265006 -11974
Chr20 Normal NT_011362.8 TGGTCAGGCTGATCT 24847757 LOC128629 24851622 24874913 -3865 24851622 24874913 -3865 24851622 24874913 -3865
Chr5 Normal NT_006431.13 AGGTCATTTTGACCA 10344637 PART1 10348502 10351835 -3865 10348502 10351835 -3865 10348524 10348703 -3887
Chr9 Complement NT_008413.15 AGGTCAGGGCAACCT 2862478 LOC352682 2858617 2855184 -3861 2858617 2855184 -3861 2858617 2855184 -3861
Chr16 Normal NT_010542.13 GGCTCACTGCGACCT 1448370 Spir-2 1452231 1495042 -3861 1452231 1495042 -3861 1452274 1493995 -3904
Chr1 Normal NT_037485.3 AGATCAGCCTGACCA 1640675 LOC148356 1644535 1646446 -3860 1644535 1646446 -3860 1644642 1645496 -3967
Chr9 Normal NT_035014.3 GGGTCAGCCAGACCT 483534 ABL1 366647 540000 116887 487393 540000 -3859 487774 538010 -4240
Chr10 Normal NT_008705.14 AGGCCAGCCTGACCA 12640570 LOC338619 12644428 12647836 -3858 12644428 12647836 -3858 12644428 12647836 -3858
Chr9 Normal NT_035014.3 AGGTCAGGCAGACCC 78752 FLJ23816 82609 86448 -3857 82609 86448 -3857 82862 86020 -4110
Chr19 Complement NT_011295.10 AGGTCAAAATGAGCA 6205935 OR7C1 6202078 6199941 -3857 6202078 6199941 -3857 6201855 6200896 -4080
Chr2 Normal NT_022184.12 AGGTCATAAAGACCT 53997882 POLE4 54001297 54067944 -3415 54001738 54003206 -3856 54001738 54003206 -3856
Chr12 Normal NT_009482.13 ATGTCACCCTGACCT 479516 DKFZp761O2018 483370 575094 -3854 483370 575094 -3854 483519 573481 -4003
ChrX Normal NT_025302.11 AGGTCACACCCACCC 1360350 LOC340539 1364202 1370347 -3852 1364202 1370347 -3852 1364202 1370347 -3852
Chr19 Normal NT_011255.13 GGCTCACTGTGACCT 6467185 TNFSF9 6471037 6475933 -3852 6471037 6475933 -3852 6471048 6475077 -3863
Chr22 Normal NT_011520.9 AGGTTGCAGTGACCC 20792993 EP300 20796844 20884599 -3851 20796844 20884599 -3851 20798063 20884014 -5070
Chr15 Complement NT_010274.15 GGGTCACTGCAACCT 5262808 LOC145871 5258959 5257419 -3849 5258959 5257419 -3849 5257990 5257610 -4818
Chr6 Complement NT_007592.13 GGCTCAAAATGACCT 30200067 MGC33317 30196218 30094893 -3849 30196218 30101058 -3849 30196062 30101435 -4005
Chr1 Normal NT_019273.15 GGGTGGTACTGACCT 3697443 LOC284467 3701291 3708104 -3848 3701291 3708104 -3848 3703106 3707552 -5663
Chr9 Complement NT_023935.15 AGTTCATTTTGACCA 6981882 LOC347112 6978034 6929644 -3848 6978034 6929644 -3848 6978034 6929644 -3848
Chr16 Complement NT_010552.13 CTGTCACCCTGACCC 181514 EOS 179375 175016 -2139 177668 175016 -3846 177610 175695 -3904
Chr9 Normal NT_078080.1 TGGCCACTGTGACCT 15703 LOC352666 19549 218363 -3846 19549 218363 -3846 19549 218363 -3846
Chr16 Complement NT_037887.3 AGCTCACCATGACCC 132703 CGTHBA 128859 74273 -3844 128859 74273 -3844 128266 76704 -4437
Chr11 Normal NT_033899.5 TGGTCATTTTGCCCC 9021723 GRIA4 9024648 9394308 -2925 9025567 9394308 -3844 9025567 9394308 -3844
Chr19 Complement NT_011109.15 TGGTCAGGATGACCA 9181612 MGC45380 9177768 9151078 -3844 9177768 9151078 -3844 9168909 9151861 -12703
Chr9 Normal NT_035014.3 GGGTCACCTTGTCCT 483550 ABL1 366647 540000 116903 487393 540000 -3843 487774 538010 -4224
Chr10 Complement NT_008583.15 GGGTCAACCTGACCA 10100001 LOC349570 10096158 10019544 -3843 10096158 10019544 -3843 10096068 10019544 -3933
Chr1 Normal NT_021877.15 AGGGCAGGGTGACCA 8476726 LOC127739 8480568 8553040 -3842 8480568 8553040 -3842 8480568 8553040 -3842
Chr16 Complement NT_019609.11 TGGTCAGCCTGATCC 2561879 LOC283907 2558037 2556117 -3842 2558037 2556117 -3842 2557222 2556941 -4657
Chr16 Normal NT_010393.13 AGATCAGCCTGACCA 18347623 LOC162083 18351462 18353701 -3839 18351462 18353701 -3839 18352857 18353207 -5234
Chr1 Normal NT_004321.15 GGGTCACAGTGGCCT 159335 LOC348388 163174 177821 -3839 163174 177821 -3839 163174 177821 -3839
Chr17 Complement NT_030843.6 GGGACAGAGTGACCA 515732 ALDH3A1 512033 501586 -3699 511894 501586 -3838 508728 501820 -7004
Chr21 Normal NT_011512.8 CGGTCAGTATGACTC 19441720 C21orf63 19445093 19548527 -3373 19445558 19547896 -3838 19445558 19547896 -3838
Chr3 Normal NT_005612.13 AGGTCATAAAGACCT 25817197 AAT1 25821023 25884014 -3826 25821034 25884014 -3837 25821100 25869098 -3903
Chr13 Complement NT_009799.12 TGGTCAGGCTGGCCT 971029 LOC283526 967193 965060 -3836 967193 965060 -3836 967022 966696 -4007
Chr6 Normal NT_025741.12 AGGACACGCCGACCT 3452991 LOC351993 3456827 3466227 -3836 3456827 3466227 -3836 3456835 3466227 -3844
Chr1 Complement NT_019273.15 AGGTCTTTATGACCT 267418 DDA3 263583 260004 -3835 263583 260004 -3835 263134 260589 -4284
Chr12 Complement NT_009714.15 AGGTTGAAATGACCC 23751658 LOC338770 23747823 23735191 -3835 23747823 23735191 -3835 23747823 23735191 -3835
Chr4 Complement NT_022778.13 AGGTTGTAGTGACCC 9422914 KIAA1966 9419080 9379391 -3834 9419080 9382311 -3834 9406868 9383090 -16046
Chr8 Complement NT_008183.16 AGGCCAGCCTGACCA 22593591 SLC21A15 22589848 22427124 -3743 22589757 22427124 -3834 22587457 22427653 -6134
ChrY Complement NT_011875.9 TGGTCACTGTGGCCC 6843598 TTTY9 6839764 6830449 -3834 6839764 6830449 -3834 6836762 6831490 -6836
Chr1 Complement NT_034400.2 AGGTCATAGTCACCA 121506 LOC343231 117673 117122 -3833 117673 117122 -3833 117673 117122 -3833
Chr9 Complement NT_023935.15 TGGTCAAGGCGACCC 3551773 TMEM2 3547940 3462815 -3833 3547940 3462815 -3833 3529821 3464645 -21952
Chr4 Complement NT_016606.15 AGGTCAGTATGAGCA 3013505 UCP1 3009672 3000539 -3833 3009672 3000715 -3833 3009548 3000715 -3957
Chr11 Normal NT_033927.5 CGGTCACTTTGAGCT 2365116 LOC220079 2368948 2431164 -3832 2368948 2431164 -3832 2368948 2431164 -3832
Chr7 Normal NT_007758.10 TGGTCACCATGACGC 2359561 LOC285902 2363393 2383076 -3832 2363393 2383076 -3832 2381940 2382290 -22379
Chr16 Normal NT_035363.3 AGGTCAGATCCACCT 658448 LOC350356 662279 695038 -3831 662279 695038 -3831 662374 695038 -3926
Chr10 Normal NT_008818.14 AGGTCGCAGTGAGCT 1818257 LOC340955 1822087 1835589 -3830 1822087 1835589 -3830 1822087 1835589 -3830
Chr2 Complement NT_022135.13 GGGTCAGACCCACCT 2748060 PAX8 2744230 2682683 -3830 2744230 2683836 -3830 2743713 2683853 -4347
Chr17 Complement NT_010718.13 TGGTCAGGCTGATCT 6935835 FLJ20014 6932141 6930268 -3694 6932006 6930268 -3829 6931672 6931001 -4163
Chr18 Complement NT_010859.12 AAGTCACTATGACCT 3005775 LPIN2 3001946 2906995 -3829 3001946 2906995 -3829 2950839 2910292 -54936
Chr6 Normal NT_007592.13 AGGTTGCAGTGACCC 4429255 SIRT5 4433012 4470771 -3757 4433084 4464219 -3829 4442594 4470348 -13339
ChrX Normal NT_025965.11 AGGTGGCCCTGACCT 1380476 LOC158956 1384283 1385505 -3807 1384304 1385505 -3828 1384403 1384705 -3927
Chr1 Complement NT_037485.3 AGGTGGTGATGACCT 323840 LOC350724 320012 309031 -3828 320012 309031 -3828 319979 309031 -3861
Chr1 Normal NT_004668.15 GGGTCAGGATGAACG 5024803 LOC128368 5028630 5029571 -3827 5028630 5029571 -3827 5028630 5029571 -3827
Chr4 Normal NT_022853.14 AGGTTACAGTGACCC 4167089 KIAA0635 4165737 4239153 1352 4170915 4239153 -3826 4171747 4230652 -4658
Chr4 Complement NT_016606.15 TGGCCAAGCTGACCT 6463986 GYPB 6460161 6436960 -3825 6460161 6437109 -3825 6460105 6437117 -3881
Chr2 Normal NT_005403.13 AGGTCATTATGCCCA 67891006 LOC151363 67894831 67895698 -3825 67894831 67895698 -3825 67894906 67895674 -3900
Chr8 Normal NT_008251.13 GGGCCATTCCGACCT 459670 LOC347020 463495 502389 -3825 463495 502389 -3825 463495 502389 -3825
Chr1 Normal NT_004671.15 AGGTCAAGATGTCCT 14410942 ADORA1 14414766 14491517 -3824 14414766 14491516 -3824 14452954 14490012 -42012
Chr4 Complement NT_016606.15 TGGCCAAGCTGACCT 6585331 GYPA 6581536 6550122 -3795 6581509 6550122 -3822 6581453 6552212 -3878
Chr9 Complement NT_023935.15 GGGTCACTGCAACCT 1455575 APBA1 1451807 1209734 -3768 1451754 1209734 -3821 1296658 1210775 -158917
Chr15 Complement NT_010194.15 AGGTCAAGAAGACCT 34242868 RPS27L 34239373 34207443 -3495 34239048 34235427 -3820 34238976 34235603 -3892
Chr4 Complement NT_016606.15 GGCTCATCTTGACCA 15124673 FLJ32028 15120982 15066936 -3691 15120856 15066936 -3817 15120750 15069363 -3923
Chr1 Complement NT_021937.15 AGGTCACATTGAACT 206957 LOC343061 203140 198243 -3817 203140 198243 -3817 203140 198243 -3817
Chr2 Complement NT_005334.13 TGGTCAAGCTGGCCT 11064866 LOC348740 11061050 11056787 -3816 11061050 11056787 -3816 11061050 11056787 -3816
Chr6 Complement NT_007592.13 AGCTCGTGGTGACCC 22486872 C6orf47 22483057 22480621 -3815 22483057 22480621 -3815 22482271 22481333 -4601
Chr17 Complement NT_010748.12 GGGTGACAGTGACCA 504254 LOC284065 500441 497685 -3813 500441 497685 -3813 498739 498533 -5515
Chr2 Complement NT_005403.13 GGCTCACTGCGACCT 51892507 CLK1 51888760 51877069 -3747 51888697 51877142 -3810 51885922 51877366 -6585
Chr8 Complement NT_008046.13 TGGTCAGAATGACCT 46996901 FLJ33069 46993177 46942457 -3724 46993091 46942457 -3810 46991388 46943476 -5513
Chr4 Normal NT_037623.3 AGATCAGCCTGACCA 560679 LOC339983 564489 570537 -3810 564489 570537 -3810 565755 568756 -5076
Chr13 Complement NT_009952.13 AGGTCACAATGTCCC 14690863 LOC341597 14687053 14682328 -3810 14687053 14682328 -3810 14687053 14682328 -3810
Chr2 Normal NT_005403.13 AGGACGCCGTGACCC 68591901 LOC344493 68595709 68609733 -3808 68595709 68609733 -3808 68595709 68609733 -3808
Chr6 Complement NT_033951.3 AGCTCGTGGTGACCC 3078443 C6orf47 3074636 3072200 -3807 3074636 3072200 -3807 3073850 3072912 -4593
Chr16 Complement NT_024812.10 AGGTCACTGCAACCT 2000406 FLJ32130 1996757 1989961 -3649 1996599 1993548 -3807 1996599 1993548 -3807
Chr5 Complement NT_077451.2 GGATCACTGTGACCC 3325122 MGAT1 3333808 3308808 8686 3321315 3308815 -3807 3311238 3309901 -13884
Chr6 Complement NT_034874.2 AGCTCGTGGTGACCC 2935719 C6orf47 2931913 2929478 -3806 2931913 2929478 -3806 2931127 2930189 -4592
Chr6 Normal NT_007592.13 GAGTCAAGTTGACCA 43540186 FLJ32293 43543990 43546079 -3804 43543990 43546079 -3804 43544111 43544494 -3925
Chr1 Normal NT_004873.14 GGGTCATGGGGACCC 1623986 KIAA1026 1302365 1770221 321621 1627790 1769737 -3804 1628026 1769458 -4040
Chr17 Complement NT_010783.13 GGGTTGCACTGACCC 225903 LOC350436 222099 189584 -3804 222099 189584 -3804 196135 189592 -29768
Chr11 Normal NT_033899.5 GGCTCACTGTGACCT 5521369 YAP1 5525039 5647987 -3670 5525173 5647987 -3804 5525422 5644512 -4053
Chr17 Complement NT_010799.13 AGGTCGCAGTGAGCC 8184471 RAD51L3 8180668 8160594 -3803 8180668 8161182 -3803 8180412 8161752 -4059



Chr1 Complement NT_004391.15 AGGTCACTACAACCT 678013 LOC127295 674213 673575 -3800 674213 673575 -3800 674213 673575 -3800
Chr6 Complement NT_007592.13 GGGTCATTCAGACCA 1693161 MAK 1696963 1621214 3802 1689361 1621214 -3800 1689139 1622943 -4022
ChrX Normal NT_011812.12 AGGTCAAGTTCACCT 6059743 KIAA1280 6000256 6129153 59487 6063541 6126302 -3798 6075468 6126185 -15725
ChrX Complement NT_025965.11 TGGTCTCGCTGACCT 534772 ARHGAP4 530977 512110 -3795 530977 512110 -3795 530935 512462 -3837
Chr14 Complement NT_026437.10 AGGGCAATCTGACCA 82477218 HSPCA 82526063 82467427 48845 82473423 82468090 -3795 82472756 82468090 -4462
Chr19 Complement NT_011295.10 GGGCCAGAGTGACCT 10410964 SFRS14 10407427 10364499 -3537 10407170 10364505 -3794 10404682 10367977 -6282
Chr12 Complement NT_029419.10 AGGTTGCAGTGACCT 16960104 ITGA5 16956550 16932353 -3554 16956311 16932353 -3793 16956288 16933383 -3816
Chr20 Normal NT_011362.8 CGGTCATGTTTACCT 13622394 LOC348539 13626187 13626808 -3793 13626187 13626808 -3793 13626187 13626808 -3793
Chr4 Complement NT_016606.15 GGGTCAAAATGAACT 24608643 DKFZp566D234 24604851 23824714 -3792 24604851 23824714 -3792 24552213 23826564 -56430
Chr14 Normal NT_026437.10 AGGTGGATATGACCT 38671001 C14orf107 38674792 38675909 -3791 38674792 38675909 -3791 38675677 38675838 -4676
Chr3 Normal NT_005962.15 AGGTCTTACTGACCT 19738631 KIAA0804 19742422 19982849 -3791 19742422 19982849 -3791 19754884 19982276 -16253
Chr4 Normal NT_037623.3 AGGGCAGCCTGACCC 927359 LOC339985 931150 954989 -3791 931150 954983 -3791 942785 954745 -15426
Chr11 Complement NT_033903.5 TGGCCAGTGTGACCT 12245234 CLC 12241965 12232030 -3269 12241444 12232030 -3790 12241399 12232996 -3835
Chr21 Complement NT_011512.8 GGGTCAGGGTGGCCA 19606486 LOC350999 19602697 19589050 -3789 19602697 19589050 -3789 19602697 19589050 -3789
Chr19 Complement NT_011109.15 TGGGCACAATGACCT 19245622 FLJ10781 19243016 19237968 -2606 19241835 19237968 -3787 19241667 19240036 -3955
Chr7 Normal NT_007914.12 AGGTCATGGTGGCCA 4221356 LOC135946 4225143 4244796 -3787 4225143 4244796 -3787 4225143 4244796 -3787
Chr6 Normal NT_034880.2 TGGCCAGGGTGACCT 7189068 LOC352050 7192854 7200780 -3786 7192854 7200780 -3786 7192854 7200780 -3786
ChrX Normal NT_011669.13 CGGTCAGGGAGACCC 2732988 LOC347420 2736773 2757136 -3785 2736773 2757136 -3785 2736773 2757136 -3785
Chr3 Complement NT_005825.15 AGGTCACCCTGCCCT 437435 KIAA1173 434945 424795 -2490 433653 424795 -3782 432958 424883 -4477
Chr12 Complement NT_009775.13 TGGTCAGGCTGATCT 9429357 RPLP0 9425793 9421389 -3564 9425575 9421389 -3782 9425465 9421455 -3892
Chr1 Complement NT_004464.15 AGGTAGTTGTGACCC 2313297 LOC284639 2309517 2306918 -3780 2309517 2306918 -3780 2309419 2309105 -3878
Chr4 Complement NT_022778.13 TGGTCAGCCTGATCT 8799120 LOC345098 8795340 8789072 -3780 8795340 8789072 -3780 8795340 8789072 -3780
Chr5 Normal NT_023133.11 AGGACACTTTGACCA 16687142 LOC345437 16690922 16779528 -3780 16690922 16779528 -3780 16690922 16779528 -3780
Chr3 Complement NT_005612.13 TGGTCATAATGTCCT 38844591 FLJ31331 38840812 38839120 -3779 38840812 38839120 -3779 38840735 38840190 -3856
Chr1 Normal NT_019273.15 CGGTCCCACCGACCC 3725194 LOC128322 3728973 3729353 -3779 3728973 3729353 -3779 3728973 3729353 -3779
Chr2 Normal NT_034508.2 AGGTCTGTGTGACCT 80021 LOC339562 83800 84295 -3779 83800 84295 -3779 83800 84295 -3779
Chr17 Complement NT_010718.13 AGGTTGCCGTGACCT 16525759 SMCR5 16521980 16519137 -3779 16521980 16519137 -3779 16521528 16521106 -4231
Chr1 Normal NT_077960.1 AGGTCACACCCACCC 138061 LOC254099 141838 148873 -3777 141838 148873 -3777 147564 147977 -9503
Chr14 Normal NT_026437.10 GGTTCACTGTGACCT 52132962 LOC341906 52136739 52295084 -3777 52136739 52295084 -3777 52136743 52295084 -3781
Chr8 Complement NT_078036.1 AGGTCGACCTGACCC 206600 LOC157295 202824 198459 -3776 202824 198459 -3776 202824 198459 -3776
Chr16 Normal NT_010498.13 AGGACACCTTGACCT 17938783 SNTB2 17942559 18056642 -3776 17942559 18056393 -3776 17942579 18056336 -3796
Chr12 Complement NT_019546.15 AGGACAAACTGACCT 13405744 TUWD12 13401968 13295691 -3776 13401968 13295696 -3776 13401863 13297121 -3881
Chr1 Normal NT_004668.15 TAGTCATGGTGACCT 1412119 LENEP 1415894 1416606 -3775 1415894 1416606 -3775 1415916 1416101 -3797
Chr12 Normal NT_009759.15 AGGTCGTCCTGGCCT 6833134 LOC283345 6836909 6848027 -3775 6836909 6848027 -3775 0 0 6833134
Chr1 Normal NT_004668.15 AGGTCACTATAACCT 6534175 ATP1A2 6537949 6565854 -3774 6537949 6565854 -3774 6538053 6563513 -3878
Chr19 Normal NT_011109.15 GGGTGGTGCTGACCT 4085702 LOC342875 4089476 4104656 -3774 4089476 4104656 -3774 4089476 4104656 -3774
Chr3 Normal NT_005927.15 AGGTCAGACTGAGCC 14410210 SLC6A6 14372974 14457451 37236 14413984 14457451 -3774 14413996 14455365 -3786
Chr9 Normal NT_008470.15 AGCTCATTGCGACCT 33528010 KIAA0169 33531782 33592007 -3772 33531782 33592007 -3772 33532592 33591592 -4582
Chr11 Complement NT_028310.10 AGGTCGCAGTGAGCT 6954512 FLJ11608 6950745 6887821 -3767 6950742 6890669 -3770 6950709 6892418 -3803
Chr19 Normal NT_011295.10 TTGTCATCATGACCC 12927581 LOC339385 12931351 12932712 -3770 12931351 12932712 -3770 12931904 12932203 -4323
Chr16 Normal NT_037887.3 GGGTCACGGTGTCCA 1097859 LOC146337 1101628 1103400 -3769 1101628 1103400 -3769 1102107 1102517 -4248
Chr2 Complement NT_005334.13 AGGTCAGCGTGAACT 5845158 LOC351281 5841389 5821676 -3769 5841389 5821676 -3769 5841389 5821676 -3769
Chr16 Normal NT_024812.10 GGGTCAAAATGGCCT 1432131 FLJ25404 1435899 1440301 -3768 1435899 1437267 -3768 1435920 1436792 -3789
Chr4 Complement NT_006051.15 TGGTCAGCTTGATCC 2744366 LOC339988 2740600 2737531 -3766 2740600 2737531 -3766 2739411 2738709 -4955
Chr3 Normal NT_006014.14 TGGGCAGCATGACCT 1417748 SEMA3B 1420117 1430050 -2369 1421511 1429644 -3763 1421746 1429210 -3998
Chr20 Complement NT_011387.8 TGGTCAAAATTACCC 2725026 CPXM 2721273 2714715 -3753 2721266 2714715 -3760 2721218 2714836 -3808
Chr19 Complement NT_011255.13 AGGTCATCCTGGCCA 352930 KIAA1957 349170 345447 -3760 349170 345447 -3760 348361 347096 -4569
Chr17 Normal NT_010718.13 GAGTCAGTCTGACCC 3553773 PLD2 3557508 3573835 -3735 3557533 3573835 -3760 3558173 3573267 -4400
Chr20 Complement NT_011333.5 AGGCCACAGTGACCC 945978 LOC200213 942219 938122 -3759 942219 938122 -3759 940368 938175 -5610
Chr9 Normal NT_035014.3 GGGTCAGGCTGACCT 2526933 C9orf9 2530690 2542534 -3757 2530690 2542357 -3757 2536275 2540938 -9342
Chr1 Complement NT_019273.15 GGGTCACTCCCACCC 2973348 KCND3 2969591 2756268 -3757 2969591 2756268 -3757 2963162 2756513 -10186
Chr14 Complement NT_026437.10 TGGTCAAGGTGTCCC 44729114 LOC338910 44725358 44722594 -3756 44725358 44722594 -3756 44725280 44724876 -3834
Chr2 Normal NT_022135.13 AGGTCACCCAGACCA 8727420 LOC343962 8731176 8745368 -3756 8731176 8745368 -3756 8731176 8745368 -3756
Chr15 Complement NT_010194.15 GGGTCACGCCGGCCC 38148098 LOC350169 38144342 38064400 -3756 38144342 38064400 -3756 38144342 38064400 -3756
Chr6 Normal NT_025741.12 AGATCAGCCTGACCA 13723491 FLJ37396 13727246 13761646 -3755 13727246 13761646 -3755 13727293 13761003 -3802
Chr1 Normal NT_077914.1 AGGTCACAGTGAGCC 56786 LOC219293 60541 81010 -3755 60541 81010 -3755 61536 79382 -4750
Chr8 Complement NT_007995.13 GAGTCATTATGACCC 909856 GSR 906260 856358 -3596 906103 857737 -3753 905997 857811 -3859
Chr11 Normal NT_033899.5 TGGTCATGGTGACTC 24713998 SC5DL 24707105 24723024 6893 24717751 24723024 -3753 24717763 24721899 -3765
ChrX Normal NT_011786.13 TGGTCATGGTGTCCC 10043448 FLJ23614 10047200 10065556 -3752 10047200 10065556 -3752 10049523 10063480 -6075
Chr6 Normal NT_007592.13 GGGTCTTTGTGACCA 41474613 TFAP2BL1 41478365 41537854 -3752 41478365 41537854 -3752 41478877 41537685 -4264
Chr17 Normal NT_010755.13 GGGTCAGACTAACCC 3891153 KBRAS2 3894821 3899515 -3668 3894902 3899515 -3749 3896319 3898634 -5166
ChrX Complement NT_011568.12 GTGTCATCCTGACCC 1028525 RPGR 1024860 966525 -3665 1024780 966703 -3745 1024721 966980 -3804
Chr2 Complement NT_005334.13 GGGTCACAATGCCCA 4601543 YWHAQ 4597841 4550800 -3702 4597800 4550800 -3743 4597275 4552109 -4268
Chr21 Normal NT_011512.8 ATGTCATCGTGACCC 18032443 LOC339627 18036184 18055786 -3741 18036184 18055786 -3741 18036184 18055786 -3741
Chr17 Normal NT_010718.13 GGGTCAGAAAGACCT 3624843 MINK 3628582 3642275 -3739 3628582 3642275 -3739 3628582 3641499 -3739
Chr2 Normal NT_022135.13 AGGCCAGCTTGACCC 9807003 INHBB 9810741 9816716 -3738 9810741 9816716 -3738 9811507 9815192 -4504
Chr14 Normal NT_026437.10 AGGTCAAAATTACCA 66523117 LOC338920 66526855 66734000 -3738 66526855 66734000 -3738 66526855 66734000 -3738
Chr9 Normal NT_008413.15 AGGTTGCAGTGACCC 16726166 LOC352693 16729904 16747539 -3738 16729904 16747539 -3738 16729904 16747539 -3738
Chr17 Complement NT_024871.10 AGGTCGGCGTGGCCT 1769338 LOC339226 1765601 1764264 -3737 1765601 1764264 -3737 1764663 1764379 -4675
Chr12 Complement NT_009775.13 TGGTCAGTTTTACCC 9757558 MGC4767 9753833 9727962 -3725 9753821 9727962 -3737 9753763 9728466 -3795
Chr1 Normal NT_077989.1 GGGTCCTGATGACCA 30726 PRELP 34437 45802 -3711 34462 45801 -3736 41824 45521 -11098
Chr10 Complement NT_008583.15 GGGTCACTCCCACCC 18010811 VR22 18007075 16230889 -3736 18007075 16231079 -3736 17958419 16231236 -52392
Chr2 Normal NT_022184.12 AGCTCACCACGACCT 33370268 FLJ40298 33373103 33404646 -2835 33374003 33404646 -3735 33374045 33403631 -3777
Chr14 Normal NT_026437.10 TGGTCAGCCTGACAC 4450850 LOC90668 4454585 4459065 -3735 4454585 4459065 -3735 4454608 4458141 -3758
Chr15 Complement NT_010194.15 AGGTTACAGTGACCC 22823662 MGC35274 22833393 22804873 9731 22819927 22804873 -3735 22819430 22805415 -4232
Chr14 Complement NT_026437.10 TGGTCACCGTGACAT 4822122 LOC341816 4818388 4816221 -3734 4818388 4816221 -3734 4818388 4816221 -3734
Chr2 Normal NT_022184.12 TTGTCAGGCTGACCC 44957779 LOC344442 44961512 44977429 -3733 44961512 44977429 -3733 44961512 44977429 -3733
Chr12 Normal NT_009714.15 AGGTCAGGCCGTCCT 1135143 LOC283323 1138874 1140368 -3731 1138874 1140368 -3731 1139483 1139983 -4340
Chr2 Complement NT_022184.12 TGGTCAGGCTGTCCT 49237811 FLJ20558 49234135 49192951 -3676 49234083 49192951 -3728 49225049 49193420 -12762
Chr19 Normal NT_011255.13 AGGTCACAGTGACGT 6297840 CLPP 6301463 6308913 -3623 6301567 6308912 -3727 6301586 6308721 -3746
Chr1 Normal NT_032977.5 GGGTGGGAGTGACCC 8482270 LOC343195 8485996 8542003 -3726 8485996 8542003 -3726 8485996 8542003 -3726
Chr6 Normal NT_078020.1 TGGTCACACGGACCC 374603 LOC349057 378326 382655 -3723 378326 382655 -3723 378420 382605 -3817
Chr5 Complement NT_006713.13 TGGTCAGGCTGGCCT 3928365 FLJ40191 3924643 3768905 -3722 3924643 3768905 -3722 3924643 3768905 -3722
Chr5 Complement NT_034772.4 AGGTCATTGTGACCA 30292038 FBN2 30288317 30008749 -3721 30288317 30008749 -3721 30288317 30010171 -3721
Chr12 Normal NT_029419.10 AGGTCACAGTGAGCT 28835969 HELB 28839690 28875264 -3721 28839690 28875264 -3721 28839690 28875188 -3721
Chr17 Normal NT_010755.13 TGGTCAGCATGACCT 3992451 HspB9 3996172 3998092 -3721 3996172 3998092 -3721 3997592 3998071 -5141
Chr17 Normal NT_010783.13 GGGACAGCATGACCC 16812103 LOC350456 16815822 16820127 -3719 16815822 16820127 -3719 16815822 16820127 -3719
Chr15 Complement NT_010194.15 AGATCAGCCTGACCA 11393367 PLCB2 11389722 11369721 -3645 11389649 11369721 -3718 11389484 11370528 -3883
Chr7 Complement NT_007933.12 GGGTGGATGTGACCT 52406047 GCC1 52402331 52397359 -3716 52402331 52397359 -3716 52401912 52398744 -4135
Chr9 Normal NT_008413.15 AGGTTGCAGTGACCC 5877193 MLANA 5880802 5899822 -3609 5880909 5899822 -3716 5882475 5898708 -5282
Chr14 Complement NT_026437.10 AGGTCAATACGAGCT 74347523 ASB2 74363117 74320540 15594 74343808 74320554 -3715 74343319 74321043 -4204
Chr5 Complement NT_023133.11 AGGTCAAATCCACCT 15549059 LOC285587 15545344 15542570 -3715 15545344 15542570 -3715 15544943 15544623 -4116
Chr3 Complement NT_005535.15 GGGGCACCATGACCC 540167 LOC351454 536455 499311 -3712 536455 499311 -3712 536455 499311 -3712



Chr12 Complement NT_029419.10 AGGTTGCAGTGACCC 12566239 RACGAP1 12562584 12526251 -3655 12562527 12526251 -3712 12553804 12527357 -12435
Chr8 Complement NT_023666.15 AGGCCAGAATGACCA 149137 DOK2 145519 140699 -3618 145426 141136 -3711 145426 141136 -3711
Chr19 Normal NT_011109.15 GGGTCATGCTGCCCT 6096099 LOC199709 6099810 6100940 -3711 6099810 6100940 -3711 6099810 6100940 -3711
Chr2 Complement NT_005403.13 AGGTTGCAGTGACCT 78700129 LOC129374 78696421 78671978 -3708 78696421 78671978 -3708 78696421 78671978 -3708
Chr6 Complement NT_034874.2 AGGTAACAGTGACCT 3805115 HLA-DRB5 3801408 3788553 -3707 3801408 3788553 -3707 3801403 3788918 -3712
Chr6 Complement NT_007422.12 GGGTCACTCCCACCC 2379249 LOC346069 2375543 2342573 -3706 2375543 2342573 -3706 2375543 2342573 -3706
Chr4 Complement NT_006316.15 TGGTCAAAGTGACTT 2080802 HS3ST1 2106747 2075734 25945 2077097 2075801 -3705 2076987 2076064 -3815
Chr16 Complement NT_024797.13 CGGCCACCTTGACCC 10553710 LOC342305 10550006 10542107 -3704 10550006 10542107 -3704 10549998 10542107 -3712
Chr10 Normal NT_008705.14 TGGTCAAAATGACAT 9764870 RAB18 9768574 9804422 -3704 9768574 9804422 -3704 9768624 9802305 -3754
Chr14 Complement NT_026437.10 CGGGCATGGTGACCC 35293269 GCH1 35289572 35228773 -3697 35289567 35228773 -3702 35289419 35230773 -3850
Chr5 Complement NT_006431.13 GGGTCACTGCAACCT 5097164 UNG2 5094288 5091726 -2876 5093462 5091726 -3702 5093383 5091903 -3781
Chr15 Complement NT_010194.15 GGGTCGTCCTGCCCC 2564017 LOC283713 2560316 2557218 -3701 2560316 2557218 -3701 2560058 2559741 -3959
Chr4 Complement NT_016606.15 GGCTCACTGCGACCT 20413944 LOC345392 20410244 20339027 -3700 20410244 20339027 -3700 20410244 20339027 -3700
Chr3 Normal NT_005612.13 AGGTCGTTAGGACCC 17998267 LL5beta 17977240 18094289 21027 18001964 18094289 -3697 18002079 18092564 -3812
Chr8 Complement NT_077531.2 AGGTCTTTCTGACCC 1267947 LOC346695 1264250 1256230 -3697 1264250 1256230 -3697 1264250 1256230 -3697
Chr1 Normal NT_077983.1 AGGTCATCCTGTCCA 116410 GABRD 120106 125920 -3696 120106 125449 -3696 120106 125449 -3696
Chr1 Complement NT_077915.1 AGGTCGTCGTCACCC 14770 LOC350847 11075 4706 -3695 11075 4706 -3695 9917 4706 -4853
Chr2 Normal NT_005403.13 AGGTCAAATTGGCCT 25346401 LOC285084 25350093 25354709 -3692 25350093 25354709 -3692 25351136 25351432 -4735
Chr15 Complement NT_010194.15 AGGTCAAGCTCACCT 8480254 LOC342002 8476562 8438861 -3692 8476562 8438861 -3692 8476562 8438861 -3692
Chr22 Complement NT_011520.9 AAGTCAAAGTGACCC 18883419 FLJ23865 18879728 18877692 -3691 18879728 18877692 -3691 18879482 18879096 -3937
Chr22 Complement NT_011519.10 GGGTCACACTGTCCT 2322126 SLC25A1 2318435 2315245 -3691 2318435 2315546 -3691 2318336 2315793 -3790
Chr5 Complement NT_029289.9 TGGTCAGGGTAACCC 11305203 DCTN4 11301561 11251247 -3642 11301513 11251247 -3690 11301492 11253648 -3711
Chr8 Normal NT_023684.15 TGGTCGCACTGACCC 754862 LOC286078 758552 762415 -3690 758552 762415 -3690 760743 761111 -5881
Chr16 Complement NT_010552.13 GGGACAGAGTGACCT 432042 LOC146439 428353 419110 -3689 428353 422130 -3689 422558 422152 -9484
Chr11 Normal NT_033899.5 TGGCCAGGCTGACCT 25662227 LOC341051 25665913 25675844 -3686 25665913 25675844 -3686 25665913 25675844 -3686
Chr17 Complement NT_010755.13 GGGTCACCCTGACTT 4900804 VAT1 4897175 4889345 -3629 4897118 4889345 -3686 4897062 4890801 -3742
Chr19 Normal NT_011255.13 GGGGCGGGGTGACCT 920662 WDR18 924348 938437 -3686 924348 934556 -3686 924354 934343 -3692
Chr2 Normal NT_005403.13 AGGTGGAGCTGACCC 22243028 LOC351315 22246713 22293657 -3685 22246713 22293657 -3685 22246713 22293657 -3685
Chr20 Normal NT_011333.5 AGGTCTTTGTGACCT 600225 BIRC7 603907 608485 -3682 603907 608485 -3682 604080 607588 -3855
Chr1 Complement NT_032977.5 GGGTGGGAGTGACCC 20751702 GNG12 20748046 20616135 -3656 20748021 20619864 -3681 20622279 20620044 -129423
Chr3 Normal NT_005612.13 GGGTCATTGTGACAA 23467723 LOC351480 23471402 23558922 -3679 23471402 23558922 -3679 23471402 23558922 -3679
Chr2 Complement NT_034485.4 GGGTCATGGTGACGC 355969 LOC344138 352291 312777 -3678 352291 312777 -3678 352221 312777 -3748
Chr16 Complement NT_024797.13 GGCTCAACCTGACCC 804549 LOC350316 800872 742324 -3677 800872 742324 -3677 800872 742324 -3677
Chr22 Complement NT_011519.10 AGCTCAGAGTGACCA 846605 CECR1 842929 812342 -3676 842929 812344 -3676 832618 814523 -13987
Chr11 Complement NT_028310.10 AGGTCGCAGTGAGCT 4087023 OR51B4 4083349 4082417 -3674 4083349 4082417 -3674 4083349 4082417 -3674
Chr5 Complement NT_077451.2 AGGACAGTCTGACCT 521813 PROP1 518449 514442 -3364 518140 514916 -3673 518140 514916 -3673
Chr8 Normal NT_008183.16 AGCTCACTGCGACCT 6886657 MRPL15 6890329 6903006 -3672 6890329 6903006 -3672 6890392 6902827 -3735
Chr1 Complement NT_021953.15 GGGTCACACTGAGCC 883401 LOC253019 879737 874543 -3664 879730 876237 -3671 878702 876285 -4699
Chr14 Normal NT_026437.10 GGGTCAGTGAGACCT 56882359 LOC283574 56886030 56888219 -3671 56886030 56888219 -3671 56887607 56887939 -5248
Chr11 Complement NT_033927.5 GGCTCACTGTGACCT 7551546 CLNS1A 7547876 7526228 -3670 7547876 7526228 -3670 7547788 7529702 -3758
Chr16 Normal NT_024812.10 GGCTCACTGCGACCT 272898 SH2B 259327 286778 13571 276568 286778 -3670 278670 286038 -5772
Chr14 Normal NT_026437.10 AGGTCATCCTCACCT 16756989 LOC341839 16760658 16761137 -3669 16760658 16761137 -3669 16760658 16761137 -3669
Chr14 Complement NT_026437.10 GGGTCACTGCAACCT 54474904 ALDH6A1 54471237 54446910 -3667 54471237 54446910 -3667 54471138 54447386 -3766
Chr9 Normal NT_008470.15 AAGTCAAAGTGACCA 20980768 ASBABP2 20984434 20986776 -3666 20984434 20986776 -3666 20985685 20985816 -4917
Chr11 Normal NT_033899.5 AGGTCACTCTGACTG 6664277 FLJ11756 6613824 6894194 50453 6667942 6894194 -3665 6672220 6893822 -7943
Chr12 Complement NT_009775.13 CGGTCAGGCTGATCT 5787847 LOC283451 5784183 5782867 -3664 5784183 5782867 -3664 5784160 5783882 -3687
Chr15 Complement NT_010194.15 AGGCCACCTTGACCA 43349432 LOC56965 43349791 43319922 359 43345768 43319937 -3664 43346217 43321374 -3215
Chr15 Complement NT_010194.15 AGGCCACCTTGACCA 43349432 LOC56965 43349791 43319922 359 43345768 43319937 -3664 43340437 43332479 -8995
Chr2 Normal NT_005403.13 CGATCATCCTGACCT 53397464 BMPR2 53401008 53584092 -3544 53401127 53584092 -3663 53401535 53584006 -4071
Chr11 Complement NT_035113.4 GGGCCACCCTGACCT 617234 DKFZp761L1518 613572 595303 -3662 613572 595303 -3662 609528 595938 -7706
ChrX Complement NT_011630.13 AGGCCAGCCTGACCA 685492 FGD1 681831 631121 -3661 681831 631121 -3661 681097 631774 -4395
Chr11 Complement NT_033899.5 AGTTCATGCTGACCA 30647823 LOC341073 30644163 30555014 -3660 30644163 30555014 -3660 30644163 30555014 -3660
Chr15 Normal NT_010274.15 TAGTCAGTATGACCT 10738056 LOC342255 10741716 10780310 -3660 10741716 10780310 -3660 10741716 10780310 -3660
Chr10 Normal NT_030059.10 AGGTCACTGTGTCCC 40427386 LOC349512 40431044 40458649 -3658 40431044 40458649 -3658 40431044 40458649 -3658
Chr13 Normal NT_024524.12 GGGTCACTACCACCT 27626222 LOC341689 27629879 27697422 -3657 27629879 27697422 -3657 27629879 27697422 -3657
Chr2 Normal NT_034508.2 AGCTCACTGCGACCT 80144 LOC339562 83800 84295 -3656 83800 84295 -3656 83800 84295 -3656
Chr1 Normal NT_004852.15 AGCTCACTGTGACCC 1620234 RPS8 1623889 1627326 -3655 1623889 1627055 -3655 1623912 1627000 -3678
Chr1 Normal NT_004668.15 AGCTCACTGCGACCT 3037833 BRAL1 3041487 3047918 -3654 3041487 3047918 -3654 3045684 3047577 -7851
Chr17 Normal NT_010755.13 AGGTCACCCTGTCCC 4771884 G6PC 4775538 4788109 -3654 4775538 4788109 -3654 4775617 4786166 -3733
Chr1 Complement NT_077989.1 GGGTCAGGGCTACCC 55864 LOC350902 52212 45865 -3652 52212 45865 -3652 52212 45865 -3652
Chr12 Complement NT_009759.15 GGGTCACACTGTCCC 6655738 ZNF384 6652981 6630078 -2757 6652086 6630078 -3652 6642947 6631144 -12791
Chr1 Normal NT_077984.1 CGGTCAGTGGGACCC 167120 LOC350898 170770 177241 -3650 170770 177241 -3650 171981 177241 -4861
Chr19 Normal NT_011255.13 GGGTCACTGCAACCT 2721909 THOP1 2725458 2753596 -3549 2725559 2753588 -3650 2725661 2753274 -3752
Chr6 Complement NT_007592.13 TGGTCAAGCTGATCT 15866701 LOC346144 15863052 15852895 -3649 15863052 15852895 -3649 15863052 15852895 -3649
Chr22 Complement NT_019197.3 CGGCCACACTGACCT 261632 TUBGCP6 258416 231109 -3216 257984 231114 -3648 257879 231156 -3753
Chr4 Complement NT_006307.14 AGGTCAGCAAGACCA 699788 LOC345318 696142 668767 -3646 696142 668767 -3646 696142 668767 -3646
Chr19 Complement NT_011109.15 AGGTCGGCTTGACTT 8253220 LOC148131 8249576 8246448 -3644 8249576 8246448 -3644 8249562 8246548 -3658
ChrY Normal NT_011896.7 TGGTCACATTGACAC 5134898 TTTY12 5138542 5144298 -3644 5138542 5144298 -3644 5143645 5143917 -8747
Chr17 Normal NT_010718.13 TGGTCAGGCTGGCCT 16711712 DKFZP586M1120 16715336 16759309 -3624 16715354 16759309 -3642 16720050 16735449 -8338
ChrX Normal NT_011757.12 GGGCCAGGGTGACCG 11949034 LOC139957 11952675 11962819 -3641 11952675 11962819 -3641 11952724 11962819 -3690
ChrX Complement NT_025965.11 GGGTCGCACTTACCC 918774 LOC352854 915133 899821 -3641 915133 899821 -3641 911751 899821 -7023
Chr9 Complement NT_008470.15 TGGTCAGGCTGGCCT 13759630 C9orf4 13755990 13725585 -3640 13755990 13725585 -3640 13755990 13726154 -3640
Chr3 Normal NT_005612.13 AGGTCACACCAACCC 6606977 FLJ10134 6610617 6695439 -3640 6610617 6695439 -3640 6673210 6695016 -66233
Chr6 Normal NT_007592.13 AGGTCACAGTGACAG 20129043 LOC221567 20132683 20133714 -3640 20132683 20133714 -3640 20132683 20133714 -3640
Chr6 Normal NT_034874.2 AGGTCACAGTGACAG 574161 LOC282897 577801 578832 -3640 577801 578832 -3640 577801 578832 -3640
Chr6 Normal NT_033951.3 AGGTCACAGTGACAG 726187 LOC282934 729827 730858 -3640 729827 730858 -3640 729827 730858 -3640
Chr16 Complement NT_010498.13 TGTTCATGCTGACCT 20048233 FLJ11171 20045117 20037707 -3116 20044594 20037775 -3639 20041326 20039014 -6907
Chr6 Complement NT_007422.12 AGATCACATTGACCT 3358407 LPA 3354768 3161497 -3639 3354768 3239856 -3639 3354768 3240102 -3639
Chr11 Normal NT_033903.5 GGGTTGCAGTGACCC 1494394 LOC219491 1498032 1498649 -3638 1498032 1498649 -3638 1498032 1498649 -3638
Chr5 Complement NT_023133.11 AGATCAGCTTGACCA 2776168 LOC351821 2772530 2766739 -3638 2772530 2766739 -3638 2772530 2766739 -3638
Chr3 Complement NT_006014.14 AGGTCATGCTCACCT 949415 LOC348836 945778 943242 -3637 945778 943242 -3637 945727 943338 -3688
Chr20 Normal NT_011362.8 AGGTCATAAAGACCT 15971645 LOC343608 15975281 16056881 -3636 15975281 16056881 -3636 15975281 16056881 -3636
Chr17 Normal NT_010755.13 AGATCAGCCTGACCA 3713170 KLHL10 3716782 3727320 -3612 3716804 3727320 -3634 3716908 3727300 -3738
Chr17 Complement NT_010783.13 AGGTCGCCATCACCT 13393015 LOC284164 13389381 13378466 -3634 13389381 13378466 -3634 13385672 13380897 -7343
Chr9 Normal NT_024000.15 AGGTTGTGGTGACCC 594214 LOC286256 597847 601027 -3633 597847 601027 -3633 597859 600304 -3645
Chr10 Normal NT_030059.10 AAGTCAACTTGACCC 19815739 LOC282990 19819370 19820231 -3631 19819370 19820231 -3631 19819841 19820113 -4102
Chr17 Complement NT_078101.1 TGGTCAGAGGGACCC 146298 LOC348261 142667 139864 -3631 142667 139864 -3631 140989 140558 -5309
Chr3 Complement NT_005927.15 AGATCAGCCTGACCA 851423 LOC351531 847792 836471 -3631 847792 836471 -3631 847774 836471 -3649
Chr8 Complement NT_015280.15 TGGTCAATATTACCT 3186749 LOC352396 3183118 3008370 -3631 3183118 3008370 -3631 3183118 3008370 -3631
Chr10 Complement NT_008583.15 AGGTCATTTCCACCT 25550525 FLJ23841 25546942 25544902 -3583 25546895 25544902 -3630 25546858 25545003 -3667
Chr17 Normal NT_010755.13 GGGTCAGAGAGACCC 4403177 LOC284060 4406807 4408959 -3630 4406807 4408959 -3630 4406825 4406977 -3648
Chr20 Normal NT_011362.8 AGATCAGCCTGACCA 15400550 LOC348543 15404180 15404536 -3630 15404180 15404536 -3630 15404180 15404536 -3630
Chr3 Complement NT_005612.13 GGTTCAGCCTGACCT 64853401 RARRES1 64849926 64814439 -3475 64849771 64821982 -3630 64849744 64822105 -3657



Chr16 Normal NT_037887.3 AGGTCACGGCGCCCT 1227049 TPSB1 1230679 1232555 -3630 1230679 1232555 -3630 1230941 1232242 -3892
Chr7 Complement NT_007914.12 AGGTCACTGTGCCCT 11435364 LOC155046 11431735 11430734 -3629 11431735 11430734 -3629 11431720 11430838 -3644
Chr5 Normal NT_006713.13 TGCTCATCCTGACCT 271657 MCCC2 274769 346660 -3112 275286 345357 -3629 275385 344819 -3728
Chr17 Normal NT_010641.13 GGGTGACGATGACCA 6087993 RPL38 6091525 6097924 -3532 6091621 6097821 -3628 6091899 6097772 -3906
Chr4 Complement NT_022853.14 TGGTCACAATAACCT 3756507 CLOCK 3752880 3638543 -3627 3752880 3638543 -3627 3688835 3641465 -67672
Chr17 Normal NT_010783.13 TGGTCAGGCTGATCT 21187275 FALZ 21190301 21274657 -3026 21190901 21258945 -3626 21190920 21258872 -3645
Chr20 Complement NT_011362.8 GGGTCGCAGTGACAC 23126362 C20orf83 23122738 23073316 -3624 23122738 23073316 -3624 23122738 23073316 -3624
Chr17 Complement NT_010783.13 GGGTCGCAAAGACCT 2583566 GNGT2 2579942 2576796 -3624 2579942 2576796 -3624 2577983 2577318 -5583
Chr11 Normal NT_033903.5 AGGTCACTGCAACCT 2451508 LZLP 2455132 2455555 -3624 2455132 2455555 -3624 2455168 2455380 -3660
Chr10 Complement NT_008583.15 AGGCCAGTGTGACCA 20485038 SARA1 20481429 20461111 -3609 20481414 20461111 -3624 20472819 20463380 -12219
Chr11 Complement NT_028310.10 AGATCAGCCTGACCA 4019509 HBD 4015886 4014237 -3623 4015886 4014237 -3623 4015836 4014367 -3673
Chr1 Normal NT_004511.15 AGGCCATGCTGACCT 284391 LOC350761 288014 342500 -3623 288014 342500 -3623 288014 342500 -3623
Chr8 Normal NT_008183.16 AGGTCGGCCTGGCCT 7054737 LOC349219 7058359 7119945 -3622 7058359 7119945 -3622 7058359 7119945 -3622
Chr17 Normal NT_010799.13 CGGACATGGTGACCC 5079553 LOC114659 5083174 5115531 -3621 5083174 5115531 -3621 5083198 5115355 -3645
Chr7 Complement NT_007819.13 TGGTCAACATAACCT 4380291 LOC346361 4376671 4365906 -3620 4376671 4365906 -3620 4376583 4365906 -3708
Chr6 Complement NT_033951.3 AGGTCAAACCGCCCC 3224450 LSM2 3223557 3211251 -893 3220830 3211251 -3620 3220612 3211609 -3838
Chr9 Complement NT_019501.12 AGGTCACTGTGCCCC 1187362 LOC286218 1183743 1180944 -3619 1183743 1180944 -3619 1183585 1183229 -3777
Chr16 Complement NT_037887.3 CTGTCACGCTGACCT 1072292 LOC146336 1068674 1054094 -3618 1068674 1054094 -3618 1056510 1055419 -15782
Chr8 Normal NT_030737.7 AGCTCAGAATGACCA 602445 LOC286097 606063 701460 -3618 606063 701460 -3618 606104 697599 -3659
Chr9 Complement NT_024000.15 AGGTCATTCTGACTG 837680 ANAPC2 834063 820315 -3617 834063 820315 -3617 834063 820473 -3617
Chr21 Complement NT_011512.8 GGCTCACTGCGACCT 194870 LOC343717 191253 130521 -3617 191253 130521 -3617 191253 130521 -3617
Chr7 Normal NT_007819.13 AGGTCACATTGATCC 43372816 HIP-55 43376432 43393429 -3616 43376432 43393429 -3616 43376453 43392631 -3637
Chr5 Complement NT_006431.13 TGGTCAGCCTGATCT 7328476 LOC345650 7324860 7309532 -3616 7324860 7309532 -3616 7324860 7309532 -3616
Chr6 Complement NT_007592.13 AGGTCAAACCGCCCC 22632922 LSM2 22632029 22619729 -893 22629306 22619729 -3616 22629088 22620087 -3834
Chr12 Complement NT_009759.15 GGGTCAAGGTCACCA 6460331 MRPL51 6457254 6455329 -3077 6456718 6455579 -3613 6456563 6455698 -3768
Chr3 Complement NT_022642.6 AGGCCACCATGACCC 3379231 PROS1 3375618 3334738 -3613 3375618 3334738 -3613 3375618 3335870 -3613
Chr2 Normal NT_005403.13 AGGTCACAGTGAGCT 59346368 KIAA0981 59349979 59382806 -3611 59349979 59382806 -3611 59350089 59379366 -3721
Chr14 Complement NT_026437.10 AGGTCGCAGTGAGCC 33032726 LOC93496 33029115 33026677 -3611 33029115 33026677 -3611 33028438 33028136 -4288
Chr7 Normal NT_007819.13 TGGTCACTATGACCT 6586781 LOC346367 6590391 6606511 -3610 6590391 6606511 -3610 6592607 6606511 -5826
Chr6 Complement NT_034874.2 AGGTCAAACCGCCCC 3081765 LSM2 3080872 3068579 -893 3078155 3068579 -3610 3077937 3068937 -3828
Chr9 Complement NT_008413.15 GGGTCGGGATGAACC 21181280 IFNA4 21177671 21176694 -3609 21177671 21176694 -3609 21177531 21176962 -3749
Chr1 Normal NT_021937.15 GGGTCACTGTGAACA 2446125 LOC127528 2449734 2452404 -3609 2449734 2452404 -3609 2449941 2452404 -3816
Chr1 Normal NT_004873.14 AGGTCAAGATGACAC 89674 LOC343527 93283 168505 -3609 93283 168505 -3609 93283 168505 -3609
Chr6 Normal NT_007592.13 AGGTCATTACGGCCC 15882492 LOC346146 15886101 15886722 -3609 15886101 15886722 -3609 15886101 15886722 -3609
Chr2 Complement NT_005403.13 GTGTCAGATTGACCT 31750322 LOC351328 31746714 31678244 -3608 31746714 31678244 -3608 31746714 31678244 -3608
Chr1 Normal NT_019273.15 AGGTCACCATGACCG 226848 CELSR2 230455 256186 -3607 230455 256186 -3607 230516 254485 -3668
Chr6 Normal NT_078020.1 TGGTCACACGGACCC 374720 LOC349057 378326 382655 -3606 378326 382655 -3606 378420 382605 -3700
Chr7 Complement NT_007933.12 AGATCAGCCTGACCA 25271284 MGC22793 25267678 25266465 -3606 25267678 25266496 -3606 25267581 25266567 -3703
Chr1 Complement NT_028054.12 AGGTCACAATGAGCT 793724 KIAA0469 790120 777838 -3604 790120 777838 -3604 789936 782484 -3788
Chr4 Normal NT_016354.15 AGGTCCTGTTGACCT 27913664 NFKB1 27917201 28033000 -3537 27917268 28032799 -3604 27941387 28032478 -27723
Chr11 Normal NT_033903.5 TGGTCCCAGCGACCT 9948631 ZFPL1 9952235 9956397 -3604 9952235 9956397 -3604 9952697 9954553 -4066
Chr5 Normal NT_023089.13 GGGTCACTGTGATCC 591596 FLJ10565 595125 639944 -3529 595199 636402 -3603 616677 636006 -25081
Chr10 Complement NT_008705.14 AGGTTGCAGTGACCC 12438092 LOC349592 12434489 12322402 -3603 12434489 12322402 -3603 12434489 12322402 -3603
Chr1 Normal NT_021937.15 TGGTCATTATGACTC 2047627 KIAA1337 2051229 2109541 -3602 2051229 2109541 -3602 2072984 2108677 -25357
Chr9 Normal NT_008470.15 AGATCAGCCTGACCA 31412721 ZNF297B 31416323 31422017 -3602 31416323 31422017 -3602 31417424 31418827 -4703
Chr21 Complement NT_011512.8 GGGACAGGGTGACCT 19315344 C21orf45 19311744 19300932 -3600 19311744 19301659 -3600 19311721 19301744 -3623
Chr12 Normal NT_009755.15 GGGTCAGTGGGACCA 855224 ARL6IP4 858187 861036 -2963 858823 861036 -3599 859267 860803 -4043
Chr5 Complement NT_077451.2 GGGTCGCGCTCACCT 2324741 MGAT4B 2325211 2315877 470 2321142 2315877 -3599 2324850 2316312 109
Chr5 Complement NT_077451.2 GGGTCGCGCTCACCT 2324741 MGAT4B 2325211 2315877 470 2321142 2315877 -3599 2320378 2316312 -4363
Chr1 Complement NT_037485.3 GGGTCTTTGTGACCC 2128346 LOC339409 2124748 2124311 -3598 2124748 2124311 -3598 2124748 2124311 -3598
Chr18 Complement NT_010966.13 GGGTCATCCTGAGCT 13296215 NOL4 13292617 12921508 -3598 13292617 12921508 -3598 13199008 12921908 -97207
Chr11 Normal NT_033927.5 AGATCAAACTGACCC 1618219 LOC151623 1621815 1645736 -3596 1621815 1645736 -3596 1644452 1644898 -26233
Chr16 Normal NT_019609.11 AGCTCACTGCGACCT 88648 KIAA0182 90347 155124 -1699 92242 155124 -3594 92316 151463 -3668
Chr1 Complement NT_077382.2 GTGTCATCTTGACCT 65472 LOC343545 61879 30290 -3593 61879 30290 -3593 61879 30290 -3593
Chr6 Complement NT_034880.2 AGGTCAGCTTGACTT 851618 LOC345965 848026 835739 -3592 848026 835739 -3592 848026 835739 -3592
Chr4 Normal NT_006216.14 TAGTCATGCTGACCT 965076 LOC345284 968667 1085254 -3591 968667 1085254 -3591 971119 1085254 -6043
Chr1 Normal NT_004668.15 AGGTTGCAGTGACCC 5708315 FCER1A 5711905 5730414 -3590 5711905 5730414 -3590 5724556 5730123 -16241
Chr11 Normal NT_035113.4 GGCTCACACTGACCC 356324 BM88 358458 361453 -2134 359913 361453 -3589 359995 360444 -3671
Chr17 Complement NT_010783.13 AGGTCATTTTGCCCA 9096929 FLJ10970 9102644 9090189 5715 9093341 9090189 -3588 9091630 9091226 -5299
Chr20 Normal NT_011362.8 GGGTCAAAATGACAC 17756627 LOC128559 17760215 17785147 -3588 17760215 17785147 -3588 17760313 17785147 -3686
Chr2 Normal NT_005334.13 TGGTCCAAATGACCC 5043991 LOC344352 5047577 5089313 -3586 5047577 5089313 -3586 5050593 5089052 -6602
Chr9 Normal NT_008470.15 AGGTGAGCCTGACCT 32741685 C9orf16 32745212 32748837 -3527 32745270 32748837 -3585 32745322 32748529 -3637
Chr11 Normal NT_028310.10 AGGTCGCAGTGAGCT 570971 LOC255701 574556 574912 -3585 574556 574912 -3585 574556 574912 -3585
Chr6 Normal NT_034880.2 GGGGCATCCTGACCC 146131 LOC352041 149716 231843 -3585 149716 231843 -3585 149716 231843 -3585
Chr9 Normal NT_019501.12 GGGTCAGCCAGACCT 946975 MGC35463 950560 953867 -3585 950560 953867 -3585 950710 951718 -3735
Chr19 Normal NT_011295.10 TGGTCAGGCTGATCT 12393506 ZNF430 12397082 12434894 -3576 12397090 12434894 -3584 12397249 12433851 -3743
Chr1 Complement NT_004559.10 GGGTCAGTGTCACCA 1440013 FLJ12517 1436430 1431444 -3583 1436430 1432253 -3583 1436430 1433411 -3583
Chr9 Normal NT_023935.15 AGGTCATGCTGGCCA 4615550 LOC286383 4619133 4620147 -3583 4619133 4620147 -3583 4619235 4619783 -3685
Chr22 Normal NT_011520.9 AGGTCGCAGTGAGCC 431306 LOC343840 434888 436695 -3582 434888 436695 -3582 434888 436695 -3582
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCC 25656579 LOC162967 25653000 25650618 -3579 25653000 25650618 -3579 25652658 25652128 -3921
Chr17 Complement NT_010748.12 TGGTCCCTGTGACCT 123297 LOC284063 119718 101018 -3579 119718 101018 -3579 108848 101954 -14449
Chr7 Normal NT_007933.12 AGGTCACCGCAACCT 63178372 TIF1 63181849 63307100 -3477 63181950 63307100 -3578 63182064 63306463 -3692
Chr1 Complement NT_004610.15 GGCTCAAGGTGACCT 2561277 LOC284666 2557703 2552851 -3574 2557703 2552851 -3574 2557679 2556124 -3598
Chr17 Normal NT_024871.10 TGGTCAGTGTAACCC 787071 FLJ35220 790644 813558 -3573 790644 813558 -3573 790672 811620 -3601
Chr4 Complement NT_016354.15 AGGTCCATGTGACCA 26766629 PPP3CA 26763057 26439291 -3572 26763057 26439291 -3572 26762657 26441726 -3972
Chr2 Normal NT_022171.13 AGGTCAGCGTGAGCA 11267220 LIMS1 11216903 11366914 50317 11270791 11366617 -3571 11342089 11366479 -74869
Chr4 Normal NT_037622.3 TGGTCAATTTGACCA 39640 LOC152687 43210 77408 -3570 43210 77408 -3570 76091 77344 -36451
Chr19 Complement NT_011109.15 TGTTCAAAGTGACCC 14866671 LOC284336 14863101 14860868 -3570 14863101 14860868 -3570 14862923 14862642 -3748
Chr14 Normal NT_026437.10 GGGTCACTGCAACCT 47675794 MPP5 47628053 47722576 47741 47679364 47720720 -3570 47679418 47719714 -3624
Chr8 Normal NT_023666.15 GGGGCGGGTTGACCC 922793 LOC352397 926362 927362 -3569 926362 927362 -3569 926380 927362 -3587
Chr13 Complement NT_024524.12 TGATCATTCTGACCC 14493357 TPT1 14489838 14485498 -3519 14489788 14485795 -3569 14489695 14486012 -3662
Chr20 Complement NT_028392.4 AGGTCAGCCCCACCT 4046824 C20orf128 4046746 4040057 -78 4043256 4040057 -3568 4043249 4040859 -3575
Chr16 Normal NT_010498.13 AGGTCACAGTGAACC 18703042 LOC348174 18706610 18719863 -3568 18706610 18719863 -3568 18706779 18715848 -3737
Chr6 Complement NT_007592.13 AGGTCACTGCAACCT 34895851 MRPL14 34892355 34878327 -3496 34892283 34878559 -3568 34881475 34878707 -14376
Chr1 Complement NT_004350.15 AGGCCAACATGACCT 88035 LOC339461 84507 82810 -3528 84470 82810 -3565 84306 83931 -3729
Chr16 Complement NT_010505.13 GGGTCAAGGTTACCT 2025535 LOC350298 2021970 1977230 -3565 2021970 1977230 -3565 2021970 1977230 -3565
Chr12 Complement NT_009775.13 TGGTCAGGCTGATCT 9429357 RPLP0 9425793 9421389 -3564 9425793 9421389 -3564 9425465 9421455 -3892
Chr15 Complement NT_010194.15 GGGTCACAGGGACCA 33145820 KIAA1421 33142258 33033670 -3562 33142258 33033670 -3562 33142184 33033775 -3636
Chr1 Complement NT_004836.14 GGCTCACTGTGACCT 39052 TOMM20-PENDIN 35598 16019 -3454 35490 16019 -3562 35389 18738 -3663
Chr5 Complement NT_023148.11 TGGTTAACATGACCC 3485892 LOC285602 3482331 3478812 -3561 3482331 3478812 -3561 3479642 3479040 -6250
Chr1 Normal NT_077961.1 AGGCCATTCTGACCC 6742 LOC350876 10300 20616 -3558 10300 20616 -3558 10300 20616 -3558
Chr14 Normal NT_026437.10 GGGGCACATTGACCA 48202447 RAD51L1 48206005 49116976 -3558 48206005 48884638 -3558 48210302 48883898 -7855
Chr17 Complement NT_024871.10 AGGTGACAGCGACCC 2053831 LOC339231 2050275 2047668 -3556 2050275 2047668 -3556 2050247 2048202 -3584



Chr12 Normal NT_019546.15 AGATCAGCCTGACCA 22377194 LOC341456 22380750 22391363 -3556 22380750 22391363 -3556 22380750 22391363 -3556
Chr11 Complement NT_033899.5 TGGTCATCTTGACTC 6293075 MMP12 6289552 6277316 -3523 6289519 6277316 -3556 6289507 6277671 -3568
Chr4 Complement NT_022792.15 AGATCGTTCTGACCC 14085430 LOC345107 14081875 13983314 -3555 14081875 13983314 -3555 14081875 13983314 -3555
Chr16 Complement NT_010505.13 AGGTCAGGATGACAA 378237 ABCC11 389806 309323 11569 374683 309323 -3554 374333 309686 -3904
Chr8 Complement NT_030737.7 AGGTCGCAGTGAGCT 3184105 ChGn 3181494 2982897 -2611 3180552 2983034 -3553 3084569 2984515 -99536
Chr5 Normal NT_023089.13 GGGTCACTGTGAGCA 591646 FLJ10565 595125 639944 -3479 595199 636402 -3553 616677 636006 -25031
Chr17 Normal NT_010718.13 CTGTCATTGTGACCT 2012243 LOC125182 2015796 2016735 -3553 2015796 2016735 -3553 2015796 2016735 -3553
Chr15 Normal NT_010194.15 AGGACAGCCTGACCC 44774827 B7-H3 44763062 44793248 11765 44778379 44791695 -3552 44778379 44791695 -3552
Chr16 Complement NT_010498.13 AGGTCACAAAGACCT 8957262 LOC342474 8953711 8509474 -3551 8953711 8509474 -3551 8953711 8509474 -3551
Chr7 Complement NT_007933.12 AGGTCAAAACAACCT 55953823 LOC346661 55950273 55822091 -3550 55950273 55822091 -3550 55950273 55822091 -3550
Chr19 Normal NT_011255.13 GGGTCACTATGACCC 645452 PALM 648953 688328 -3501 649002 688328 -3550 649147 686814 -3695
Chr5 Complement NT_029289.9 AGCTCAGACTGACCA 14584911 C5orf3 14581418 14534200 -3493 14581363 14534200 -3548 14577450 14535473 -7461
Chr2 Complement NT_005403.13 AAGTCAAGGTGACCA 2068171 LOC339782 2064627 2017074 -3544 2064627 2017074 -3544 2063556 2017181 -4615
Chr15 Normal NT_010194.15 TGGTCACTTAGACCT 50320101 LOC350181 50323645 50365583 -3544 50323645 50365583 -3544 50323645 50365583 -3544
Chr19 Normal NT_011295.10 CGGTCAATGTCACCC 14000216 LOC253279 14003759 14012074 -3543 14003759 14012074 -3543 14003759 14012074 -3543
Chr12 Complement NT_009714.15 AGGTCACCTGGACCA 5915739 HEBP1 5912197 5886778 -3542 5912197 5886778 -3542 5912022 5887216 -3717
Chr20 Normal NT_011362.8 GGGTCAATTCCACCT 20016987 CSTF1 20020343 20032015 -3356 20020527 20032015 -3540 20023517 20031691 -6530
ChrX Normal NT_011669.13 GGGTCACTGCAACCT 5661113 MGC21416 5664148 5698185 -3035 5664653 5697585 -3540 5664653 5697585 -3540
Chr7 Normal NT_007933.12 GGGTCACTGCAACCT 60889962 LOC346679 60893499 60963946 -3537 60893499 60963946 -3537 60893499 60963946 -3537
Chr14 Normal NT_026437.10 GGGTCAGGATGACTC 1415334 LOC122664 1418537 1424561 -3203 1418869 1420364 -3535 1418869 1420364 -3535
Chr7 Complement NT_007933.12 GGGTCAAACTGCCCC 60035975 LOC346674 60032440 59991754 -3535 60032440 59991754 -3535 60032440 59991754 -3535
Chr17 Complement NT_010748.12 GGGTGACAGTGACCA 504254 LOC284066 500721 499313 -3533 500721 499313 -3533 499633 499337 -4621
Chr7 Complement NT_007819.13 GGGTCATCCAGACCC 44899646 LOC340289 44896113 44692302 -3533 44896113 44692302 -3533 44896113 44692302 -3533
Chr3 Complement NT_022459.12 AGGTTGCAGTGACCT 9520070 LOC285301 9516540 9460951 -3530 9516540 9460951 -3530 9514351 9461602 -5719
Chr14 Complement NT_026437.10 GGGTCATTACGACTC 17052547 LOC341840 17049017 16981997 -3530 17049017 16981997 -3530 17048665 16981997 -3882
Chr1 Complement NT_004350.15 GGGTCATGATGCCCT 74113 FLJ13941 70737 287 -3376 70584 287 -3529 70563 413 -3550
Chr9 Complement NT_008470.15 AGGTCACTTTAACCC 15142282 POLYDOM 15168579 15031178 26297 15138753 15031178 -3529 15138635 15032233 -3647
Chr15 Complement NT_010194.15 GGGTCAGGTCGACCC 37438193 FLJ20516 37468454 37418381 30261 37434668 37418549 -3525 37434658 37418669 -3535
Chr14 Normal NT_026437.10 AGGCCAGGGTGACCT 39571916 DAAM1 39575440 39756512 -3524 39575440 39756512 -3524 39650237 39755618 -78321
Chr19 Complement NT_011109.15 CGGTTATATTGACCT 30063388 LOC339358 30059866 30046754 -3522 30059866 30046754 -3522 30056587 30046994 -6801
Chr5 Normal NT_029289.9 GGGTCAAATTGATCG 11792098 GM2A 11795390 11812892 -3292 11795619 11811736 -3521 11795715 11809949 -3617
Chr11 Normal NT_033927.5 AGGTTGCGGTGACCT 13063693 PCF11 13067214 13095862 -3521 13067214 13078753 -3521 13067511 13078584 -3818
Chr1 Complement NT_021937.15 AGGTCAGCTTGCCCT 3388208 LOC343068 3384688 3368278 -3520 3384688 3368278 -3520 3384688 3368278 -3520
ChrX Normal NT_011651.13 AGGTCATTATCACCA 25426473 LOC286526 25429987 25431059 -3514 25429987 25431059 -3514 25430051 25430887 -3578
Chr3 Complement NT_005612.13 TGGCCAAAGTGACCC 55586527 LOC344744 55583013 55577592 -3514 55583013 55577592 -3514 55582820 55577592 -3707
Chr16 Normal NT_010393.13 GGGTCACCATGAGCA 11436767 LOC339054 11440280 11474582 -3513 11440280 11474582 -3513 11440280 11474582 -3513
Chr3 Complement NT_005825.15 TGGTCCCAGTGACCC 6170698 FLJ12436 6172166 6164224 1468 6167186 6164224 -3512 6167082 6164455 -3616
Chr14 Normal NT_026437.10 AGGTCAGTGTGTCCC 21993972 C14orf146 21996603 22293786 -2631 21997482 22293786 -3510 22275867 22293416 -281895
Chr9 Normal NT_008470.15 TTGTCAGTTTGACCC 10279734 FLJ10493 10283244 10363863 -3510 10283244 10363863 -3510 10283361 10362780 -3627
Chr4 Normal NT_016354.15 GGCTCACTGCGACCT 35704272 LOC132707 35707782 35709606 -3510 35707782 35709606 -3510 35707782 35709606 -3510
Chr13 Normal NT_024524.12 CGTTCACAATGACCT 20604078 LOC220433 20607588 20610007 -3510 20607588 20610007 -3510 20609412 20609873 -5334
Chr9 Normal NT_008470.15 TCGTCAACTTGACCC 13447457 ACTL7A 13450965 13452454 -3508 13450965 13452454 -3508 13451022 13452329 -3565
Chr2 Complement NT_022184.12 AGGACAGCTTGACCT 49008837 FLJ25084 49005329 49003158 -3508 49005329 49003158 -3508 49004752 49003721 -4085
Chr1 Complement NT_004487.15 GGCTCACATTGACCA 11157449 GLUL 11153988 11145070 -3461 11153941 11145070 -3508 11150909 11146577 -6540
Chr8 Complement NT_008127.14 GGTTCATTTTGACCC 41439 JRK 37931 30496 -3508 37931 30496 -3508 34019 32313 -7420
Chr16 Normal NT_024797.13 TGGTCAGGCTGATCT 1121294 LOC283924 1124802 1126468 -3508 1124802 1126468 -3508 1125134 1125421 -3840
Chr7 Normal NT_007914.12 AGGCCAAGGTGACCA 1992976 SSBP1 1996435 2051696 -3459 1996483 2008564 -3507 1997274 2008461 -4298
Chr3 Normal NT_005999.15 AGGCCAGCCTGACCA 6476512 DKFZp667B1218 6479812 6578512 -3300 6480018 6482956 -3506 6480018 6482956 -3506
Chr19 Complement NT_011109.15 TTGTCACCATGACCT 7721260 FLJ38451 7717755 7715476 -3505 7717755 7715476 -3505 7717581 7717078 -3679
Chr17 Normal NT_010641.13 AGATCAGACTGACCA 7551692 HCNGP 7555186 7595896 -3494 7555196 7595847 -3504 7555211 7594359 -3519
Chr2 Normal NT_005403.13 GGCTCAAATTGACCA 35029008 LOC351330 35032512 35074067 -3504 35032512 35074067 -3504 35032512 35074067 -3504
Chr3 Normal NT_005612.13 GGATCATAATGACCA 1077394 LOC255025 1080897 1109323 -3503 1080897 1109323 -3503 1089350 1107388 -11956
Chr9 Normal NT_024000.15 AGGTCAGTCTCACCC 189656 LOC286254 193158 195274 -3502 193158 195274 -3502 194853 195230 -5197
Chr19 Complement NT_011255.13 AGATCAGTCTGACCA 1994374 MKNK2 2370642 1977470 376268 1990872 1977470 -3502 1990850 1977738 -3524
Chr7 Complement NT_007819.13 GGGTAACTTTGACCT 26511032 HOXA10 26513451 26503819 2419 26507531 26503819 -3501 26512882 26505126 1850
Chr7 Complement NT_007819.13 GGGTAACTTTGACCT 26511032 HOXA10 26513451 26503819 2419 26507531 26503819 -3501 26507482 26505126 -3550
Chr13 Normal NT_024524.12 CTGTCAATGTGACCT 5819039 LOC145053 5822540 5846134 -3501 5822540 5846134 -3501 5843707 5844030 -24668
Chr15 Complement NT_010194.15 AGGTCACAGGGACCA 41358421 LOC342087 41354920 41303841 -3501 41354920 41303841 -3501 41354920 41303841 -3501
Chr21 Normal NT_011515.10 AGGTCAAAGTGGCCG 3053328 PCNT2 3056793 3178416 -3465 3056829 3178416 -3501 3056881 3177978 -3553
Chr3 Complement NT_005612.13 AGGTCACTCTGACTA 55342615 CP 55339365 55279734 -3250 55339115 55290912 -3500 55339115 55291037 -3500
Chr3 Complement NT_005612.13 AGGTCACAGCCACCC 49053156 LOC344837 49049656 49013038 -3500 49049656 49013038 -3500 49049656 49013038 -3500
Chr17 Complement NT_010641.13 AGGTCACTGTAACCT 8534990 ST6GalNAcI 8531627 8512605 -3363 8531490 8512605 -3500 8531478 8513170 -3512
Chr11 Complement NT_033903.5 AGATCAGCCTGACCA 11417391 LOC254359 11413892 11406541 -3499 11413892 11406541 -3499 11413863 11407389 -3528
Chr10 Normal NT_030059.10 TGGTCACAGGGACCC 37396558 LOC338567 37400057 37419639 -3499 37400057 37419639 -3499 37400057 37419639 -3499
Chr18 Normal NT_010966.13 AAGTCATAGTGACCA 15363402 LOC350540 15366901 15392899 -3499 15366901 15392899 -3499 15366901 15392899 -3499
Chr6 Normal NT_078020.1 CGGTCACACGGACCC 374828 LOC349057 378326 382655 -3498 378326 382655 -3498 378420 382605 -3592
Chr1 Complement NT_077386.2 GGATCAAGCTGACCT 3560860 EDN2 3557363 3551468 -3497 3557363 3551468 -3497 3557293 3552101 -3567
Chr6 Complement NT_007592.13 AGGTCTTTGTGACCT 17962321 HIST1H2BJ 17958826 17958346 -3495 17958826 17958346 -3495 17958780 17958400 -3541
Chr3 Complement NT_029928.10 GGGTTGGCGTGACCT 129400 MUC4 158882 94648 29482 125905 94648 -3495 125905 95055 -3495
Chr17 Complement NT_010718.13 AGGCCAAGACGACCC 8651316 RCV1 8647821 8640164 -3495 8647821 8640165 -3495 8647634 8640549 -3682
Chr3 Complement NT_005825.15 AGGTCTTTATGACCT 540126 HIG1 536641 516433 -3485 536633 516435 -3493 526385 517403 -13741
Chr17 Normal NT_010783.13 AGGTCATCTTGTCCA 3306410 LOC124865 3309903 3310214 -3493 3309903 3310214 -3493 3309903 3310214 -3493
Chr6 Normal NT_034874.2 GGGTCGGGGTGACTC 1242804 HCGIX 1246295 1249583 -3491 1246295 1249583 -3491 1246332 1246565 -3528
Chr15 Complement NT_010274.15 GGGTCACTGCAACCT 6534828 VPS33B 6531340 6507432 -3488 6531340 6507432 -3488 6531006 6507732 -3822
Chr12 Normal NT_009755.15 GGGTCAGTGGGACCA 855224 ARL6IP4 858187 861036 -2963 858711 861034 -3487 859267 860803 -4043
Chr8 Normal NT_023736.15 GTGTCAAATTGACCG 5412852 LOC346780 5416339 5461614 -3487 5416339 5461614 -3487 5416339 5461614 -3487
Chr2 Complement NT_005403.13 AGGTCACCCAGACCT 76236382 LOC351371 76232895 76174630 -3487 76232895 76174630 -3487 76232895 76174630 -3487
Chr15 Complement NT_010194.15 GGCTCACTGTGACCT 46661512 PTPN9 46658032 46545860 -3480 46658025 46545860 -3487 46657517 46547508 -3995
Chr5 Normal NT_006713.13 TGGTCTACATGACCC 6524851 LOC345770 6528336 6535840 -3485 6528336 6535840 -3485 6528336 6535840 -3485
Chr1 Normal NT_021877.15 AGGTTGTGGTGACCC 4835732 LOC256338 4839216 4840416 -3484 4839216 4840416 -3484 4839378 4840037 -3646
Chr16 Complement NT_010505.13 AGGTGAGGTTGACCT 3103214 LOC348179 3099732 3070780 -3482 3099732 3070780 -3482 3099732 3070780 -3482
Chr16 Normal NT_010498.13 AGGTCACAGTGAACC 18925973 MGC34761 18929059 18942323 -3086 18929455 18942323 -3482 18929823 18939324 -3850
Chr10 Complement NT_030059.10 TGGTCCCCCCGACCT 20731661 NDUFB8 20728322 20722056 -3339 20728179 20722056 -3482 20728166 20722152 -3495
Chr6 Normal NT_033951.3 GGGTCGGGGTGACTC 1387625 HCGIX 1391102 1394391 -3477 1391102 1394391 -3477 1391139 1391372 -3514
Chr19 Complement NT_011255.13 AGGTCACAGTGAGCA 3557053 NY-REN-24 3553576 3550643 -3477 3553576 3550643 -3477 3553218 3551921 -3835
Chr6 Normal NT_007592.13 GGGTCGGGGTGACTC 20795510 HCGIX 20798986 20802275 -3476 20798986 20802275 -3476 20799023 20799256 -3513
Chr12 Normal NT_009714.15 GGGTCACAGTGACAG 23920865 LOC341353 23924340 23944066 -3475 23924340 23944066 -3475 23924340 23944066 -3475
Chr7 Normal NT_007819.13 AGGTCAGGCTGAACT 24803832 LOC352263 24807307 24828962 -3475 24807307 24828962 -3475 24807307 24828962 -3475
Chr8 Complement NT_023666.15 AGGGCATTGTGACCC 344666 FLJ22494 341235 338697 -3431 341192 338697 -3474 339795 339124 -4871
Chr6 Normal NT_033951.3 AGATCACACTGACCT 1360245 LOC348004 1363718 1374580 -3473 1363718 1374580 -3473 1363791 1374580 -3546
Chr4 Normal NT_016354.15 AGGTTACAGTGACCC 48239522 FGF2 48242994 48314521 -3472 48242994 48314521 -3472 48243296 48308682 -3774
Chr16 Complement NT_024797.13 GGTTCACTGTGACCT 1170638 LOC283925 1167166 1153787 -3472 1167166 1154254 -3472 1166891 1157804 -3747
Chr1 Complement NT_004671.15 AGGTTAGGGTGACCT 14413595 MYOG 14410148 14407331 -3447 14410125 14407331 -3470 14410073 14408022 -3522



Chr17 Complement NT_010748.12 AGGTCAGGATGGCCC 1956668 LOC339192 1953199 1943661 -3469 1953199 1943661 -3469 1953116 1952787 -3552
Chr15 Complement NT_010194.15 GGGTCAGCCTGAACA 48637829 LOC342107 48634360 48574649 -3469 48634360 48574649 -3469 48634360 48574649 -3469
Chr12 Normal NT_029419.10 GAGTCATTTTGACCC 32460276 LOC196446 32463743 32495809 -3467 32463743 32495809 -3467 32469674 32495617 -9398
Chr19 Complement NT_011109.15 TGGTCAGGCTGATCT 15218857 LOC284340 15215390 15200648 -3467 15215390 15200648 -3467 15215202 15201254 -3655
Chr7 Complement NT_007819.13 AGGTCACCAGGACCC 29796711 CARD4 29811962 29757758 15251 29793245 29757758 -3466 29790145 29758862 -6566
ChrX Complement NT_011568.12 TGGTCAGCTTGACTT 9285857 LOC347339 9282391 9279601 -3466 9282391 9279601 -3466 9282381 9279601 -3476
Chr9 Normal NT_008476.14 GGGTCACTGCAACCT 2212422 LOC347319 2215887 2221958 -3465 2215887 2221958 -3465 2216248 2221958 -3826
Chr19 Normal NT_077812.1 GGGGCAGGGCGACCT 302552 STXBP2 305992 316754 -3440 306017 316693 -3465 306032 316692 -3480
Chr2 Normal NT_015926.13 TGGTCCTGGTGACCC 4216945 LOC351090 4220409 4288898 -3464 4220409 4288898 -3464 4220409 4288898 -3464
Chr13 Complement NT_009952.13 AGGTCAGGTCGAACT 12831800 zizimin1 12828336 12535420 -3464 12828336 12535420 -3464 12828281 12536678 -3519
Chr6 Complement NT_007592.13 CGGCCAAGATGACCT 22723627 BAT8 22720165 22702237 -3462 22720165 22702237 -3462 22720155 22702562 -3472
Chr6 Complement NT_033951.3 CGGCCAAGATGACCT 3315187 BAT8 3311725 3293797 -3462 3311725 3293797 -3462 3311715 3294122 -3472
Chr6 Complement NT_034874.2 CGGCCAAGATGACCT 3172329 BAT8 3168867 3150939 -3462 3168867 3150939 -3462 3168857 3151264 -3472
Chr15 Normal NT_010194.15 GGGTCATATTGACCA 28941520 LOC350155 28944982 28996933 -3462 28944982 28996933 -3462 28944982 28996933 -3462
Chr11 Normal NT_033927.5 TGGCCAGTGTGACCT 1905677 IL18BP 1908043 1915790 -2366 1909138 1913828 -3461 1910066 1911971 -4389
Chr2 Complement NT_022184.12 TGGGCATGTTGACCT 18166953 SOS1 18163524 18027772 -3429 18163496 18028898 -3457 18163496 18028898 -3457
ChrY Complement NT_011875.9 CGGTCCATTTGACCC 7245518 LOC286553 7242062 7239883 -3456 7242062 7239883 -3456 7241952 7241710 -3566
Chr20 Normal NT_011362.8 GGGTCAAATTGAACA 13856830 CEBPB 13860284 13862120 -3454 13860284 13862120 -3454 13860479 13861516 -3649
Chr15 Complement NT_010194.15 AGGTCAAAGTGATCT 15622141 LOC342023 15618687 15617991 -3454 15618687 15617991 -3454 15618470 15618086 -3671
Chr15 Normal NT_010194.15 AGGTCACTGCAACCT 49039020 LOC348102 49042474 49045840 -3454 49042474 49045840 -3454 49045508 49045786 -6488
Chr7 Complement NT_007819.13 GGGTCACTCTGACTC 43494456 GCK 43521154 43475986 26698 43491003 43475986 -3453 43489829 43476851 -4627
Chr17 Normal NT_010718.13 TGGTGAATCTGACCT 16521128 RAI1 16423924 16553904 97204 16524580 16553904 -3452 16535400 16553742 -14272
Chr16 Normal NT_024812.10 AGGTTACAGCGACCC 2334921 DKFZP434K0410 2338372 2359771 -3451 2338372 2359771 -3451 2338392 2358218 -3471
Chr13 Complement NT_009799.12 AGGTCAGCCTGGCCA 11581387 LOC283538 11577937 11576160 -3450 11577937 11576160 -3450 11577683 11577258 -3704
Chr18 Normal NT_010966.13 TGGTCACCATGCCCT 18549925 LOC342724 18553375 18634644 -3450 18553375 18634644 -3450 18553375 18634644 -3450
Chr18 Normal NT_010966.13 GGGACATGTTGACCC 4784483 LOC284250 4787932 4790360 -3449 4787932 4790360 -3449 4787932 4790360 -3449
ChrX Normal NT_011651.13 TGGTCACCCTGACCC 26176567 LOC340544 26180016 26184497 -3449 26180016 26184497 -3449 26181558 26181833 -4991
Chr11 Complement NT_033903.5 AAGTCAGCCCGACCC 12501383 LOC254552 12497935 12495799 -3448 12497935 12496081 -3448 12497054 12496165 -4329
Chr8 Normal NT_008046.13 GGGTCAGGCCCACCT 41566124 LOC349212 41569571 41623052 -3447 41569571 41623052 -3447 41569670 41623022 -3546
Chr8 Normal NT_008046.13 GGCTCACCGCGACCT 12344796 POP1 12347705 12390235 -2909 12348241 12388811 -3445 12353739 12388672 -8943
Chr10 Normal NT_030059.10 GGGTCAGGCTGGCCA 38824371 LOC338568 38827815 38871127 -3444 38827815 38871127 -3444 38827815 38871127 -3444
Chr9 Normal NT_008413.15 AGGTCAATCTGAACA 4314640 LOC349340 4318084 4351190 -3444 4318084 4351190 -3444 4318084 4351190 -3444
Chr12 Normal NT_029419.10 AGGTCAGAATGAACC 25537322 LOC121498 25540765 25543988 -3443 25540765 25543988 -3443 25540786 25541694 -3464
Chr12 Normal NT_029419.10 GGGTGGGAGTGACCT 10863004 LOC341567 10866444 10867148 -3440 10866444 10867148 -3440 10866444 10867148 -3440
Chr6 Complement NT_007592.13 AGGTTGCAGTGACCC 25032016 LOC346182 25028577 25028209 -3439 25028577 25028209 -3439 25028577 25028209 -3439
Chr2 Normal NT_022135.13 AGGTCATTGCAACCT 1600268 FLJ37440 1603705 1653534 -3437 1603705 1653534 -3437 1603976 1652826 -3708
Chr11 Complement NT_033903.5 AGGTCACGTTGACCC 13084554 CGI-85 13081475 13024964 -3079 13081118 13024964 -3436 13057904 13025543 -26650
Chr2 Normal NT_022184.12 ATGTCAACTTGACCA 2657088 LOC285121 2660524 2673141 -3436 2660524 2673141 -3436 2660524 2673141 -3436
Chr13 Complement NT_009799.12 TGGCCAACGTGACCC 9477570 LOC341780 9474134 9394316 -3436 9474134 9394316 -3436 9462828 9394316 -14742
Chr1 Complement NT_004391.15 AGGTCAGTTCGTCCC 463795 LOC148902 460361 457451 -3434 460361 457451 -3434 460357 457709 -3438
Chr14 Complement NT_026437.10 AGGTCACTGCAACCT 40608618 LOC348043 40605185 40599325 -3433 40605185 40599325 -3433 40605185 40599325 -3433
Chr19 Normal NT_011295.10 TGGTCAGGCTGGCCT 2744790 FLJ35119 2748122 2750429 -3332 2748222 2749494 -3432 2748222 2749494 -3432
Chr11 Complement NT_028310.10 GGGCCATCGTGACCC 1208130 TRPM5 1204698 1186171 -3432 1204698 1186183 -3432 1204689 1186590 -3441
Chr7 Normal NT_007819.13 AGGTCATTGTGAGCT 17827590 HDAC9 17831021 18311228 -3431 17831021 18289528 -3431 17831578 18289527 -3988
Chr3 Complement NT_005825.15 AGGTGAGGGTGACCC 4598999 MYL3 4595568 4568133 -3431 4595568 4590004 -3431 4595517 4590371 -3482
Chr19 Normal NT_011295.10 AGGCCAGCCTGACCA 1622012 MRPL4 1625442 1633538 -3430 1625442 1633538 -3430 1625732 1633291 -3720
Chr2 Complement NT_022184.12 GGGGCACCATGACCT 3118672 CGI-110 3115243 3106387 -3429 3115243 3106387 -3429 3115032 3106565 -3640
Chr17 Normal NT_010718.13 AGGTCGCCATGAGCC 3673117 GP1BA 3676513 3678101 -3396 3676546 3678101 -3429 3676821 3678101 -3704
Chr1 Complement NT_032977.5 TGGTCAGGCTGGCCT 4974213 TLP19 4971580 4935543 -2633 4970784 4935543 -3429 4970505 4936342 -3708
Chr2 Complement NT_005403.13 AGTTCAGACTGACCC 11949585 LOC351304 11946157 11884700 -3428 11946157 11884700 -3428 11946157 11884700 -3428
Chr2 Normal NT_015926.13 GGGTCACTCTGTCCT 135137 LOC351080 138564 291938 -3427 138564 291938 -3427 138564 291938 -3427
Chr13 Complement NT_024524.12 AGGTCTCAATGACCT 276421 LOC341620 272996 234749 -3425 272996 234749 -3425 272946 234749 -3475
Chr12 Complement NT_019546.15 GGGTCACTCCCACCC 7460508 LOC349763 7457083 7262873 -3425 7457083 7262873 -3425 7457083 7262873 -3425
Chr19 Complement NT_011109.15 AAGTCAAAGTGACCT 1811456 LOC350589 1808031 1776226 -3425 1808031 1776226 -3425 1808031 1776226 -3425
Chr7 Complement NT_007933.12 AGGTCACAGTGGCCA 25420732 LRRN1 25417495 25403438 -3237 25417307 25403438 -3425 25417307 25403775 -3425
Chr6 Complement NT_007592.13 GGGTCACTCCCACCC 38867584 LOC346217 38864160 38773455 -3424 38864160 38773455 -3424 38864160 38773455 -3424
Chr19 Normal NT_011109.15 AGGTCGCAGTGAGCC 16122626 PRV1 16126050 16134946 -3424 16126050 16134946 -3424 16126085 16134690 -3459
Chr3 Normal NT_005612.13 GGGTCATCACTACCC 48738458 PLS1 48741764 48832037 -3306 48741880 48832037 -3422 48782616 48830385 -44158
Chr12 Complement NT_029419.10 AGATCAGTCTGACCA 11651191 LIMR 11647967 11634228 -3224 11647770 11634231 -3421 11643775 11634761 -7416
ChrX Normal NT_011812.12 AGGTCACAAAGACCT 2970612 LOC286474 2974032 2992496 -3420 2974032 2992496 -3420 2974032 2992496 -3420
Chr21 Complement NT_011515.10 TGGTCAGTCTGAGCT 1675917 C21orf67 1672566 1667381 -3351 1672498 1667381 -3419 1670257 1667465 -5660
Chr15 Normal NT_010194.15 AGGTCAGTGTGGCCC 46283001 DKFZP434H132 46285858 46290906 -2857 46286419 46290906 -3418 46287570 46289855 -4569
Chr8 Complement NT_007995.13 AGGGCAACCTGACCT 8031218 BRF2 8027801 8021790 -3417 8027801 8021790 -3417 8027691 8022398 -3527
Chr10 Normal NT_078087.1 GGGTCAGACTGACAC 53690 DMBT1 57107 208817 -3417 57107 208817 -3417 78232 208513 -24542
Chr12 Complement NT_035243.4 AGGTCACAAAGACCT 663538 GALNT9 660359 650704 -3179 660123 650704 -3415 658021 651438 -5517
Chr21 Normal NT_011515.10 GGGCCGTCCTGACCT 540356 LOC343800 543770 568318 -3414 543770 568318 -3414 543770 568318 -3414
Chr16 Normal NT_010498.13 GGGTCACTGCAACCT 2273503 LOC350279 2276916 2303513 -3413 2276916 2303513 -3413 2276916 2303513 -3413
Chr2 Normal NT_022184.12 AGGTCAGCTTAACCA 34096920 LOC344404 34100332 34161926 -3412 34100332 34161926 -3412 34100332 34161926 -3412
Chr14 Normal NT_026437.10 AAGTCACCCTGACCT 55662161 FOS 55665572 55668973 -3411 55665572 55668954 -3411 55665727 55668168 -3566
Chr10 Normal NT_017795.15 AGCTCGTCATGACCC 21893 LOC349465 25304 36495 -3411 25304 36495 -3411 25304 36495 -3411
Chr12 Complement NT_009775.13 TGGTCATGGTGACAC 827769 SCA2 824359 676979 -3410 824359 677134 -3410 824197 677498 -3572
Chr16 Normal NT_037887.3 GAGTCACAGCGACCC 2500102 ATP6V0C 2503510 2509775 -3408 2503510 2509775 -3408 2503662 2509303 -3560
Chr1 Normal NT_004873.14 GGGTGAAATTGACCC 2442797 LOC348443 2446202 2448131 -3405 2446202 2448131 -3405 2446220 2448130 -3423
Chr18 Normal NT_010966.13 AAGTCAAAGTGACCA 10657537 TTR 10660832 10668074 -3295 10660942 10667885 -3405 10660968 10667740 -3431
Chr16 Normal NT_024797.13 AGGTCAGCATGCCCA 8521371 PLCG2 8524775 8703737 -3404 8524775 8703737 -3404 8531440 8703403 -10069
Chr6 Complement NT_033951.3 TGGTCAGGCTGATCT 354703 RFP 351300 330311 -3403 351300 330311 -3403 350944 331378 -3759
Chr15 Complement NT_035325.4 GGCTCACACTGACCC 3637723 BLP2 3634321 3615169 -3402 3634321 3623791 -3402 3634301 3624419 -3422
Chr1 Complement NT_032977.5 GGCTCACTGTGACCT 7541512 MGC27169 7538141 7523767 -3371 7538110 7523767 -3402 7537980 7523853 -3532
ChrX Normal NT_011726.10 GGGACACAACGACCC 280755 MTM1 284157 388702 -3402 284157 388702 -3402 308165 387156 -27410
Chr17 Complement NT_010641.13 TGGTCAGGCTGATCT 7918536 EVPL 7915135 7894685 -3401 7915135 7894685 -3401 7915037 7894943 -3499
Chr11 Complement NT_033927.5 AGGTCAGTGTGACCA 8331194 GAB2 8327891 8125371 -3303 8327795 8125371 -3399 8190937 8129347 -140257
Chr11 Normal NT_028310.10 GGGTCAGAATAACCT 4885783 LOC196335 4889182 4890141 -3399 4889182 4890141 -3399 4889182 4890141 -3399
Chr18 Complement NT_025004.13 GGGTCCCCGTGACCC 2399028 MBP 2395706 2357445 -3322 2395629 2358378 -3399 2395619 2359038 -3409
Chr1 Complement NT_004668.15 GGATCATTCTGACCC 11698974 LMX1A 11695576 11543484 -3398 11695576 11543484 -3398 11695355 11543676 -3619
Chr17 Complement NT_024871.10 AGGGCACACTGACCC 1510822 AATK 1507425 1492775 -3397 1507425 1492775 -3397 1506562 1493879 -4260
Chr20 Complement NT_011387.8 TGGTCAGCCTGACCA 4894913 SLC23A2 4930939 4773005 36026 4891517 4777518 -3396 4853208 4777618 -41705
Chr22 Complement NT_011520.9 GGGTCAAGGAGACCG 13710372 LARGE 13706979 13059416 -3393 13706977 13059640 -3395 13548032 13060982 -162340
Chr2 Normal NT_022184.12 TGGTCTCCATGACCT 39179479 LOC351171 39182874 39208530 -3395 39182874 39208530 -3395 39182874 39208530 -3395
Chr9 Normal NT_008470.15 TGGTCAGGCTGATCT 19169259 ATP6V1G1 19172652 19183278 -3393 19172652 19183278 -3393 19172745 19182649 -3486
Chr22 Complement NT_011520.9 GGGTCAAGGAGACCG 13710372 LARGE 13706979 13059416 -3393 13706979 13059640 -3393 13548032 13060982 -162340
Chr22 Normal NT_011520.9 AGGTCACCCCGGCCC 18720439 LOC284917 18723832 18725410 -3393 18723832 18725410 -3393 18724654 18724965 -4215
Chr8 Normal NT_008127.14 GGTTCATTTTGACCC 44670 PSCA 38282 50684 6388 48061 50684 -3391 49936 50505 -5266
Chr12 Normal NT_019546.15 AGGCCAGCCTGACCA 28159638 TXNRD1 28088678 28226252 70960 28163029 28226252 -3391 28187294 28224383 -27656



Chr1 Normal NT_004754.14 TGGTCAAGTTGACAC 4540072 LOC343506 4543462 4601719 -3390 4543462 4601719 -3390 4543462 4601719 -3390
Chr6 Normal NT_078020.1 CGGTCACACGGACCC 374936 LOC349057 378326 382655 -3390 378326 382655 -3390 378420 382605 -3484
Chr17 Normal NT_010755.13 AAGTCAAGGTGACCT 4158898 STAT5A 4162288 4186681 -3390 4162288 4186681 -3390 4164153 4185410 -5255
Chr11 Normal NT_033927.5 GGGCCGGCCTGACCC 6707057 LOC283216 6710446 6712339 -3389 6710446 6712339 -3389 6711439 6711810 -4382
Chr5 Complement NT_034772.4 GGGTCTCAGTGACCT 37153986 H2AFY 37150598 37085092 -3388 37150598 37085092 -3388 37139804 37085687 -14182
Chr18 Complement NT_025028.13 GGGTCATCATGACTC 19609183 MGC39671 19605912 19531325 -3271 19605795 19531452 -3388 19593946 19531542 -15237
Chr16 Complement NT_010498.13 AGGCCATGGTGACCA 20335886 TAT 20332498 20322257 -3388 20332498 20322257 -3388 20331821 20323550 -4065
Chr1 Complement NT_037485.3 CAGTCAGAGTGACCC 1824351 LOC148354 1820964 1819475 -3387 1820964 1819475 -3387 1820938 1819839 -3413
Chr14 Complement NT_026437.10 GGGTCACTCCCACCC 6496015 LOC341819 6492630 6345551 -3385 6492630 6345551 -3385 6492630 6345551 -3385
Chr15 Complement NT_010194.15 CAGTCATTATGACCT 19896261 KIAA0912 19892877 19822956 -3384 19892877 19822956 -3384 19887457 19823395 -8804
Chr11 Complement NT_033899.5 AGGACACTGTGACCT 24863460 LOC219891 24860076 24807967 -3384 24860076 24807967 -3384 24841253 24807967 -22207
Chr1 Normal NT_019273.15 AGGTCTCTCTGACCC 456465 LOC284612 459849 462558 -3384 459849 462558 -3384 461006 461338 -4541
Chr5 Complement NT_006713.13 TGGTCAGGCTGACTC 15808814 LOC345796 15805430 15763154 -3384 15805430 15763154 -3384 15805315 15763154 -3499
Chr14 Complement NT_026437.10 GGCTCACTGCGACCT 76103873 TCL1A 76100574 76096346 -3299 76100489 76096346 -3384 76100444 76098133 -3429
Chr15 Complement NT_035325.4 GGGACATGGTGACCA 2335550 LOC145760 2332171 2326400 -3379 2332171 2330878 -3379 2332084 2331267 -3466
Chr8 Complement NT_008046.13 GGGTCCACATGACCA 38793882 MTSS1 38958879 38781209 164997 38790505 38781209 -3377 38788298 38783411 -5584
Chr6 Complement NT_033951.3 AGGTCGCGGTGAGCC 3131085 LY6G6E 3127709 3126233 -3376 3127709 3126233 -3376 3127709 3126238 -3376
Chr2 Normal NT_022171.13 AGGTCAGTCTGACAA 8744763 ECRG4 8745715 8760631 -952 8748137 8760629 -3374 8748245 8760406 -3482
Chr7 Normal NT_007933.12 AGGTCACTGCAACCT 1872098 LOC340323 1875471 1915450 -3373 1875471 1887671 -3373 1877528 1887283 -5430
Chr2 Complement NT_022184.12 AGGTCAGCTTAACCA 34096920 RTN4 34093896 34015257 -3024 34093547 34015261 -3373 34093368 34016224 -3552
Chr17 Complement NT_010718.13 TGGCCACTGTGACCC 5579298 TEKT1 5575925 5541843 -3373 5575925 5544166 -3373 5574560 5544211 -4738
Chr14 Complement NT_026437.10 AGGTCAAAACAACCT 51608249 C14orf56 51604877 51600271 -3372 51604877 51600271 -3372 51603503 51602913 -4746
Chr6 Complement NT_034874.2 AGGTCGCGGTGAGCC 2988364 LY6G6E 2984992 2983516 -3372 2984992 2983516 -3372 2984992 2983521 -3372
Chr13 Normal NT_009952.13 GGGTCAGGAAGACCT 24721954 LOC144962 24708050 24732641 13904 24725325 24732641 -3371 24732193 24732471 -10239
Chr5 Normal NT_029289.9 TGGTCATCTTGGCCC 11858506 LOC340077 11861875 11862351 -3369 11861875 11862351 -3369 11861875 11862351 -3369
Chr15 Normal NT_010194.15 AGGTCATAGTGAGCT 46799572 MGC48986 46802719 46806428 -3147 46802941 46806281 -3369 46802941 46806281 -3369
Chr16 Complement NT_010552.13 GGGTCACAGGGACCG 375104 PKMYT1 371893 364220 -3211 371735 364246 -3369 371084 364380 -4020
Chr6 Complement NT_007592.13 AGGTCGCGGTGAGCC 22539513 LY6G6E 22536145 22534669 -3368 22536145 22534669 -3368 22536145 22534674 -3368
Chr17 Normal NT_078100.1 AGGTGATGGCGACCT 1555072 PRC17 1558440 1569337 -3368 1558440 1569337 -3368 1559966 1569021 -4894
Chr6 Normal NT_007592.13 AGGTCAAGGAGACCC 20971869 LOC221552 20975233 20975858 -3364 20975233 20975858 -3364 20975271 20975543 -3402
Chr6 Normal NT_034874.2 AGGTCAAGGAGACCC 1418788 LOC282909 1422152 1422777 -3364 1422152 1422777 -3364 1422190 1422462 -3402
Chr6 Normal NT_033951.3 AGGTCAAGGAGACCC 1564029 LOC282946 1567393 1568018 -3364 1567393 1568018 -3364 1567431 1567703 -3402
Chr1 Complement NT_026943.12 AGGTCACTGCAACCT 4230488 LOC350676 4227125 4191594 -3363 4227125 4191594 -3363 4227125 4191594 -3363
Chr6 Normal NT_007592.13 TGGCCACTCTGACCT 26498624 FLJ25390 26501986 26513815 -3362 26501986 26513815 -3362 26502013 26513774 -3389
Chr2 Complement NT_022135.13 AGGCCAGCCTGACCA 146725 BUB1 143383 103004 -3342 143365 103155 -3360 143315 103285 -3410
Chr17 Complement NT_010799.13 AGGTCGCCATCACCT 9241076 LOC348250 9237764 9226841 -3312 9237716 9226841 -3360 9234022 9227155 -7054
Chr17 Complement NT_010718.13 TGGTGACCTTGACCT 10743275 ZNF18 10739915 10719899 -3360 10739915 10719899 -3360 10735283 10720411 -7992
Chr3 Normal NT_005962.15 AGGCCAGCCTGACCA 19024423 LOC285242 19027781 19036944 -3358 19027781 19036944 -3358 19027781 19036944 -3358
Chr21 Complement NT_011515.10 AGCTCAGCCCGACCC 2094299 LOC343806 2090941 2057271 -3358 2090941 2057271 -3358 2090941 2057271 -3358
Chr22 Complement NT_011525.5 AGGTAAGTGTGACCC 319963 LOC150400 316606 316322 -3357 316606 316322 -3357 316606 316322 -3357
Chr8 Complement NT_008183.16 ATGTCAAGGTGACCT 25177745 LOC138005 25174389 25005645 -3356 25174389 25005645 -3356 25174389 25005645 -3356
Chr3 Complement NT_005612.13 GGGTCAGCTGGACCT 35521151 LOC132241 35517798 35501304 -3353 35517798 35501304 -3353 35501982 35501596 -19169
Chr17 Normal NT_010641.13 AGATCAGCCTGACCA 10112759 LOC283999 10116112 10125788 -3353 10116112 10125788 -3353 10116276 10124776 -3517
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 781635 785527 -3351 783972 785080 -5688
Chr1 Normal NT_004852.15 GGGTCATCATTACCG 778284 ARTN 781635 785527 -3351 781635 785527 -3351 784297 785080 -6013
Chr4 Normal NT_016297.14 GGATCAAGCTGACCA 5107348 PTTG2 5110699 5111274 -3351 5110699 5111274 -3351 5110699 5111274 -3351
Chr11 Complement NT_033903.5 GGGTGGAGATGACCT 12272992 PPP1CA 12289005 12266043 16013 12269643 12266047 -3349 12269642 12266395 -3350
Chr7 Normal NT_007819.13 GGGTCAGGCCCACCT 17275460 LOC221822 17278806 17309734 -3346 17278806 17309734 -3346 17298108 17309734 -22648
Chr2 Complement NT_005120.13 GGGTAATATTGACCT 1769361 LOC344237 1766015 1704861 -3346 1766015 1704861 -3346 1766015 1704861 -3346
Chr15 Complement NT_035325.4 GGCTCACACTGACCC 3637666 BLP2 3634321 3615169 -3345 3634321 3623791 -3345 3634301 3624419 -3365
Chr4 Normal NT_016297.14 AGGTCGCAGTGAGCC 4973641 FLJ10983 4976941 5012352 -3300 4976986 5012352 -3345 4976998 5011876 -3357
Chr5 Complement NT_006576.13 GGGTCACTCCTACCC 23449184 FLJ40243 23498154 23424869 48970 23445843 23424869 -3341 23445616 23424900 -3568
Chr22 Normal NT_011520.9 GGGTCAGGGTGACCA 10906209 PIB5PA 10909521 10921251 -3312 10909549 10921251 -3340 10912396 10920974 -6187
Chr14 Complement NT_026437.10 GGGTAAATCTGACCA 58006489 SPTLC2 58003151 57893733 -3338 58003151 57893733 -3338 58002963 57898668 -3526
Chr6 Normal NT_078020.1 TGGTCACACGGACCC 374990 LOC349057 378326 382655 -3336 378326 382655 -3336 378420 382605 -3430
Chr8 Normal NT_008046.13 CTGTCAGACTGACCT 12662627 LOC157653 12665962 12669691 -3335 12665962 12669691 -3335 12669142 12669438 -6515
Chr6 Complement NT_025741.12 GGGTCAGTGTGACTG 13934592 MGC41939 13931258 13883360 -3334 13931258 13883360 -3334 13931222 13883458 -3370
Chr10 Complement NT_077567.2 AGGTCTTTGTGACCT 1992477 LOC349534 1989145 1967926 -3332 1989145 1967926 -3332 1989145 1967926 -3332
Chr9 Complement NT_008470.15 TGGTCTTCTTGACCC 1788245 LOC347263 1784914 1741717 -3331 1784914 1741717 -3331 1784878 1741717 -3367
Chr19 Normal NT_011295.10 AGATCAGCCTGACCA 1787090 LOC350629 1790421 1824419 -3331 1790421 1824419 -3331 1794448 1806013 -7358
Chr4 Complement NT_078017.1 AGGTCAGGCTGGCCC 61189 LOC351779 57860 40808 -3329 57860 40808 -3329 57860 40808 -3329
Chr7 Normal NT_007819.13 TGGTCATAATGACTT 7301663 GLCCI1 7008625 7424380 293038 7304991 7424380 -3328 7339342 7421841 -37679
Chr9 Complement NT_023935.15 AGGTCAGCATGGCCA 20419817 LOC286238 20416490 20391543 -3327 20416490 20391543 -3327 20416381 20411743 -3436
Chr1 Normal NT_032977.5 TGGCCATGATGACCT 13776648 LOC343213 13779975 13826939 -3327 13779975 13826939 -3327 13779975 13826939 -3327
Chr12 Complement NT_009759.15 GGGTCACCATGCCCA 630167 NINJ2 627016 527724 -3151 626843 527724 -3324 626787 528662 -3380
Chr10 Normal NT_008705.14 GGGTCACTGCAACCT 9504070 LOC143101 9507392 9515438 -3322 9507392 9515438 -3322 9514553 9515062 -10483
Chr22 Complement NT_011525.5 TGGGCAGGGTGACCT 311271 LOC348643 307949 284326 -3322 307949 284326 -3322 307949 284326 -3322
Chr9 Complement NT_008470.15 AGCTCACTGTGACCT 33312342 ZDHHC12 33309037 33305786 -3305 33309020 33305786 -3322 33309007 33306095 -3335
Chr14 Normal NT_026437.10 GGGTAAGTCTGACCT 30276556 ARF6 30279855 30338494 -3299 30279877 30281772 -3321 30280493 30281020 -3937
Chr2 Normal NT_022171.13 GGGTGGGAGTGACCC 11799981 LOC344554 11803302 11840293 -3321 11803302 11840293 -3321 11803302 11840293 -3321
Chr15 Complement NT_010194.15 GAGTCAAGCTGACCT 31763819 RORA 31760498 31579074 -3321 31760498 31579074 -3321 31674227 31579265 -89592
Chr19 Normal NT_011109.15 GGGTCACTGTGACTC 27650419 FCAR 27653739 27670029 -3320 27653739 27670029 -3320 27653936 27669419 -3517
Chr16 Normal NT_037887.3 AGGTCACCGCGAGCC 2457738 NTN2L 2461057 2463703 -3319 2461057 2463703 -3319 2461260 2463663 -3522
Chr14 Normal NT_026437.10 GGCTCACTGCGACCT 44933344 C14orf50 44936661 44976137 -3317 44936661 44976137 -3317 44936757 44976097 -3413
Chr1 Complement NT_037485.3 GGCTCACTGCGACCT 1642616 LOC284609 1639299 1637740 -3317 1639299 1637740 -3317 1639173 1638868 -3443
Chr11 Normal NT_033903.5 GGCTCACTGCGACCT 2451816 LZLP 2455132 2455555 -3316 2455132 2455555 -3316 2455168 2455380 -3352
Chr1 Complement NT_019273.15 GGCTCAGACTGACCC 3687985 ARHC 3687994 3682002 9 3684670 3682411 -3315 3684670 3682411 -3315
Chr22 Complement NT_011525.5 CGCTCAGCCTGACCT 154363 LOC343914 151048 147901 -3315 151048 147901 -3315 151048 147901 -3315
Chr7 Normal NT_007933.12 AGGACAGCCTGACCT 25393180 IRS3L 25396494 25399426 -3314 25396494 25399426 -3314 25397444 25397749 -4264
Chr15 Normal NT_010194.15 GGGTCAAGATGACTT 34031430 LOC342072 34034744 34093061 -3314 34034744 34093061 -3314 34034744 34093061 -3314
Chr6 Complement NT_007299.12 GGCTCACTGCGACCT 21964265 ME1 21960951 21741428 -3314 21960951 21741428 -3314 21960844 21741814 -3421
Chr9 Normal NT_008470.15 AGGTCAGGGTGACTC 20735395 PAPPA 20738709 20983384 -3314 20738709 20981820 -3314 20739078 20981521 -3683
Chr3 Complement NT_005962.15 AGGTCACTGCAACCT 21740027 RFC4 21736734 21720150 -3293 21736713 21720150 -3314 21734965 21720221 -5062
Chr9 Complement NT_078081.1 AGGTCAGTCCGGCCT 61439 FLJ20245 58126 57119 -3313 58126 57119 -3313 58126 57656 -3313
Chr22 Normal NT_011520.9 CAGTCAAGATGACCT 20445974 LOC284919 20449287 20450342 -3313 20449287 20450342 -3313 20449407 20449781 -3433
Chr1 Complement NT_077919.1 AGGCCAGGGTGACCA 145090 LOC343129 141779 125690 -3311 141779 125690 -3311 141779 125690 -3311
Chr21 Complement NT_011512.8 AAGTCACCATGACCA 23502430 CLDN14 23512783 23493314 10353 23499120 23493317 -3310 23494388 23493669 -8042
Chr6 Normal NT_007592.13 GGGTCATGACGACCT 23966268 HSD17B8 23969578 23971766 -3310 23969578 23971766 -3310 23969605 23971590 -3337
Chr6 Normal NT_033951.3 GGGTCATGACGACCT 4549270 HSD17B8 4552580 4554764 -3310 4552580 4554764 -3310 4552607 4554588 -3337
Chr15 Complement NT_010194.15 AGGTCATTCCGACGC 24023636 LOC342042 24020326 24004853 -3310 24020326 24004853 -3310 24020326 24004853 -3310
Chr1 Normal NT_019273.15 ATGTCAACTCGACCC 6329460 LOC126576 6332769 6486279 -3309 6332769 6486279 -3309 6332769 6486279 -3309
Chr2 Complement NT_022184.12 AGGTCAGCTTAACCA 34096920 RTN4 34093896 34015257 -3024 34093612 34015257 -3308 34093368 34016224 -3552
Chr20 Normal NT_011362.8 TGGTCAGGTTGATCT 24848315 LOC128629 24851622 24874913 -3307 24851622 24874913 -3307 24851622 24874913 -3307



Chr16 Complement NT_037887.3 CGGCCAGCCTGACCC 1936554 SEPX1 1933295 1928246 -3259 1933247 1928246 -3307 1933158 1929114 -3396
Chr22 Normal NT_011520.9 AGGTCGTGGTCACCT 3516473 SMARCB1 3519719 3567270 -3246 3519779 3567270 -3306 3519926 3566936 -3453
Chr17 Normal NT_010783.13 TGGCCACAATGACCT 3340024 DLX4 3339763 3345148 261 3343329 3345148 -3305 3343569 3344506 -3545
Chr22 Normal NT_011520.9 AGGTCACCATTACCT 3795030 CABIN1 3798334 3965165 -3304 3798334 3965165 -3304 3822535 3964733 -27505
Chr19 Complement NT_011109.15 AGGTCAACATGGCCA 22652023 MGC2865 22649371 22640489 -2652 22648720 22640489 -3303 22644742 22641364 -7281
Chr6 Normal NT_007592.13 GGCTCACTGCGACCT 1949222 LOC221710 1952297 1994301 -3075 1952524 1994301 -3302 1993603 1994199 -44381
Chr8 Normal NT_023684.15 GGGTTGTCGTGACCC 1208706 LOC349170 1212008 1216542 -3302 1212008 1216542 -3302 1213325 1213897 -4619
Chr14 Normal NT_026437.10 TGGTCTGTCTGACCT 76587940 BDKRB2 76591238 76630830 -3298 76591238 76630830 -3298 76623486 76627882 -35546
Chr21 Normal NT_030188.2 AGGTCACAAAGACCT 1140671 PKNOX1 1143969 1202998 -3298 1143969 1202988 -3298 1173818 1199537 -33147
Chr14 Normal NT_026437.10 AGGTCATTGTGACTA 46869833 C14orf53 46873130 46885312 -3297 46873130 46885312 -3297 46873262 46878434 -3429
Chr19 Complement NT_011109.15 GGGTCGAGGTGATCC 14463607 CEACAM7 14460417 14445453 -3190 14460314 14445453 -3293 14460312 14449558 -3295
ChrX Complement NT_078110.1 GGGTCAGTGCGCCCC 102469 LOC352874 99177 98905 -3292 99177 98905 -3292 99177 98905 -3292
Chr11 Normal NT_033927.5 TGGCCAGTGTGACCT 1905677 IL18BP 1908043 1915790 -2366 1908968 1915790 -3291 1910066 1911971 -4389
Chr12 Complement NT_009755.15 AGGTTGAACTGACCT 4061010 LOC341504 4057720 4048567 -3290 4057720 4048567 -3290 4057720 4048567 -3290
Chr11 Normal NT_033903.5 AGGTCACTCTGGCCA 10755112 DIPA 10758401 10759631 -3289 10758401 10759631 -3289 10758781 10759389 -3669
Chr20 Complement NT_028392.4 GAGTCACTTCGACCC 3434945 CDC91L1 3431678 3315115 -3267 3431657 3315115 -3288 3431657 3315438 -3288
Chr17 Complement NT_010783.13 AGATCAGCCTGACCA 17560908 HT008 17632581 17516728 71673 17557620 17516982 -3288 17530205 17518264 -30703
Chr17 Normal NT_078100.1 AGGTCCCACTGACCG 565928 LHX1 568924 574646 -2996 569215 574646 -3287 569647 574574 -3719
Chr5 Normal NT_023089.13 AGGTCACAGTGAGCC 433033 SEC6 426086 454788 6947 436318 450138 -3285 436747 449751 -3714
Chr2 Complement NT_005403.13 AGGTCAATTTGACTC 2804707 LOC351296 2801423 2772931 -3284 2801423 2772931 -3284 2801368 2772931 -3339
Chr11 Complement NT_033903.5 GGGTAATAATGACCA 7887861 SLC22A8 7884578 7861564 -3283 7884578 7861564 -3283 7883697 7861976 -4164
Chr6 Complement NT_025741.12 GGGTCAGATTGGCCT 23920183 LOC285762 23916902 23878147 -3281 23916902 23878147 -3281 23880381 23880088 -39802
Chr4 Normal NT_016354.15 GGGTAAAAATGACCA 5614374 LOC348846 5617655 5619114 -3281 5617655 5619114 -3281 5617695 5618957 -3321
Chr15 Normal NT_010194.15 GGGTCATTCCCACCT 33572649 LOC90982 33575930 33577444 -3281 33575930 33577444 -3281 33576593 33576949 -3944
Chr14 Complement NT_026437.10 TGGTCAGATTGACAC 58621276 LOC338919 58617997 58602055 -3279 58617997 58602055 -3279 58617997 58602055 -3279
Chr14 Complement NT_026437.10 AGGTAATACTGACCA 32271536 LOC341857 32268258 32214840 -3278 32268258 32214840 -3278 32268258 32214840 -3278
ChrX Normal NT_011651.13 AGATCATGTCGACCT 602589 PGK1 605786 628418 -3197 605865 628418 -3276 605934 627423 -3345
Chr1 Normal NT_032977.5 TGGTCAGGCTGATCT 6964912 FLJ32112 6968172 7027104 -3260 6968186 7014328 -3274 6969008 7011058 -4096
Chr11 Complement NT_028310.10 AGATCACCTTGACCT 589372 LOC338652 586098 584892 -3274 586098 584892 -3274 586098 584892 -3274
Chr19 Normal NT_011295.10 AGATCAGCCTGACCA 10290064 FLJ10432 10293296 10302240 -3232 10293337 10302240 -3273 10293353 10296353 -3289
Chr1 Normal NT_031728.8 AGGTCATAGTGAGCT 112409 RAB4A 115614 149318 -3205 115680 149318 -3271 115888 147525 -3479
Chr7 Normal NT_007933.12 AGTTCAGCTTGACCT 53675777 ATP6V1F 53679026 53682051 -3249 53679047 53682051 -3270 53679108 53681781 -3331
Chr4 Complement NT_006081.15 TGGTCACTGTGATCT 43747 TETRAN 41278 37003 -2469 40478 37004 -3269 40359 37274 -3388
Chr12 Complement NT_029419.10 AGGTCGCGGTGAGCT 12565795 RACGAP1 12562584 12526251 -3211 12562527 12526251 -3268 12553804 12527357 -11991
Chr4 Complement NT_006307.14 GGCTCATCCTGACCT 463209 LOC348900 459942 445435 -3267 459942 445435 -3267 459942 445435 -3267
Chr5 Complement NT_078018.1 GGGTCGGGATGATCT 484583 SMA3 481733 316425 -2850 481316 373197 -3267 450055 408736 -34528
Chr11 Normal NT_033899.5 AGGTCAAAATGAACA 27465913 LOC341057 27469179 27490893 -3266 27469179 27490893 -3266 27469179 27490893 -3266
Chr13 Complement NT_024524.12 AGGTCATTATGCCCA 50731344 LOC349983 50728078 50622421 -3266 50728078 50622421 -3266 50728078 50622421 -3266
Chr19 Complement NT_011109.15 GGGTCTTGCTGACCC 4149333 LOC350595 4146069 4110423 -3264 4146069 4110423 -3264 4146069 4110423 -3264
Chr19 Normal NT_011109.15 AGGGCACTGTGACCT 30530341 FLJ38288 30533602 30537715 -3261 30533602 30537715 -3261 30533899 30534375 -3558
Chr17 Normal NT_010718.13 AGGTGAGGCTGACCC 17000300 SMCR7 17003006 17008230 -2706 17003561 17008230 -3261 17005172 17007215 -4872
Chr16 Normal NT_010498.13 GGGTAATGCTGACCT 21178184 LOC146520 21181444 21184384 -3260 21181444 21184384 -3260 21183376 21183681 -5192
Chr16 Normal NT_024797.13 AAGTCATTTTGACCA 948295 LOC342405 951555 967049 -3260 951555 967049 -3260 951555 967049 -3260
Chr18 Normal NT_010859.12 AGGTCGCAGTGAGCC 12883706 LOC350515 12886966 12922517 -3260 12886966 12922517 -3260 12902952 12922517 -19246
Chr10 Complement NT_024040.14 GGGTCCTCATGACCA 875185 NKX6-2 871925 870771 -3260 871925 870893 -3260 871925 870893 -3260
Chr5 Normal NT_029289.9 GGGTCACAGTGAGCT 12311213 G3BP 12314413 12347850 -3200 12314472 12346828 -3259 12329119 12346589 -17906
Chr17 Normal NT_010783.13 TGGCCAGGCTGACCT 621152 ITGB3 624411 682869 -3259 624411 682381 -3259 624427 680769 -3275
ChrX Complement NT_011669.13 AGGTCGCAGTGAGCC 8275457 LOC158830 8272198 8269581 -3259 8272198 8269581 -3259 8272150 8269581 -3307
Chr2 Complement NT_005403.13 GGGTCATTCTCACCT 8512093 LOC344260 8508835 8487158 -3258 8508835 8487158 -3258 8508835 8487158 -3258
Chr3 Complement NT_005962.15 AGGTCATGCTGTCCC 25054439 MLAT4 25051315 24887085 -3124 25051181 24887085 -3258 25050983 24888164 -3456
Chr1 Complement NT_032962.4 AGGTCAGTGTTACCA 666564 APH-1A 663456 659800 -3108 663307 659800 -3257 663206 660906 -3358
Chr11 Normal NT_033899.5 GGGTCAGGCTGCCCC 36360172 LOC349654 36363429 36385974 -3257 36363429 36385974 -3257 36363429 36385974 -3257
Chr22 Complement NT_011525.5 AGTTCATGGTGACCA 588356 LOC351074 585100 553672 -3256 585100 553672 -3256 585100 553672 -3256
Chr19 Normal NT_011109.15 AGGCCAGCCTGACCA 13347754 LOC92799 13350979 13365519 -3225 13351008 13365519 -3254 13351024 13365331 -3270
Chr22 Complement NT_019197.3 AGGTCACAAAGACCC 71998 LOC164714 68745 9799 -3253 68745 9799 -3253 41868 26030 -30130
Chr17 Complement NT_024871.10 GGGTGGGTCTGACCC 1909266 LOC350482 1906013 1903958 -3253 1906013 1903958 -3253 1906013 1903958 -3253
Chr6 Complement NT_007592.13 TGGTCACTATGACAC 40179660 LOC221382 40176408 39975313 -3252 40176408 39975313 -3252 40176408 39975313 -3252
Chr8 Complement NT_008046.13 GGCTCACTGCGACCT 40792141 NSE2 40788890 40783225 -3251 40788890 40786474 -3251 40787813 40786881 -4328
Chr8 Complement NT_008046.13 TGGTCATTAAGACCC 6296614 CBFA2T1 6325616 6189325 29002 6293364 6189325 -3250 6247741 6190643 -48873
Chr20 Complement NT_028392.4 TGGTCAACATGACCT 2444211 E2F1 2440961 2430061 -3250 2440961 2430257 -3250 2440838 2431306 -3373
Chr6 Normal NT_023451.12 TGGTCACCATGTCCT 4592073 LOC345844 4595322 4639267 -3249 4595322 4639267 -3249 4595322 4639267 -3249
Chr8 Normal NT_077531.2 GGCTCACGGTGACCT 695866 LOC346692 699115 757861 -3249 699115 757861 -3249 699115 757861 -3249
Chr19 Complement NT_011255.13 GGGGCGATGTGACCT 2726561 SGT 2723354 2694712 -3207 2723315 2694712 -3246 2709066 2697341 -17495
Chr9 Complement NT_078077.1 TGGTCATGCTGACCT 24382 LOC349323 21138 19542 -3244 21138 19542 -3244 19943 19860 -4439
Chr11 Normal NT_035113.4 CGGTGAGCCTGACCC 729573 SIGIRR 732759 744498 -3186 732817 744498 -3244 740340 744318 -10767
Chr19 Complement NT_011295.10 GGGTCACTGTTACCT 2830714 DKFZp547J036 2827476 2825081 -3238 2827476 2825081 -3238 2827180 2826476 -3534
Chr19 Complement NT_011109.15 AGCTCACTGCGACCT 21030652 LOC342915 21027414 21023202 -3238 21027414 21023202 -3238 21027414 21023202 -3238
Chr5 Normal NT_078018.1 AGATCATCCCGACCC 612644 SMA4 615459 686872 -2815 615882 686139 -3238 647150 686065 -34506
Chr16 Normal NT_037887.3 GGGCCGCACTGACCC 163442 HBA1 166679 167520 -3237 166679 167520 -3237 166716 167410 -3274
Chr5 Complement NT_023089.13 TGGTCACAATAACCC 2737749 LOC153572 2734512 2731210 -3237 2734512 2731487 -3237 2732326 2731710 -5423
Chr11 Normal NT_009237.15 AGGTGATTCTGACCT 25300058 PRO1787 25303293 25304431 -3235 25303293 25304431 -3235 25303753 25304121 -3695
Chr11 Normal NT_033903.5 TGTTCAGGTTGACCT 676974 LOC219437 680208 681143 -3234 680208 681143 -3234 680208 681143 -3234
Chr5 Complement NT_023089.13 GGGTCAGACTGCCCA 837073 ZDHHC11 833839 699556 -3234 833839 778645 -3234 833455 783960 -3618
Chr4 Complement NT_037622.3 AGGTTGCAGTGACCT 676293 FLJ22269 673060 665619 -3233 673060 665619 -3233 672916 665747 -3377
Chr12 Complement NT_029419.10 GGGTCACTTTGTCCC 10445306 VDR 10442075 10378628 -3231 10442075 10378628 -3231 10416202 10381835 -29104
Chr13 Normal NT_009952.13 AGGTCAGAATGACTA 10928521 LOC144866 10931751 10934130 -3230 10931751 10934130 -3230 10933656 10933976 -5135
Chr19 Complement NT_011109.15 GGGTCACTGCAACCT 20885434 PLA2G4C 20882264 20819294 -3170 20882204 20819295 -3230 20877976 20819790 -7458
Chr7 Normal NT_007933.12 AGGTGACTGTGACCC 26380076 LOC340334 26383304 26384672 -3228 26383304 26384672 -3228 26384159 26384482 -4083
Chr20 Normal NT_011362.8 AGGTCAACTTGCCCC 5035694 LOC200222 5038921 5040448 -3227 5038921 5040448 -3227 5039439 5040421 -3745
Chr3 Normal NT_005927.15 AGGTCTTTGTGACCT 11239618 LOC344864 11242844 11253701 -3226 11242844 11253701 -3226 11242844 11253701 -3226
Chr8 Complement NT_008046.13 AGATCATTTTGACCA 6378066 LOC349203 6374841 6372761 -3225 6374841 6372761 -3225 6374836 6374489 -3230
Chr20 Complement NT_011387.8 GGGACAGCATGACCT 23281865 LOC149913 23278642 23277234 -3223 23278642 23277234 -3223 23278640 23277425 -3225
Chr4 Normal NT_016606.15 AGGTCAGCATGACTG 488890 LOC286678 492113 594442 -3223 492113 594442 -3223 492136 594442 -3246
Chr3 Complement NT_037565.3 AGGTCACAGTGAGCC 2440899 LOC339872 2437676 2435532 -3223 2437676 2435532 -3223 2436436 2436146 -4463
Chr3 Complement NT_005999.15 AGGTCATGATGTCCT 6145345 SEF 6142122 6066087 -3223 6142122 6066087 -3223 6081491 6068230 -63854
Chr3 Normal NT_005999.15 AGGCCACCCTGACCC 10217678 LOC344932 10220895 10272531 -3217 10220895 10272531 -3217 10220895 10272531 -3217
Chr5 Normal NT_029289.9 AGATCAGCCTGACCA 2015280 PCDHGC3 2018497 2055474 -3217 2018497 2055474 -3217 2018612 2053668 -3332
Chr17 Normal NT_010755.13 GGGTCAGACTGTCCT 3838305 CNP 3841485 3849914 -3180 3841521 3849914 -3216 3841626 3848665 -3321
Chr13 Complement NT_009952.13 AGGTCGCAGTGAGCC 9798528 UGCGL2 9795411 9543513 -3117 9795312 9543513 -3216 9795241 9543719 -3287
Chr11 Normal NT_033899.5 GGGTCAAGGCAACCC 15701452 LOC143909 15704667 15706166 -3215 15704667 15706166 -3215 15705657 15705935 -4205
Chr2 Complement NT_022184.12 AGGTCACCATGATCA 64362855 LOC284947 64359640 64356237 -3215 64359640 64356237 -3215 64358094 64357687 -4761
Chr7 Complement NT_007819.13 AGGTCAAAATGTCCA 26201034 SCAP2 26197970 26000298 -3064 26197819 26001909 -3215 26197656 26003327 -3378
ChrX Normal NT_011757.12 AGGTGAGAATGACCC 8870094 SMS 8873275 8927421 -3181 8873309 8927421 -3215 8873410 8926936 -3316



Chr2 Complement NT_026970.9 GGCTCACTGTGACCT 1981125 FLJ10081 1977912 1932740 -3213 1977912 1932740 -3213 1971002 1935177 -10123
Chr2 Complement NT_005403.13 AGGTCCTGATGACCT 11081672 PLA2R1 11078459 10947698 -3213 11078459 10956598 -3213 11078252 10957627 -3420
Chr1 Complement NT_021877.15 TGGTCATCATGACCA 1641522 LOC343026 1638310 1599410 -3212 1638310 1599410 -3212 1638310 1599410 -3212
Chr5 Normal NT_006431.13 TGGTCACGGTGACTT 6767004 MGC33648 6769846 6777755 -2842 6770216 6777472 -3212 6770216 6777472 -3212
Chr2 Normal NT_022184.12 AGGTCACCGCGTCCC 24053076 LOC151111 24056285 24056739 -3209 24056285 24056739 -3209 24056327 24056714 -3251
Chr12 Complement NT_009755.15 GGGTCTCCATGACCC 5532183 LOC341436 5528975 5426240 -3208 5528975 5426240 -3208 5528975 5426240 -3208
Chr4 Complement NT_037623.3 GGGCCACCCTGACCC 220140 SLBP 217184 197429 -2956 216932 197429 -3208 216817 198226 -3323
ChrX Normal NT_025965.11 TGGTCACCTTGCCCC 25282 LOC158969 28489 31213 -3207 28489 31213 -3207 29669 30016 -4387
Chr2 Normal NT_022171.13 GGGTCAGGATCACCA 7717258 MRPS9 7720465 7782441 -3207 7720465 7782441 -3207 7720575 7782243 -3317
Chr16 Normal NT_010552.13 AGGTCGCAGTGAGCC 400677 CLDN9 403883 405931 -3206 403883 405931 -3206 404790 405443 -4113
Chr10 Normal NT_033985.5 TGGTCAGGCTGATCT 986199 FXYD4 989404 994096 -3205 989404 994096 -3205 991509 993928 -5310
Chr10 Normal NT_008705.14 TGGTCAAGCTGATCT 8851203 LOC143107 8854406 8858578 -3203 8854406 8858578 -3203 8854555 8858559 -3352
Chr4 Normal NT_016606.15 TGGTCCCTACGACCT 2694902 SCOC 2698105 2848406 -3203 2698105 2823369 -3203 2784458 2821923 -89556
Chr11 Normal NT_033899.5 TGGTCAGGCTGGCCT 27942102 LOC341065 27945304 27950534 -3202 27945304 27950534 -3202 27945304 27950534 -3202
Chr1 Normal NT_004610.15 AGGTCATTTGGACCC 1312637 FLJ25429 1315828 1323218 -3191 1315836 1321563 -3199 1320305 1321147 -7668
Chr5 Complement NT_034772.4 TGGTCATAATGACTC 27786128 LOC345410 27782929 27613808 -3199 27782929 27613808 -3199 27782929 27613808 -3199
ChrX Complement NT_011651.13 GGGTCTTCCTGACCC 30200633 DSIPI 30258101 30194255 57468 30197435 30195504 -3198 30196935 30195553 -3698
Chr19 Normal NT_011255.13 GGGTCACTTCAACCT 613219 FSTL3 616417 623385 -3198 616417 623385 -3198 616424 621708 -3205
Chr4 Normal NT_016354.15 GGGTAACTGTGACCA 9190934 LOC345266 9194132 9267865 -3198 9194132 9267865 -3198 9194132 9267865 -3198
Chr17 Normal NT_010718.13 GGGTCAATCAGACCA 16923499 FLJ20308 16925572 16952402 -2073 16926696 16951968 -3197 16926743 16950847 -3244
Chr9 Normal NT_008476.14 AGGTCACTCTGACCC 4190908 LOC286376 4194105 4195744 -3197 4194105 4195744 -3197 4195306 4195584 -4398
Chr19 Normal NT_011295.10 TGGTCAGGCTGATCT 3275803 LOC284389 3278998 3280743 -3195 3278998 3280743 -3195 3279071 3279715 -3268
Chr21 Complement NT_011515.10 GGGTCATTGCAACCT 1670820 C21orf69 1667626 1665467 -3194 1667626 1665467 -3194 1666836 1666345 -3984
Chr17 Normal NT_010755.13 GGGTCACCCTGACTT 4900804 LOC284062 4903997 4906774 -3193 4903997 4906774 -3193 4904793 4905119 -3989
Chr14 Normal NT_026437.10 AGGTCAGCCTGCCCA 84230907 LOC145216 84234099 84244427 -3192 84234099 84244427 -3192 84240775 84242816 -9868
Chr17 Complement NT_078100.1 CGGTCCTAACGACCT 288255 LOC350488 285063 255077 -3192 285063 255077 -3192 285063 255077 -3192
Chr2 Normal NT_022171.13 GGGTCAACTTGGCCA 3347227 LOC351112 3350419 3361892 -3192 3350419 3361892 -3192 3350419 3361892 -3192
Chr1 Normal NT_032977.5 TGGTCAGGCTGATCT 11924825 LOC343206 11928016 11948590 -3191 11928016 11948590 -3191 11928016 11948590 -3191
Chr2 Complement NT_022184.12 AGCTCATTATGACCA 26201545 FLJ40172 26198358 26171519 -3187 26198358 26171519 -3187 26198322 26172997 -3223
Chr3 Normal NT_005962.15 GGATCAAACTGACCC 21540165 AHSG 21543281 21551568 -3116 21543350 21551568 -3185 21543394 21551182 -3229
ChrX Normal NT_011651.13 TGGTCAGGATGATCT 625406 LOC159053 628591 630889 -3185 628591 630889 -3185 628600 628875 -3194
Chr4 Complement NT_006316.15 GGGTCTATCTGACCT 8461490 KIAA1276 8458306 8309069 -3184 8458306 8309069 -3184 8384666 8309513 -76824
Chr10 Normal NT_077569.2 GCGTCATCACGACCC 7235659 LOC283070 7238843 7240440 -3184 7238843 7240440 -3184 7239218 7239496 -3559
Chr5 Normal NT_023133.11 TGGTCAGGCTGACAT 5278441 LOC351824 5281624 5355908 -3183 5281624 5355908 -3183 5281624 5355908 -3183
Chr20 Normal NT_028392.4 GGGTCACTGCAACCT 418601 COX4I2 421783 428892 -3182 421783 428892 -3182 422913 428799 -4312
Chr4 Normal NT_016354.15 AGGTCATGTTGACAG 49187368 LOC285419 49190550 49281859 -3182 49190550 49281859 -3182 49280726 49281052 -93358
Chr12 Normal NT_029419.10 AGCTCAGCCTGACCA 12646023 MGC14288 12648840 12657540 -2817 12649205 12657540 -3182 12657133 12657306 -11110
Chr19 Normal NT_011109.15 GGGACAAAGTGACCT 9670931 LOC342893 9674112 9675424 -3181 9674112 9675424 -3181 9674112 9675424 -3181
Chr5 Normal NT_034772.4 TGATCATAATGACCT 2431452 LOC345758 2434633 2500950 -3181 2434633 2500950 -3181 2434633 2500950 -3181
Chr20 Normal NT_011387.8 AGGTAGGAATGACCT 2961088 GNRH2 2964268 2966391 -3180 2964268 2966391 -3180 2965061 2966382 -3973
ChrX Complement NT_011568.12 TGGTCACCCTGACGC 11893132 CACNA1F 11889953 11861644 -3179 11889953 11861644 -3179 11889891 11861717 -3241
Chr1 Normal NT_004511.15 AGATCAGCCTGACCA 2725042 LOC149073 2728221 2735060 -3179 2728221 2735060 -3179 2734230 2734538 -9188
Chr10 Complement NT_077567.2 AGGTCATAACGGCCC 2829613 LOC347777 2826434 2811956 -3179 2826434 2811956 -3179 2826434 2811956 -3179
Chr7 Complement NT_007819.13 AGGTTGCAGTGACCC 5786436 LOC221955 5783258 5744434 -3178 5783258 5744434 -3178 5783146 5745141 -3290
Chr2 Complement NT_022221.9 AGGACAGGCTGACCC 227672 LOC129883 224495 124443 -3177 224495 124443 -3177 224495 124443 -3177
Chr7 Normal NT_007933.12 AGGTTGCAGTGACCT 37441959 LOC346632 37445132 37535635 -3173 37445132 37535635 -3173 37445132 37535635 -3173
Chr16 Normal NT_024812.10 AGATCAGCCTGACCA 5769743 LOC339130 5772915 5793843 -3172 5772915 5793843 -3172 5793272 5793703 -23529
Chr7 Normal NT_007819.13 AGCTCACTATGACCT 5922418 MGC2718 5924626 5944028 -2208 5925588 5944028 -3170 5925588 5943465 -3170
Chr17 Normal NT_010755.13 GGGTCAAATTGGCCT 3688756 FKBP10 3691924 3702192 -3168 3691924 3702192 -3168 3692010 3701383 -3254
Chr1 Normal NT_021877.15 AGGTGAGTTCGACCC 2513724 LOC350649 2516892 2582368 -3168 2516892 2582368 -3168 2516892 2582368 -3168
Chr10 Normal NT_008705.14 AGGCCAGCCTGACCA 3435389 LOC283072 3438556 3439175 -3167 3438556 3439175 -3167 3438782 3439090 -3393
Chr2 Complement NT_005334.13 GGGTCAGTGAGACCC 3551483 LOC351277 3548316 3534672 -3167 3548316 3534672 -3167 3548316 3534672 -3167
Chr9 Complement NT_008413.15 GGGGCAGTATGACCC 35096322 STOML2 35093155 35089892 -3167 35093155 35089892 -3167 35093092 35090033 -3230
Chr19 Normal NT_011109.15 TGGCCAGGCTGACCT 20024845 DKFZP586M1019 20027949 20043426 -3104 20028010 20043426 -3165 20029876 20043153 -5031
Chr2 Normal NT_022171.13 TGGTCAGGCTGATCT 7468325 LOC344001 7471490 7503910 -3165 7471490 7503910 -3165 7471490 7503910 -3165
Chr7 Complement NT_007758.10 AGCTCACTGCGACCT 6086906 LOC352229 6083741 6055494 -3165 6083741 6055494 -3165 6083741 6055494 -3165
Chr16 Normal NT_010542.13 GGGTCAGTGTGACCA 478165 LOC51693 481329 486905 -3164 481329 485341 -3164 481380 485188 -3215
Chr22 Normal NT_011520.9 AGGTCGCAGTGAGCC 4054204 KIAA0376 4057366 4203788 -3162 4057366 4203788 -3162 4088769 4201160 -34565
Chr16 Complement NT_024812.10 TGGTCAGGCTGATCT 3724850 LOC339112 3721688 3700773 -3162 3721688 3700773 -3162 3721659 3700913 -3191
Chr8 Complement NT_008046.13 GGGTAAAGTTGACCC 9460114 LOC352488 9456952 9398111 -3162 9456952 9398111 -3162 9456952 9398111 -3162
Chr8 Complement NT_023666.15 TGGTCAGGCTGATCT 467035 PHYHIP 463947 451535 -3088 463873 451535 -3162 460183 453179 -6852
Chr17 Complement NT_010783.13 AGATCAGCTTGACCA 4240063 TOB1 4236904 4232783 -3159 4236904 4232783 -3159 4234577 4233540 -5486
Chr9 Complement NT_008413.15 AGGTGAAGCTGACCC 33160391 B4GALT1 33157355 33094081 -3036 33157233 33100643 -3158 33157168 33103453 -3223
Chr15 Complement NT_010194.15 TGGTCAACATGACAT 36114453 MtFMT 36111337 36084217 -3116 36111295 36084217 -3158 36108704 36084772 -5749
Chr5 Normal NT_077451.2 AGGTCGTAGTGAGCC 3737067 TRIM41 3739282 3751800 -2215 3740224 3751800 -3157 3740247 3750767 -3180
Chr20 Normal NT_011387.8 GGGACAGCATGACCT 23281865 ZNF336 23282819 23292889 -954 23285021 23291078 -3156 23285021 23291078 -3156
Chr16 Normal NT_010393.13 TGGTGAAGCTGACCC 9479690 LOC350262 9482845 9529849 -3155 9482845 9529849 -3155 9482845 9529849 -3155
ChrX Complement NT_025965.11 TGGTCAGGGTGGCCC 402400 IDH3G 399246 390501 -3154 399246 390501 -3154 399060 390606 -3340
Chr19 Complement NT_011295.10 TGGTCAGGCTGGCCT 2305311 MGC3262 2302159 2296145 -3152 2302159 2296248 -3152 2301888 2296769 -3423
Chr16 Normal NT_010393.13 TGGTGAAGCTGACCC 6567961 LOC342279 6571112 6690326 -3151 6571112 6690326 -3151 6571112 6690326 -3151
Chr19 Normal NT_011255.13 AGGTCACAGTGAGCT 2173672 SF3A2 2176822 2188677 -3150 2176822 2188653 -3150 2183418 2188545 -9746
Chr20 Normal NT_011387.8 GGGTCAGAGTGAACC 20285616 INSM1 20288765 20291590 -3149 20288765 20291590 -3149 20288912 20290444 -3296
Chr3 Normal NT_005612.13 GGGTCAGTATTACCA 66566556 LOC285318 66569704 66571137 -3148 66569704 66571137 -3148 66570063 66570434 -3507
Chr12 Complement NT_009759.15 AGGTCAACATCACCA 229411 SLC6A13 226263 184050 -3148 226263 184052 -3148 223479 184375 -5932
Chr5 Complement NT_029289.9 TGGTCAGCATGGCCC 10701393 PDGFRB 10698358 10656340 -3035 10698247 10656340 -3146 10679547 10658263 -21846
Chr19 Normal NT_011109.15 TGGACATGATGACCC 17412298 PVR 17415389 17435067 -3091 17415444 17435067 -3146 17415615 17433296 -3317
Chr3 Normal NT_006014.14 GGGACAACTTGACCT 1418367 SEMA3B 1420117 1430050 -1750 1421511 1429644 -3144 1421746 1429210 -3379
Chr17 Complement NT_010663.13 TGGTCAGGCTGATCT 443388 CSNK1D 440246 410953 -3142 440246 410953 -3142 439930 411368 -3458
ChrX Complement NT_011651.13 AGGTCAACTTAACCT 23299481 LOC139318 23296339 23295986 -3142 23296339 23295986 -3142 23296339 23295986 -3142
Chr5 Normal NT_034772.4 AGATCAGCTTGACCA 23904942 LOC153442 23908084 23914034 -3142 23908084 23914034 -3142 23910805 23913042 -5863
Chr16 Normal NT_037887.3 CGGACACCGTGACCT 1298748 UBE2I 1299168 1315349 -420 1301887 1315349 -3139 1304033 1314795 -5285
Chr3 Complement NT_005612.13 TGGTCATTTTGACAT 57461259 P2RY12 57502080 57454912 40821 57458121 57454912 -3138 57456169 57455141 -5090
Chr11 Normal NT_033899.5 AGGACACTGTGACCT 24863460 SORL1 24866598 25048064 -3138 24866598 25044078 -3138 24866719 25043949 -3259
Chr2 Normal NT_005403.13 GGGTGAGGTTGACCA 84081386 LOC344565 84084522 84104916 -3136 84084522 84104916 -3136 84084522 84104916 -3136
Chr3 Normal NT_005927.15 GGGTTGACCTGACCT 9569805 LOC348822 9572941 9573216 -3136 9572941 9573216 -3136 9572941 9573216 -3136
Chr9 Complement NT_078079.1 GCGTCAAAGTGACCC 31660 LOC349329 28524 27263 -3136 28524 27263 -3136 28524 27263 -3136
Chr12 Complement NT_019546.15 TGGTCAGGCTGGCCT 4816989 LIN7A 4813885 4673377 -3104 4813854 4673385 -3135 4813692 4687435 -3297
Chr19 Complement NT_011295.10 GGGTCAGGTTGACTG 8622089 NR2F6 8619255 8605497 -2834 8618955 8605497 -3134 8618831 8605963 -3258
Chr9 Normal NT_008413.15 GGCTCACCGCGACCT 22141060 LOC286316 22144193 22145857 -3133 22144193 22145857 -3133 22144635 22145246 -3575
Chr19 Normal NT_011109.15 AGGTCAGGCCCACCT 23187272 SPIB 23190405 23200436 -3133 23190405 23200436 -3133 23190410 23199532 -3138
Chr1 Complement NT_019273.15 TGGTCATGATGAGCT 3602758 ST7L 3601261 3503957 -1497 3599625 3504698 -3133 3599549 3506449 -3209
Chr9 Complement NT_008476.14 GGGTCAGATGGACCA 3220854 NINJ1 3217775 3204987 -3079 3217724 3204987 -3130 3217704 3208395 -3150
Chr16 Normal NT_019609.11 AGGGCAGGATGACCA 998299 LOC339094 1001426 1007829 -3127 1001426 1007829 -3127 1001426 1007829 -3127



Chr17 Complement NT_010799.13 TGGTCAGGCTGGCCT 3891810 CRLF3 3888771 3846695 -3039 3888684 3846695 -3126 3888662 3848198 -3148
Chr2 Normal NT_022171.13 AGGTTGTGGTGACCC 11128596 GCC185 11131041 11191877 -2445 11131720 11191877 -3124 11151547 11190110 -22951
Chr5 Complement NT_023133.11 AGGTCGCAGTGAGCT 14629320 KCNMB1 14626196 14614725 -3124 14626196 14614725 -3124 14622009 14615266 -7311
Chr2 Complement NT_022184.12 GAGTCATCATGACCT 24002192 LOC351154 23999068 23989487 -3124 23999068 23989487 -3124 23999068 23989487 -3124
Chr14 Normal NT_026437.10 AGGTCGCGGTGAGCC 1862412 C14orf92 1865469 1887168 -3057 1865534 1887168 -3122 1865566 1884892 -3154
Chr19 Complement NT_011109.15 GGGCCATGTTGACCG 22414710 RRAS 22411648 22406740 -3062 22411590 22406742 -3120 22411545 22407023 -3165
Chr20 Normal NT_028392.4 AGCTCACTATGACCT 4367210 SPAG4 4370330 4375486 -3120 4370330 4375486 -3120 4370447 4375465 -3237
Chr14 Normal NT_026437.10 TGGTCAGGCTGATCT 15815882 LOC341834 15819001 15819876 -3119 15819001 15819876 -3119 15819001 15819876 -3119
Chr17 Normal NT_010783.13 TGGTCATGCTAACCT 2500410 GALGT2 2503528 2540435 -3118 2503528 2540321 -3118 2503587 2540289 -3177
Chr19 Complement NT_011255.13 TGTTCACGGTGACCT 403960 SLI 400842 356590 -3118 400842 356590 -3118 380929 358928 -23031
ChrX Normal NT_025965.11 AGGTTGCAGTGACCC 993182 ATP6IP1 996270 1004140 -3088 996299 1004140 -3117 996318 1003516 -3136
Chr22 Normal NT_011520.9 AGGTCAGGCTGTCCA 3964896 BK65A6 3967994 3975643 -3098 3968013 3975643 -3117 3968057 3974973 -3161
Chr15 Complement NT_035325.4 GGCTCACACTGACCC 3637438 BLP2 3634321 3615169 -3117 3634321 3623791 -3117 3634301 3624419 -3137
Chr1 Complement NT_004511.15 AGTTCACTGTGACCT 3822953 KIAA1884 3819837 3761194 -3116 3819837 3761194 -3116 3819799 3766703 -3154
Chr19 Normal NT_011109.15 AGGTCATAGTCACCA 16596628 LOC284349 16599678 16621081 -3050 16599744 16621081 -3116 16619503 16621011 -22875
Chr1 Complement NT_077914.1 TGGCCAACGTGACCC 153749 LOC339453 150636 146300 -3113 150636 146300 -3113 150630 146300 -3119
Chr19 Complement NT_011109.15 AGGTCACAGTGCCCA 26378053 LOC284379 26374941 26371077 -3112 26374941 26371077 -3112 26374833 26371763 -3220
Chr9 Complement NT_008470.15 TGGTCAAGGTCACCC 18666320 AMBP 18663209 18645036 -3111 18663209 18645036 -3111 18663115 18645145 -3205
Chr22 Complement NT_011520.9 TGGTCAGGCTGATCT 8469480 LOC284901 8466369 8415998 -3111 8466369 8415998 -3111 8466280 8416073 -3200
Chr12 Normal NT_029419.10 AGGTCTTTATGACCT 20876307 LOC338806 20879418 20932142 -3111 20879418 20932142 -3111 20879749 20932142 -3442
Chr17 Normal NT_010783.13 AGGTCGCCATCACCT 13393015 LOC350451 13396125 13405159 -3110 13396125 13405159 -3110 13396125 13405159 -3110
Chr19 Normal NT_011109.15 AGCTCACTGCGACCT 21132737 SYNGR4 21135847 21147824 -3110 21135847 21147824 -3110 21137290 21147765 -4553
Chr1 Complement NT_077957.1 TGGTCATGCTGGCCC 36574 HSPB7 34603 29039 -1971 33465 29039 -3109 32972 30589 -3602
Chr2 Normal NT_005403.13 AGGTCGTAGTGAGCC 53156668 LOC339809 53159776 53221922 -3108 53159776 53221922 -3108 53162437 53221110 -5769
Chr7 Normal NT_007933.12 GGCTCACCGCGACCT 24954797 LOC255374 24957904 24959698 -3107 24957904 24959698 -3107 24958603 24959403 -3806
Chr6 Normal NT_025741.12 GGCTCATTTTGACCT 21176806 KPNA5 21171803 21232458 5003 21179912 21222987 -3106 21179917 21222915 -3111
Chr15 Normal NT_010194.15 AGGTCTTTGTGACCT 16665922 PLDN 16669023 16697794 -3101 16669028 16688335 -3106 16669253 16688323 -3331
Chr3 Normal NT_005612.13 AGGTCAGCAAGACCT 36089993 TRH 36093099 36096316 -3106 36093099 36096316 -3106 36094196 36095595 -4203
Chr20 Normal NT_011362.8 TGGTTACTTTGACCT 22925468 EDN3 22928378 22953942 -2910 22928572 22953942 -3104 22928764 22952410 -3296
Chr10 Normal NT_008705.14 AAGTCAAGCTGACCT 5189182 FLJ32827 5192285 5301839 -3103 5192285 5301839 -3103 5196251 5301733 -7069
Chr1 Normal NT_004668.15 GGGTCTTGATGACCA 2473905 HSPC003 2476953 2480700 -3048 2477006 2480700 -3101 2477082 2480563 -3177
Chr19 Normal NT_011109.15 AGGTCACAGTGAGCC 14646460 CD79A 14649385 14653656 -2925 14649557 14653656 -3097 14649593 14653265 -3133
Chr1 Complement NT_037485.3 TGGTCACTGTGTCCT 261598 LOC149422 258501 256195 -3097 258501 256195 -3097 258463 257957 -3135
Chr11 Normal NT_033927.5 AGGTCAGCCTGGCCA 3179180 P2RY6 3174592 3208693 4588 3182276 3208693 -3096 3206593 3207579 -27413
Chr11 Complement NT_028310.10 AGGTCAGAATAACCA 3178184 SSA1 3175089 3166300 -3095 3175089 3166300 -3095 3171812 3166688 -6372
Chr1 Complement NT_077920.1 GGGTCAGCCTGACAA 55212 LOC348458 52118 49501 -3094 52118 49501 -3094 52067 51750 -3145
Chr14 Normal NT_026437.10 AGCTCACTGCGACCT 58202269 LOC57143 58186480 58320335 15789 58205363 58319775 -3094 58205363 58319775 -3094
Chr1 Complement NT_032977.5 CGGTCTGTCCGACCT 3339872 DMRTA2 3336779 3333844 -3093 3336779 3333844 -3093 3336719 3334073 -3153
Chr17 Complement NT_010799.13 TGGTCAGTTTCACCT 3638919 LOC284089 3635826 3632006 -3093 3635826 3632006 -3093 3635500 3632883 -3419
Chr8 Normal NT_028251.10 AGGTTGGTTTGACCC 6857044 LOC352435 6860133 6869332 -3089 6860133 6869332 -3089 6860133 6869332 -3089
Chr19 Complement NT_011255.13 AGGTCGGCGTGACCT 3715307 MGC15631 3712219 3709091 -3088 3712219 3709091 -3088 3711740 3710619 -3567
Chr19 Complement NT_011255.13 AGGTCGAGGTGAGCT 1038421 POLR2E 1035598 1026875 -2823 1035336 1028166 -3085 1035314 1029485 -3107
Chr14 Normal NT_026437.10 TAGTCATCTTGACCT 2237581 LOC348035 2240637 2244423 -3056 2240665 2244423 -3084 2240863 2242825 -3282
Chr2 Normal NT_022184.12 GGGTCAGAAAGACCT 52684895 LOC200420 52687978 52744026 -3083 52687978 52728635 -3083 52715543 52728149 -30648
Chr19 Complement NT_011295.10 AGGCCAGCCTGACCC 8771241 LOC284435 8768161 8767251 -3080 8768161 8767251 -3080 8767769 8767395 -3472
Chr12 Normal NT_019546.15 CTGTCAGTGTGACCT 24608720 LOC349783 24611800 24639653 -3080 24611800 24639653 -3080 24611800 24639653 -3080
Chr22 Normal NT_011523.9 GGGTCAGGCTGTCCG 50786 LOC348638 53863 56060 -3077 53863 56060 -3077 53912 54358 -3126
Chr1 Normal NT_032977.5 GGGTCACTTGGACCT 3881028 CDKN2C 3876154 3890042 4874 3884104 3890042 -3076 3885778 3889679 -4750
Chr19 Complement NT_011295.10 TGGTCAGACTGGCCT 7919125 CHERP 7916143 7891508 -2982 7916050 7891508 -3075 7915585 7892772 -3540
Chr10 Complement NT_077569.2 GGCTCACTGCGACCT 7708072 PHYH 7705026 7682696 -3046 7704997 7682696 -3075 7704938 7683197 -3134
Chr19 Complement NT_011109.15 GGGTCATCTAGACCC 22414665 RRAS 22411648 22406740 -3017 22411590 22406742 -3075 22411545 22407023 -3120
Chr14 Normal NT_026437.10 TGGACAAAATGACCT 70445075 KCNK13 70448149 70572236 -3074 70448149 70572236 -3074 70448591 70571388 -3516
Chr19 Complement NT_011295.10 AGATCAGTCTGACCA 75048 LOC284382 71974 70556 -3074 71974 70556 -3074 71853 70603 -3195
Chr1 Complement NT_032977.5 AGGTCAGGCTGACTG 7541184 MGC27169 7538141 7523767 -3043 7538110 7523767 -3074 7537980 7523853 -3204
Chr15 Normal NT_010274.15 TGGTCACTATGACCC 4110390 LOC348109 4113462 4117987 -3072 4113462 4117987 -3072 4117608 4117966 -7218
Chr17 Complement NT_010783.13 AGGTCATCCTGCCCA 1205174 MRPL10 1202102 1193837 -3072 1202102 1193837 -3072 1199785 1194770 -5389
Chr9 Normal NT_019501.12 AGGTCAATGGGACCT 534460 LOC347093 537531 579279 -3071 537531 579279 -3071 537531 579279 -3071
ChrX Normal NT_011786.13 AGGTCACCACCACCC 6243472 LOC347468 6246543 6362647 -3071 6246543 6362647 -3071 6246543 6362647 -3071
Chr11 Normal NT_033927.5 AGGTCTTTGTGACCT 2065942 LOC347856 2069012 2069812 -3070 2069012 2069812 -3070 2069012 2069812 -3070
Chr1 Complement NT_026943.12 TGGCCAGGCTGACCT 1565014 LOC350673 1561945 1544014 -3069 1561945 1544014 -3069 1561945 1544014 -3069
Chr15 Complement NT_010274.15 AGGTTGTTTTGACCT 5202554 PEX11A 5199535 5190297 -3019 5199485 5191816 -3069 5199390 5192135 -3164
Chr4 Complement NT_006316.15 AGGTCGCAGTGAGCC 15264603 DDX15 15261542 15204458 -3061 15261535 15204459 -3068 15261374 15204840 -3229
Chr20 Complement NT_011362.8 CGGTCGCGCCGACCC 13859640 LOC350923 13856572 13855557 -3068 13856572 13855557 -3068 13855832 13855557 -3808
Chr1 Normal NT_037485.3 GGGTCACTGCAACCT 1261386 ZDHHC18 1264454 1295302 -3068 1264454 1295302 -3068 1264505 1293926 -3119
Chr3 Complement NT_005825.15 TGGTCATTGTGCCCC 6416482 AF3P21 6413415 6390500 -3067 6413415 6401361 -3067 6413321 6402058 -3161
Chr11 Complement NT_033903.5 AGGTAGCAGTGACCC 9594189 NRXN2 9591124 9474079 -3065 9591124 9474079 -3065 9510708 9475101 -83481
Chr7 Normal NT_007933.12 GGGACAAACTGACCA 15014840 STEAP 15017905 15028356 -3065 15017905 15028356 -3065 15023319 15028264 -8479
Chr9 Complement NT_008470.15 GGGTCAGATTGACTG 29359255 NR6A1 29356211 29105041 -3044 29356191 29105041 -3064 29356033 29107619 -3222
Chr7 Normal NT_007933.12 GGGTGACTTTGACCC 23706635 TRRAP 23709697 23844448 -3062 23709697 23844423 -3062 23712358 23843562 -5723
Chr6 Complement NT_007299.12 GGGCCAGTGTGACCT 26698794 CNR1 26695733 26669757 -3061 26695733 26673606 -3061 26675148 26673746 -23646
Chr6 Normal NT_007592.13 AGGTCCCTCTGACCT 32097593 NCR2 32100654 32115742 -3061 32100654 32115742 -3061 32100742 32115729 -3149
Chr2 Normal NT_022184.12 AGGTCACAAAGACCT 5800010 FLJ20555 5803070 5817649 -3060 5803070 5817649 -3060 5803151 5817312 -3141
Chr15 Normal NT_010194.15 AGGTCAGTCTAACCC 6057104 PRO1914 6060163 6061879 -3059 6060163 6061879 -3059 6061385 6061588 -4281
Chr3 Complement NT_005612.13 AGGTTGCAGTGACCT 36014986 KIAA0779 36011930 35767080 -3056 36011930 35767080 -3056 35946757 35769860 -68229
Chr13 Complement NT_009952.13 CGGTCAATGTTACCT 12497639 SLC15A1 12494584 12425732 -3055 12494584 12425732 -3055 12494528 12426654 -3111
Chr14 Normal NT_026437.10 TGGTCATGTTGAGCC 80067742 CYP46A1 80070698 80113678 -2956 80070796 80113678 -3054 80070796 80113105 -3054
Chr15 Normal NT_010274.15 GGGTCAGGGTGGCCA 7899744 SIAT8B 7902665 7973142 -2921 7902798 7973142 -3054 7902822 7973142 -3078
Chr19 Normal NT_011109.15 TGGTCATCCTGTCCC 5728344 MGC32020 5731396 5736177 -3052 5731396 5736177 -3052 5732321 5735806 -3977
Chr3 Normal NT_005825.15 TGGTCAAGGAGACCT 2286048 ZFP 2287350 2315591 -1302 2289099 2304286 -3051 2289177 2303504 -3129
Chr12 Normal NT_009714.15 AGGTCAGAATGATCT 20605420 LOC341347 20608470 20614708 -3050 20608470 20614708 -3050 20608470 20614708 -3050
Chr7 Normal NT_007819.13 TGGCCAGGCTGACCT 30294195 GHRHR 30297244 30312749 -3049 30297244 30312749 -3049 30297292 30312467 -3097
Chr11 Normal NT_033903.5 GAGTCAAGATGACCG 685322 LOC219438 688371 689312 -3049 688371 689312 -3049 688371 689312 -3049
Chr10 Normal NT_030059.10 AGGTCACTGCAACCT 24162502 SLK 24165508 24225993 -3006 24165551 24225900 -3049 24166062 24220040 -3560
Chr17 Complement NT_010718.13 TGGTCAGGCTGGCCT 1465397 LOC254124 1462349 1453503 -3048 1462349 1453503 -3048 1462238 1461945 -3159
Chr1 Normal NT_037485.3 AGGTCAACCTGGCCA 2084055 LOC284508 2087099 2087660 -3044 2087099 2087660 -3044 2087139 2087333 -3084
Chr9 Complement NT_008470.15 GGGTCAGATTGACTG 29359255 NR6A1 29356211 29105041 -3044 29356211 29105041 -3044 29356033 29107619 -3222
Chr7 Normal NT_007933.12 AGGTCACTGTGCCCC 53868382 LOC286016 53871425 53873423 -3043 53871425 53873423 -3043 53872218 53872541 -3836
Chr21 Normal NT_030188.2 AGGTTGTCGTGACCT 275956 LOC348589 278998 288904 -3042 278998 288904 -3042 280151 288904 -4195
Chr19 Normal NT_011109.15 AGGTTGCAGTGACCT 8871574 CKAP1 8873444 8885061 -1870 8874615 8885061 -3041 8874681 8884902 -3107
Chr21 Complement NT_011515.10 TGGTCATTTTGCCCC 162749 SNF1LK 159746 147139 -3003 159710 147143 -3039 158796 149360 -3953
Chr17 Complement NT_010799.13 AGGTCACCTTGCCCA 9050557 CCL14 9047519 9044472 -3038 9047519 9044472 -3038 9047465 9044617 -3092
Chr2 Complement NT_005058.13 TGGTCCAAGTGACCT 8041173 NXPH2 8038135 8037350 -3038 8038135 8037350 -3038 8037975 8037391 -3198
Chr12 Complement NT_029419.10 AGCTCAGCCCGACCT 12345845 LOC283331 12342808 12339357 -3037 12342808 12339357 -3037 12341264 12340055 -4581



Chr1 Complement NT_032977.5 GGGTCACTGTGAGCT 13775420 LOC350709 13772387 13713007 -3033 13772387 13713007 -3033 13772387 13713007 -3033
Chr8 Normal NT_077531.2 TGATCACAGTGACCT 59200 DEFB4 62204 64270 -3004 62232 64270 -3032 62268 64165 -3068
Chr2 Complement NT_005058.13 GGCTCGCGATGACCT 18241940 LOC344172 18238908 18236492 -3032 18238908 18236492 -3032 18238908 18236492 -3032
Chr16 Normal NT_024773.11 GCGTCACAGTGACCC 201931 LOC348187 204962 206100 -3031 204962 206100 -3031 204991 205825 -3060
Chr6 Complement NT_033172.4 AGGTCAGTATGACTT 176231 LOC352038 173201 156375 -3030 173201 156375 -3030 173201 156375 -3030
Chr9 Complement NT_008476.14 CGGTCTAAGCGACCC 3220754 NINJ1 3217775 3204987 -2979 3217724 3204987 -3030 3217704 3208395 -3050
Chr11 Normal NT_033899.5 GGGTCATTTCTACCT 19445585 LOC338655 19448611 19487816 -3026 19448611 19487816 -3026 19452320 19487816 -6735
Chr1 Complement NT_037485.3 AGGGCAGGGTGACCC 1815546 FCN3 1812552 1806812 -2994 1812524 1806812 -3022 1812518 1806936 -3028
ChrX Complement NT_011669.13 TGGTCAGGCTGGCCT 5602411 OPHN1 5599391 5208459 -3020 5599391 5208459 -3020 5598606 5214010 -3805
Chr15 Complement NT_010194.15 AGGGCACACTGACCT 22381663 FLJ11181 22378644 22376964 -3019 22378644 22376964 -3019 22378386 22378018 -3277
Chr7 Normal NT_007933.12 AGATCAGTTTGACCG 23072187 MIST1 23075206 23075775 -3019 23075206 23075775 -3019 23075206 23075775 -3019
Chr6 Normal NT_007592.13 AGGTCTTTGTGACCT 17962321 HIST1H4I 17965339 17965708 -3018 17965339 17965708 -3018 17965339 17965650 -3018
Chr15 Normal NT_010194.15 AGCTCACTGCGACCT 48157696 LOC283733 48160714 48166204 -3018 48160714 48166204 -3018 48160714 48166204 -3018
Chr11 Normal NT_033927.5 CAGTCACTTTGACCC 1536208 LOC341143 1539226 1552395 -3018 1539226 1552395 -3018 1539226 1552395 -3018
Chr19 Normal NT_011295.10 GGGTCATTGTGGCCT 213116 MBD3L1 216134 216797 -3018 216134 216797 -3018 216157 216741 -3041
Chr12 Normal NT_019546.15 AAGTCACAGTGACCC 32002638 KIAA0789 32005655 32126085 -3017 32005655 32126085 -3017 32071800 32124310 -69162
Chr1 Normal NT_004668.15 GCGTCAGGGTGACCT 15443549 ATP1B1 15446146 15472515 -2597 15446563 15472513 -3014 15446627 15471352 -3078
Chr15 Complement NT_010194.15 AGGTAAAACTGACCA 29098859 ALDH1A2 29147517 29035238 48658 29095846 29035238 -3013 29095741 29037006 -3118
Chr17 Normal NT_010718.13 GGGTCATTCTGCCCA 11381886 LOC342557 11384899 11408200 -3013 11384899 11408200 -3013 11384899 11408200 -3013
Chr1 Complement NT_021979.15 GGGTCACTGCAACCT 243182 LOC343101 240169 175945 -3013 240169 175945 -3013 240169 175945 -3013
Chr22 Normal NT_011520.9 TGGTCATCCTGAGCC 18723540 APOBEC3D 18726277 18734577 -2737 18726550 18730734 -3010 18726579 18730734 -3039
Chr13 Complement NT_024524.12 AGATCAGCCTGACCA 10322785 LOC341643 10319775 10282632 -3010 10319775 10282632 -3010 10319775 10282632 -3010
Chr15 Complement NT_010194.15 AGGTCCTTTTGACCC 6630967 MGC14798 6627975 6412613 -2992 6627957 6452782 -3010 6627953 6453962 -3014
Chr14 Complement NT_026437.10 AGGTCAAGATGACCC 69074519 LOC338921 69071510 69001257 -3009 69071510 69001257 -3009 69020860 69002203 -53659
Chr15 Complement NT_010194.15 AGGTCAGAACCACCT 18446087 LOC342025 18443078 18383288 -3009 18443078 18383288 -3009 18443078 18383288 -3009
Chr16 Complement NT_019609.11 AGGGCAGGATGACCA 998299 LOC350310 995290 994202 -3009 995290 994202 -3009 995290 994202 -3009
Chr1 Normal NT_077913.1 AGCTCACCGTGACCA 39370 B3GALT6 42377 44230 -3007 42377 44230 -3007 42391 43380 -3021
Chr14 Complement NT_026437.10 GGGTCATCCTTACCT 3444857 CDH24 3441850 3436407 -3007 3441850 3436407 -3007 3437766 3437317 -7091
Chr18 Complement NT_010859.12 AGGTCATCTTGAACT 841798 LOC342829 838791 828208 -3007 838791 828208 -3007 838791 828208 -3007
Chr1 Complement NT_019273.15 GGGTCGCAGTGAGCT 266588 DDA3 263583 260004 -3005 263583 260004 -3005 263134 260589 -3454
Chr19 Normal NT_011255.13 TTGTCATCTTGACCC 6468033 TNFSF9 6471037 6475933 -3004 6471037 6475933 -3004 6471048 6475077 -3015
Chr6 Complement NT_007592.13 AGGTCATAAAGACCT 47401540 LOC346239 47398538 47358719 -3002 47398538 47358719 -3002 47398538 47358719 -3002
Chr19 Complement NT_011109.15 TGGACAACATGACCT 18271432 RTN2 18268529 18256123 -2903 18268430 18256774 -3002 18268301 18257184 -3131
Chr19 Complement NT_011109.15 TGGCCAGGCTGACCT 13493817 FLJ12229 13491008 13465652 -2809 13490818 13465652 -2999 13488755 13466158 -5062
Chr1 Normal NT_021937.15 GGGTGACTCTGACCC 2632369 TNFRSF8 2635368 2716196 -2999 2635368 2716196 -2999 2710274 2714522 -77905
Chr19 Complement NT_011295.10 AGGTCACCCCCACCC 2722672 LOC348342 2719783 2716256 -2889 2719676 2716259 -2996 2719097 2716293 -3575
Chr4 Normal NT_016354.15 CTGTCAAAATGACCT 25363360 LOC256880 25366355 25453630 -2995 25366355 25453630 -2995 25424086 25453521 -60726
Chr17 Normal NT_024871.10 AGGTGGCCCTGACCT 1553474 LOC124563 1556468 1561881 -2994 1556468 1561881 -2994 1556468 1561881 -2994
Chr5 Complement NT_006576.13 AGGTCAATATGACAG 5282916 CDH12 5279924 4177168 -2992 5279924 4177347 -2992 4504978 4178039 -777938
Chr1 Complement NT_004754.14 GGATCAAATTGACCA 1203418 LOC339396 1200426 1186426 -2992 1200426 1186426 -2992 1200375 1186426 -3043
Chr19 Complement NT_011109.15 AGGTCAAGATGAGCC 8559056 LOC342888 8556069 8549337 -2987 8556069 8549337 -2987 8552230 8549337 -6826
Chr17 Complement NT_010641.13 TGGTCAGGCTGATCT 10074838 TK1 10071852 10058867 -2986 10071852 10058902 -2986 10071796 10059561 -3042
Chr20 Normal NT_011333.5 GGGCCACCATGACCT 1230287 TPD52L2 1233232 1259521 -2945 1233273 1259516 -2986 1233349 1257928 -3062
ChrX Normal NT_011568.12 AGGTCGCAGTGAGCC 10159296 LOC203414 10162281 10164075 -2985 10162281 10164075 -2985 10162872 10163156 -3576
Chr2 Normal NT_005403.13 AGGTCAGATTGAGCT 28199062 LOC150739 28202046 28222619 -2984 28202046 28222619 -2984 28202046 28222619 -2984
Chr15 Complement NT_010194.15 CAGTCACTCTGACCT 24023309 LOC342042 24020326 24004853 -2983 24020326 24004853 -2983 24020326 24004853 -2983
Chr8 Normal NT_008046.13 AGGTCGTGGTGAGCC 12003203 LAPTM4B 12005458 12082995 -2255 12006185 12082995 -2982 12006411 12081875 -3208
Chr12 Normal NT_009714.15 GGGTAGTGTTGACCC 4510216 LOC341462 4513197 4561137 -2981 4513197 4561137 -2981 4513197 4561137 -2981
Chr11 Complement NT_033899.5 GGGACAATATGACCT 28168763 CTXL 28165847 28161050 -2916 28165788 28161050 -2975 28165712 28161110 -3051
Chr16 Complement NT_024812.10 GGCTCACCTTGACCT 1538477 MAPK3 1535740 1526341 -2737 1535502 1526341 -2975 1535443 1528903 -3034
Chr10 Normal NT_030059.10 TGGTTAGCATGACCT 10174049 LOC119358 10177022 10177375 -2973 10177022 10177375 -2973 10177022 10177375 -2973
Chr9 Complement NT_008413.15 AGGCCAGCCTGACCA 32866312 LOC158284 32863340 32855055 -2972 32863340 32855055 -2972 32863340 32855055 -2972
Chr11 Complement NT_009237.15 GGGTCAGGGTGACCT 8206308 LOC283278 8203336 8199948 -2972 8203336 8199948 -2972 8203288 8202926 -3020
Chr11 Normal NT_028310.10 GGGTCAACTTGACTG 6766096 EIF3S5 6751971 6779880 14125 6769067 6777884 -2971 6769073 6777742 -2977
Chr7 Normal NT_007914.12 AGGCCAGCCTGACCA 3538164 TAS2R40 3541132 3542103 -2968 3541132 3542103 -2968 3541132 3542103 -2968
Chr14 Normal NT_026437.10 GGTTCACGCTGACCA 80067829 CYP46A1 80070698 80113678 -2869 80070796 80113678 -2967 80070796 80113105 -2967
Chr15 Normal NT_010194.15 GGGTCACAGGGACCA 33145820 LOC145741 33148787 33150714 -2967 33148787 33150714 -2967 33149424 33150533 -3604
Chr17 Normal NT_010718.13 GGCTCACTGTGACCT 15833 LOC348214 18800 21837 -2967 18800 21837 -2967 18800 21837 -2967
Chr2 Complement NT_005403.13 GGGGCACACTGACCT 83380029 LOC351379 83377062 83373786 -2967 83377062 83373786 -2967 83377062 83373786 -2967
Chr1 Normal NT_004511.15 AGGCCAGCCTGACCA 5323573 FLJ23151 5326538 5363008 -2965 5326538 5363008 -2965 5361044 5362411 -37471
Chr19 Complement NT_011255.13 AGGTTGCAGTGACCT 3556541 NY-REN-24 3553576 3550643 -2965 3553576 3550643 -2965 3553218 3551921 -3323
Chr8 Normal NT_008127.14 AGTTCAGACTGACCA 45096 PSCA 38282 50684 6814 48061 50684 -2965 49936 50505 -4840
Chr19 Normal NT_011109.15 TGGCCAGGCTGACCT 31006058 AF020591 31008473 31057046 -2415 31009021 31043663 -2963 31023580 31042310 -17522
Chr12 Complement NT_019546.15 GGGTCAGAATGACTG 12459389 KITLG 12456429 12372696 -2960 12456429 12372788 -2960 12456246 12381165 -3143
Chr18 Complement NT_010859.12 GGGTAAAAGTGACCA 10741460 LOC284221 10738500 10727663 -2960 10738500 10727663 -2960 10734161 10730885 -7299
Chr16 Normal NT_037887.3 GTGTCATGGTGACCC 159916 HBA2 162875 163708 -2959 162875 163708 -2959 162912 163599 -2996
Chr6 Complement NT_025741.12 TGGTCAGGCTGATCT 40034864 LOC345921 40031905 39958001 -2959 40031905 39958001 -2959 40031905 39958001 -2959
Chr16 Complement NT_037887.3 GGGTGGGAGTGACCC 11019 LOC284595 28312 4044 17293 8061 4044 -2958 6993 4481 -4026
Chr1 Complement NT_028054.12 AGGTCCCCATGACCT 2578509 DKFZp566H0824 2575552 2567460 -2957 2575552 2567460 -2957 2568204 2567842 -10305
Chr17 Complement NT_010663.13 GGGTCACCTTGGCCC 273178 FASN 270223 250322 -2955 270223 250322 -2955 268428 251132 -4750
Chr1 Normal NT_077927.1 GGCTCACCACGACCT 880364 LOC148289 883319 911189 -2955 883319 911189 -2955 906313 911053 -25949
Chr9 Complement NT_008413.15 AGGTCAATCTGAACA 4314640 LOC347176 4311687 4286963 -2953 4311687 4286963 -2953 4311687 4286963 -2953
Chr6 Normal NT_007592.13 GGGTCATAGCCACCC 9394876 LOC346121 9397828 9535541 -2952 9397828 9535541 -2952 9397828 9535541 -2952
Chr7 Complement NT_007819.13 AGTTCACCTTGACCC 46597592 LOC346474 46594642 46547021 -2950 46594642 46547021 -2950 46594642 46547021 -2950
Chr18 Normal NT_010966.13 AGGTCGCAGTGAGCC 1007023 LOC350524 1009971 1028409 -2948 1009971 1028409 -2948 1009971 1028409 -2948
Chr1 Normal NT_004852.15 AGGTCAGCATGACCA 2172251 MGC15668 2175199 2176845 -2948 2175199 2176845 -2948 2175464 2176579 -3213
Chr15 Complement NT_035325.4 GGCTCACACTGACCC 3637267 BLP2 3634321 3615169 -2946 3634321 3623791 -2946 3634301 3624419 -2966
Chr16 Normal NT_010393.13 GGGTCAGCTTGGCCA 10846445 MGC16824 10849390 10990097 -2945 10849390 10985224 -2945 10859647 10985016 -13202
Chr1 Complement NT_037485.3 TGGTCAATGAGACCC 508275 RNF28 505330 489007 -2945 505330 489007 -2945 505194 489574 -3081
Chr1 Complement NT_004610.15 AGGTTGCAGTGACCT 1913196 HP1-BP74 1917050 1872429 3854 1910253 1872873 -2943 1910183 1874540 -3013
Chr11 Normal NT_033927.5 TGGTCACTGTGGCCT 174113 FLJ10261 123437 234662 50676 177054 234386 -2941 177055 233139 -2942
Chr7 Normal NT_007914.12 AGGTCGCAGTGAGCC 3579583 LOC51064 3582483 3589907 -2900 3582524 3588162 -2941 3582567 3587890 -2984
Chr14 Complement NT_026437.10 AGGTCAGCATGACCT 42321968 LOC350051 42319028 42305047 -2940 42319028 42305047 -2940 42319028 42305047 -2940
Chr16 Complement NT_037887.3 AGGCCAGACTGACCA 222367 LUC7L 219447 178971 -2920 219427 179524 -2940 219339 179964 -3028
Chr17 Normal NT_010755.13 AGGTCGCAGTGAACT 174478 MRPL45 177287 203397 -2809 177418 203397 -2940 177439 202775 -2961
Chr6 Normal NT_007592.13 GGGTCTCTCTGACCC 26059822 DEF6 26062722 26086673 -2900 26062761 26086314 -2939 26062761 26086314 -2939
Chr3 Complement NT_005612.13 AGATCAGCCTGACCA 28493962 LOC131076 28501212 28477596 7250 28491023 28477596 -2939 28491004 28477870 -2958
Chr3 Normal NT_005927.15 GGCTCACTGTGACCT 9671417 LOC151835 9674356 9700438 -2939 9674356 9700438 -2939 9674527 9700222 -3110
Chr11 Normal NT_033927.5 AGGCCAGCCTGACCA 4499722 POLD3 4502658 4579413 -2936 4502658 4552794 -2936 4502733 4550840 -3011
Chr7 Complement NT_007819.13 GGGTCATAAAGACCT 22110179 LOC285938 22107244 22103928 -2935 22107244 22103928 -2935 22107220 22106873 -2959
Chr19 Complement NT_011295.10 GGGTCACCCCGACCA 1601317 EDG5 1598383 1597322 -2934 1598383 1597322 -2934 1598383 1597322 -2934
Chr12 Complement NT_009775.13 TGGTCAGGCTGATCT 2413097 MGC2835 2410163 2381858 -2934 2410163 2381858 -2934 2410135 2383561 -2962
Chr19 Normal NT_011295.10 AGGCCACTCTGACCC 10434677 LOC284439 10437610 10486495 -2933 10437610 10486495 -2933 10469736 10484487 -35059



Chr8 Normal NT_037704.3 AGGTGACCTTGACCC 151098 LOC203054 133353 155014 17745 154028 155014 -2930 154075 154852 -2977
ChrX Normal NT_011812.12 GGGTGGGAGTGACCC 8848841 TLR7 8851771 8873622 -2930 8851771 8873475 -2930 8852263 8873342 -3422
Chr2 Normal NT_005403.13 GGGTCCCTCTGACCC 82416744 B3GNT7 82419668 82423017 -2924 82419668 82423017 -2924 82419848 82422969 -3104
Chr4 Normal NT_006316.15 TGGTCACTGTGAACC 11293276 LOC345332 11296200 11296472 -2924 11296200 11296472 -2924 11296200 11296472 -2924
Chr9 Complement NT_008413.15 ATGTCAGTCTGACCA 34322122 KIF24 34319199 34299984 -2923 34319199 34299984 -2923 34301237 34300719 -20885
Chr9 Normal NT_008470.15 GGGTGGTGGTGACCC 1879804 LOC349354 1882726 1884695 -2922 1882726 1884695 -2922 1882748 1884466 -2944
Chr9 Normal NT_019501.12 GGGTCAACATCACCT 1195980 LOC253701 1198901 1199584 -2921 1198901 1199584 -2921 1198901 1199584 -2921
Chr13 Complement NT_027140.5 CGGTCCACACGACCC 1714506 LOC338867 1711586 1710374 -2920 1711586 1710374 -2920 1711586 1710374 -2920
Chr1 Complement NT_037485.3 TGGTAATAATGACCT 1341085 FLJ12455 1338166 1328189 -2919 1338166 1328189 -2919 1338142 1328710 -2943
Chr1 Normal NT_077918.1 AGGACATCATGACCT 87485 LOC339410 90404 92100 -2919 90404 92100 -2919 90900 91229 -3415
Chr10 Complement NT_008583.15 AGGTCATGCTGACAG 21202401 PCBD 21199713 21193205 -2688 21199482 21194566 -2919 21199462 21194855 -2939
Chr7 Complement NT_007758.10 AGGTCACAGTGAGCC 3482883 GUSB 3480052 3458444 -2831 3479965 3458444 -2918 3479939 3458653 -2944
Chr22 Normal NT_011520.9 GGGTCAGCTGGACCA 23164269 LOC343897 23167187 23170589 -2918 23167187 23170589 -2918 23167187 23170589 -2918
Chr1 Normal NT_077919.1 AGGACATCATGACCT 15441 LOC348457 18359 20055 -2918 18359 20055 -2918 18855 19184 -3414
Chr8 Complement NT_030032.8 AGGTCATCCCCACCC 325164 LOC352438 322249 309121 -2915 322249 309121 -2915 322249 309121 -2915
Chr13 Complement NT_024524.12 AGGTCACCGTGAGCC 5497825 SPG20 5495425 5451653 -2400 5494911 5451653 -2914 5484458 5452993 -13367
ChrX Complement NT_011651.13 AGGTCAGTATGATCA 23135271 TM4SF6 23135554 23123354 283 23132360 23124361 -2911 23132257 23126361 -3014
Chr19 Complement NT_011295.10 GGGTCACACAGACCA 7872715 CALR3 7869805 7852690 -2910 7869805 7852690 -2910 7869742 7852744 -2973
Chr4 Complement NT_016606.15 AGGTCAAGTCTACCC 5270933 LOC345036 5268023 5070921 -2910 5268023 5070921 -2910 5268023 5070921 -2910
Chr17 Normal NT_010641.13 AGATCACAGTGACCC 7401463 LOC283989 7403546 7412572 -2083 7404370 7412572 -2907 7404400 7412251 -2937
Chr16 Normal NT_024797.13 AGGTCATTCTGGCCT 11527860 LOC350336 11530767 11555495 -2907 11530767 11555495 -2907 11530812 11555495 -2952
Chr17 Complement NT_010755.13 AGGTTGCAGTGACCT 3436372 LOC147093 3433469 3428580 -2903 3433469 3428580 -2903 3429657 3429208 -6715
Chr8 Complement NT_028251.10 AGGTCAACCTGTCCC 6656366 LOC346809 6653463 6638932 -2903 6653463 6638932 -2903 6653463 6638932 -2903
Chr3 Normal NT_005999.15 AGGTCAGCCTGGCCC 7412748 MGC27385 7415643 7425889 -2895 7415651 7425889 -2903 7422293 7425169 -9545
Chr13 Normal NT_024524.12 TGCTCAGGCTGACCC 11717384 TNFSF11 11711363 11756639 6021 11720286 11756639 -2902 11722931 11755545 -5547
Chr13 Normal NT_024524.12 TGCTCAGGCTGACCC 11717384 TNFSF11 11711363 11756639 6021 11720286 11756639 -2902 11729753 11755545 -12369
Chr2 Normal NT_022184.12 GGGTCATCTTGACTT 41269386 LOC344425 41272287 41354404 -2901 41272287 41354404 -2901 41339432 41354404 -70046
Chr22 Complement NT_011525.5 AGGTCACAGCCACCT 79572 LOC351070 76671 2301 -2901 76671 2301 -2901 76671 2301 -2901
Chr17 Complement NT_010748.12 AGGTCAAATCGCCCC 1058887 CGI-69 1056006 1050801 -2881 1055987 1050801 -2900 1054735 1051174 -4152
Chr2 Complement NT_005403.13 GGCTCACTTCGACCT 82541283 MGC43122 82538383 82532470 -2900 82538383 82532470 -2900 82537606 82533097 -3677
Chr19 Normal NT_011295.10 AGGTTATGCTGACCT 15200630 LOC284458 15203528 15204559 -2898 15203528 15204559 -2898 15203606 15204493 -2976
Chr10 Normal NT_008818.14 TGGCCACCCTGACCT 1065458 PTPRE 927830 1106623 137628 1068355 1103928 -2897 1068418 1103675 -2960
Chr9 Normal NT_023935.15 GGGTCATAATGACAA 13751339 LOC347128 13754235 13760615 -2896 13754235 13760615 -2896 13754235 13760615 -2896
Chr10 Complement NT_030059.10 TGCTCACCTTGACCT 23597677 MGC14697 23594807 23587309 -2870 23594781 23587372 -2896 23590772 23590509 -6905
Chr17 Complement NT_010755.13 GGGTCACTGCAACCT 4266131 STAT3 4263236 4189613 -2895 4263236 4189613 -2895 4223257 4190486 -42874
Chr19 Normal NT_011109.15 GGGTCAGTGTGAACA 15431045 LOC126341 15433939 15466423 -2894 15433939 15466423 -2894 15433939 15466423 -2894
Chr7 Complement NT_007819.13 AGGTTGCAGTGACCT 43456715 POLD2 43455255 43446403 -1460 43453821 43446403 -2894 43453768 43446500 -2947
Chr10 Complement NT_037753.3 TGGTCATCTTGGCCC 1201403 LOC119587 1198510 1012909 -2893 1198510 1052338 -2893 1198355 1053460 -3048
Chr22 Normal NT_011520.9 TGGCCAGGCTGACCT 18799406 LOC164668 18802299 18809053 -2893 18802299 18809053 -2893 18805338 18808756 -5932
Chr2 Complement NT_005403.13 GGGTCAGGGGGACCT 25791399 CHRNA1 25788519 25771658 -2880 25788508 25771945 -2891 25788460 25772190 -2939
Chr4 Normal NT_016606.15 TGGTCAGCCTGAGCT 22339576 LOC345238 22342467 22368722 -2891 22342467 22368722 -2891 22342501 22368722 -2925
Chr19 Complement NT_011109.15 AGGTCACTGCAACCT 2636685 LOC350590 2633794 2599120 -2891 2633794 2599120 -2891 2633794 2599120 -2891
Chr1 Normal NT_021877.15 TGGTCACGCTGACTT 269119 DYRK3 272002 320871 -2883 272008 285644 -2889 274130 285417 -5011
Chr3 Complement NT_006014.14 TGGTCATTATGAACC 1506190 NPR2L 1503325 1499992 -2865 1503301 1499992 -2889 1503156 1500110 -3034
Chr6 Normal NT_025741.12 TGGTAATAATGACCC 43852102 LOC340148 43854985 43932474 -2883 43854985 43932474 -2883 43877181 43932183 -25079
Chr2 Complement NT_005403.13 GGGTCAGGCCGAGCC 58792784 DKFZP434E2135 58789902 58786659 -2882 58789902 58786659 -2882 58788386 58788072 -4398
Chr17 Normal NT_010799.13 GGCTCACTGTGACCT 4996198 JJAZ1 4999030 5063057 -2832 4999080 5063057 -2882 4999274 5061030 -3076
Chr5 Complement NT_023089.13 GGGTCAGACAGACCT 13930208 DNAH5 13994585 13673178 64377 13927327 13674777 -2881 13927285 13674831 -2923
ChrX Normal NT_078106.1 AGGTCAGTATTACCT 1434658 LOC203530 1437539 1438378 -2881 1437539 1438378 -2881 1437616 1438116 -2958
Chr1 Normal NT_004668.15 GGCTCAACCTGACCA 194719 SLC27A3 197600 202464 -2881 197600 202464 -2881 197665 202310 -2946
Chr19 Normal NT_011109.15 AGGTCTCTCTGACCC 7852974 LOC339320 7855854 7872581 -2880 7855854 7872581 -2880 7855854 7872581 -2880
Chr1 Complement NT_077983.1 AGGGCACTGTGACCC 25822 LOC348524 23828 17935 -1994 22942 17935 -2880 21783 18268 -4039
Chr16 Normal NT_035363.3 AGGTTGCAGTGACCC 435126 LOC350355 438006 448316 -2880 438006 448316 -2880 438006 448316 -2880
Chr4 Complement NT_016354.15 GGGTGGTCTTGACCT 48341749 NUDT6 48339254 48308931 -2495 48338871 48308931 -2878 48338858 48309114 -2891
Chr6 Normal NT_007422.12 GGGTGGCCCTGACCC 8762243 LOC346085 8765120 8766129 -2877 8765120 8766129 -2877 8765120 8766129 -2877
Chr15 Complement NT_010194.15 GGGTGGGCTTGACCT 12013710 LOC350140 12010835 12006406 -2875 12010835 12006406 -2875 12010835 12006406 -2875
Chr1 Complement NT_004487.15 GGGTCACTCCCACCC 1976699 LOC343151 1973827 1957489 -2872 1973827 1957489 -2872 1973827 1957489 -2872
Chr17 Normal NT_010783.13 TGGTCAGGCTGGCCT 1017603 KPNB1 1020452 1054203 -2849 1020474 1054203 -2871 1020810 1052969 -3207
Chr1 Normal NT_021937.15 TGCTCAGGCTGACCT 2224024 FBG3 2226366 2235317 -2342 2226892 2234280 -2868 2227827 2233296 -3803
Chr8 Complement NT_008183.16 TGGCCAATTTGACCC 34478945 FLJ14007 34487172 34453699 8227 34476080 34456508 -2865 34476066 34457480 -2879
ChrX Complement NT_025965.11 GGGGCAGCCTGACCC 1049736 DXS9879E 1046873 1045394 -2863 1046873 1045394 -2863 1046531 1045562 -3205
Chr19 Normal NT_011109.15 GGGTCACTCCAACCT 26259538 LOC126017 26262401 26265737 -2863 26262401 26265737 -2863 26263169 26263903 -3631
Chr3 Normal NT_005927.15 TGGTCCCCTTGACCC 13900540 LOC285376 13903403 13907294 -2863 13903403 13907294 -2863 13905400 13905930 -4860
Chr11 Normal NT_033903.5 TGGTCAGGCTGGCCT 6546315 C11orf11 6549177 6615740 -2862 6549177 6615740 -2862 6588895 6613227 -42580
Chr17 Complement NT_010718.13 GGCTCACTGCGACCT 16107579 LOC348221 16104717 16096988 -2862 16104717 16096988 -2862 16104702 16097111 -2877
Chr5 Normal NT_029289.9 TGTTCATACTGACCC 10706436 CDX1 10709296 10727000 -2860 10709296 10727000 -2860 10709377 10726180 -2941
Chr11 Complement NT_033899.5 GGGTCATGTAGACCA 6509568 MGC2714 6506763 6476479 -2805 6506710 6476662 -2858 6506441 6476928 -3127
Chr9 Normal NT_008470.15 GGGCCAGGTTGACCC 4320835 LOC352735 4323691 4373808 -2856 4323691 4373808 -2856 4323691 4373808 -2856
Chr6 Normal NT_034880.2 GGGTCAGTTTCACCC 146862 LOC352041 149716 231843 -2854 149716 231843 -2854 149716 231843 -2854
Chr12 Normal NT_009714.15 AGGTCAGGGCGCCCT 24571011 MGC50559 24571095 24585018 -84 24573862 24579898 -2851 24573862 24579898 -2851
Chr1 Normal NT_019273.15 GGGTGAATTTGACCT 645655 GSTM2 648461 655721 -2806 648505 655721 -2850 648552 655272 -2897
Chr20 Complement NT_011362.8 TGGTCAGGCTGATCT 457963 C20orf172 455115 433363 -2848 455115 433372 -2848 452484 437000 -5479
Chr1 Complement NT_028054.12 AGTTCAAGATGACCT 2130794 TNFRSF9 2127946 2106967 -2848 2127946 2106967 -2848 2127113 2107954 -3681
Chr6 Complement NT_007302.11 TGGCCACTGTGACCC 643104 LOC352078 640258 636365 -2846 640258 636365 -2846 640258 636365 -2846
Chr17 Complement NT_010641.13 AGGTCTTTATGACCT 8859780 LOC348211 8856937 8850703 -2843 8856937 8850703 -2843 8851855 8850719 -7925
Chr16 Complement NT_035363.3 TGGTCAGGCTGATCT 794948 NETO2 792107 729641 -2841 792107 729641 -2841 791722 731331 -3226
Chr20 Complement NT_028392.4 AGGTGACAGTGACCT 656942 DUSP15 654524 644962 -2418 654103 645021 -2839 646591 645298 -10351
Chr20 Complement NT_028392.4 AGGTGACAGTGACCT 656942 DUSP15 654524 644962 -2418 654103 645021 -2839 654232 645322 -2710
Chr11 Normal NT_033899.5 GGCTCACTGCGACCT 20650425 DKFZp547C195 20653263 20700071 -2838 20653263 20700071 -2838 20658846 20699546 -8421
Chr10 Normal NT_030059.10 AGGTCAGCCTGCCCC 6850109 OPN4 6852922 6865153 -2813 6852946 6864760 -2837 6853089 6864056 -2980
Chr15 Complement NT_035325.4 GGCTCACACTGACCC 3637153 BLP2 3634321 3615169 -2832 3634321 3623791 -2832 3634301 3624419 -2852
Chr17 Normal NT_010663.13 GGCTCAGTACGACCT 898729 FN3K 901561 917123 -2832 901561 916718 -2832 901563 916681 -2834
Chr11 Normal NT_033903.5 TGGCCAGGTTGACCT 2463591 SERPING1 2466246 2483584 -2655 2466423 2483584 -2832 2467009 2483319 -3418
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1760733 LOC351012 1763563 1803016 -2830 1763563 1803016 -2830 1789323 1797633 -28590
Chr4 Complement NT_022853.14 CAGTCATTCTGACCT 4865182 HOP 4887920 4854047 22738 4862353 4854049 -2829 4862049 4854769 -3133
Chr2 Complement NT_022184.12 GGGTCATCTCGTCCC 16130250 KIAA1414 16127421 16024086 -2829 16127421 16024086 -2829 16126490 16024566 -3760
Chr17 Complement NT_024871.10 TGGTCACCAGGACCC 1811555 LOC350480 1808726 1779251 -2829 1808726 1779251 -2829 1808726 1779251 -2829
Chr16 Normal NT_024812.10 AGGTCAGCTCTACCC 722085 LOC283892 724913 743828 -2828 724913 743828 -2828 724927 738920 -2842
Chr18 Complement NT_025028.13 AGCTCACTACGACCT 17339452 LOC342810 17336624 17304710 -2828 17336624 17304710 -2828 17336624 17304710 -2828
Chr8 Complement NT_008046.13 GGGTCGACTTGTCCC 13175568 LOC347085 13172744 13080107 -2824 13172744 13080107 -2824 13172744 13080107 -2824
Chr10 Normal NT_008705.14 AGGTCATATTGTCCC 12946706 LOC143110 12939668 12967921 7038 12949526 12967921 -2820 12949543 12964449 -2837
Chr19 Normal NT_011295.10 GGGTCACCCCGACCA 1601317 LOC147736 1604137 1605276 -2820 1604137 1605276 -2820 1604213 1605206 -2896
Chr17 Complement NT_010755.13 TGTTCAAGTTGACCT 2681726 LOC162605 2678908 2671176 -2818 2678908 2671176 -2818 2678867 2671401 -2859



Chr9 Normal NT_008470.15 GGGTCAGATTGACTG 29359255 LOC169611 29362072 29399792 -2817 29362072 29399792 -2817 29362185 29395326 -2930
Chr2 Normal NT_005079.12 GGGTGGGAGTGACCC 2808 LOC344213 5625 71947 -2817 5625 71947 -2817 5693 71947 -2885
Chr2 Normal NT_077999.1 GGGTGGGAGTGACCC 9363 LOC351382 12180 133406 -2817 12180 133406 -2817 12248 133406 -2885
Chr19 Complement NT_011109.15 AGGTCGCAGTGAGCT 13527412 LOC284325 13524596 13514984 -2816 13524596 13514984 -2816 13523926 13516556 -3486
Chr4 Normal NT_006316.15 GGGTCACCTTGAGCA 11293384 LOC345332 11296200 11296472 -2816 11296200 11296472 -2816 11296200 11296472 -2816
Chr4 Complement NT_037622.3 AGGTCATGAAGACCT 104823 LOC348891 102009 96087 -2814 102009 96087 -2814 102009 96087 -2814
Chr12 Normal NT_009775.13 AGGTCCCAGTGACCT 627819 LNK 630631 676305 -2812 630631 676305 -2812 642829 672985 -15010
Chr10 Normal NT_030059.10 AGGTTAACCCGACCT 838488 LOC283006 841300 844862 -2812 841300 844862 -2812 841313 842612 -2825
Chr5 Complement NT_034772.4 TGGTCAGGCTGGCCT 24500480 LOC345394 24497668 24472981 -2812 24497668 24472981 -2812 24497668 24472981 -2812
Chr2 Normal NT_005403.13 TGGTCACCGTGACCT 83355598 MGC42174 82985625 83368011 369973 83358410 83361019 -2812 83358432 83360673 -2834
Chr2 Normal NT_005403.13 TGGTTATAATGACCT 32179964 LOC344314 32182775 32273995 -2811 32182775 32273995 -2811 32182775 32273995 -2811
Chr15 Normal NT_010194.15 AGGTCACAGGGACCC 18905706 LOC342029 18908516 18916753 -2810 18908516 18916753 -2810 18908516 18916753 -2810
Chr19 Normal NT_011295.10 GGGCCACCCTGACCC 10909109 CLIP-2 10911917 10920268 -2808 10911917 10919705 -2808 10911961 10919627 -2852
Chr19 Complement NT_011255.13 GGGTCACGATGGCCA 1535459 MBD3 1532791 1516678 -2668 1532652 1516678 -2807 1532630 1518339 -2829
Chr17 Normal NT_010641.13 GGGTCAGGATGGCCA 9310219 FLJ12190 9313025 9315200 -2806 9313025 9315200 -2806 9313159 9313557 -2940
Chr3 Normal NT_022459.12 AGGTCAAAATGAGCA 15929061 LOC344610 15931867 15935547 -2806 15931867 15935547 -2806 15931867 15935547 -2806
Chr19 Complement NT_011255.13 AGGTCAGCATGACAA 4476910 LOC342958 4474107 4463540 -2803 4474107 4463540 -2803 4474086 4463540 -2824
Chr22 Normal NT_011520.9 GGGTCACGTTGCCCA 7352523 LOC351046 7355326 7382936 -2803 7355326 7382936 -2803 7355326 7382936 -2803
Chr3 Complement NT_005612.13 GGGTCCTCCTGACCC 35561191 MBD4 35558535 35549329 -2656 35558388 35549329 -2803 35558212 35549880 -2979
Chr7 Complement NT_007933.12 AGGTCACTGCAACCT 53594802 OPN1SW 53592000 53588696 -2802 53592000 53588696 -2802 53591993 53588743 -2809
Chr16 Normal NT_010498.13 GGGTCATCACCACCC 15720136 FLJ21736 15716684 15730609 3452 15722936 15730609 -2800 15725161 15728510 -5025
Chr5 Normal NT_006713.13 AGGTGAAATTGACCA 792467 MAP1B 795267 894985 -2800 795267 894985 -2800 874582 893198 -82115
Chr8 Normal NT_008251.13 TGGCCAGGCTGACCT 4240543 POLB 4243312 4276637 -2769 4243342 4276625 -2799 4243455 4276487 -2912
ChrX Complement NT_019686.7 AGGTCAGATTGACAA 1455259 FAM11A 1452461 1417102 -2798 1452461 1417102 -2798 1452150 1418558 -3109
Chr9 Complement NT_023935.15 AGGTTGCAGTGACCC 19706348 LOC349245 19703554 19682567 -2794 19703554 19694954 -2794 19695475 19695092 -10873
Chr1 Complement NT_077973.1 TGGTCATTATGACAT 12924 LOC350891 10131 8071 -2793 10131 8071 -2793 10131 8071 -2793
Chr1 Complement NT_077915.1 AGGGCACTGTGACCC 241619 LOC339457 239713 233742 -1906 238827 233742 -2792 237668 234071 -3951
Chr6 Normal NT_007592.13 TTGTCAACCTGACCC 24173328 PHF1 24175904 24181380 -2576 24176120 24181380 -2792 24177205 24181039 -3877
Chr10 Complement NT_077569.2 AGATCAGCCTGACCA 2307082 LOC340822 2304291 2304016 -2791 2304291 2304016 -2791 2304291 2304016 -2791
Chr3 Normal NT_005927.15 AGGTGGGTCTGACCT 14587570 LOC351547 14590361 14614237 -2791 14590361 14614237 -2791 14590361 14614237 -2791
Chr9 Normal NT_008470.15 GGGTCAGAGTCACCC 4320900 LOC352735 4323691 4373808 -2791 4323691 4373808 -2791 4323691 4373808 -2791
Chr20 Normal NT_011362.8 TGGTCAGGCTGGCCT 11180802 NCOA3 11183583 11337394 -2781 11183593 11337394 -2791 11303900 11335060 -123098
Chr12 Complement NT_029419.10 AGGTCACACTGATCC 11256875 CCNT1 11254087 11230058 -2788 11254087 11230058 -2788 11253764 11230122 -3111
Chr22 Normal NT_011523.9 GCGTCAGGATGACCA 654705 LOC284928 657491 658533 -2786 657491 658533 -2786 657692 658009 -2987
Chr3 Complement NT_005927.15 GGGTCGTTATGACAT 14097957 FLJ31709 14095200 14082428 -2757 14095172 14082433 -2785 14092327 14083237 -5630
Chr2 Complement NT_022135.13 AGGTCAAGATGCCCT 4193599 LOC284971 4190816 4139979 -2783 4190816 4139979 -2783 4190816 4139979 -2783
Chr17 Normal NT_010783.13 TGGTCAAGTTGATCT 10464504 AKAP1 10455798 10491808 8706 10467286 10491808 -2782 10476025 10490884 -11521
Chr4 Complement NT_037623.3 AGCTCACTGCGACCT 926053 KIAA1643 923280 774227 -2773 923271 774227 -2782 922952 775354 -3101
Chr12 Normal NT_009714.15 GGCTCACTGCGACCT 14917572 LOC283415 14920353 14921611 -2781 14920353 14921611 -2781 14920468 14920791 -2896
Chr1 Normal NT_037485.3 TGGTCAGGCTGATCT 255123 LOC56181 257635 270640 -2512 257897 270640 -2774 260809 269730 -5686
Chr3 Normal NT_005825.15 GGGTCAGCATGATCC 414895 SRYP 417651 424578 -2756 417669 424578 -2774 417751 423026 -2856
Chr13 Normal NT_009799.12 GGCTCAACATGACCA 1694686 LOC349994 1697458 1731969 -2772 1697458 1731969 -2772 1697458 1731969 -2772
Chr11 Complement NT_028310.10 AGGTCAGGATCACCT 5387755 KIAA0409 5384999 5376478 -2756 5384984 5381327 -2771 5384905 5381549 -2850
Chr17 Complement NT_010783.13 GGGACACTCTGACCC 1421206 LOC342585 1418438 1416246 -2768 1418438 1416246 -2768 1418438 1416246 -2768
Chr5 Normal NT_034772.4 AGGTTGATATGACCC 18464194 LOC345589 18466960 18467367 -2766 18466960 18467367 -2766 18466960 18467367 -2766
Chr3 Complement NT_005999.15 AGGTCTTTATGACCT 7360129 PDHB 7357385 7351167 -2744 7357363 7351167 -2766 7357345 7351570 -2784
Chr6 Complement NT_025741.12 AGATCAAGGCGACCC 27207886 LOC345901 27205122 27159007 -2764 27205122 27159007 -2764 27205066 27159007 -2820
Chr14 Complement NT_026437.10 AGGTCATCCTCACCA 76103251 TCL1A 76100574 76096346 -2677 76100489 76096346 -2762 76100444 76098133 -2807
Chr4 Complement NT_022853.14 CAGTCATTCTGACCT 4865182 HOP 4887920 4854047 22738 4862421 4854047 -2761 4862049 4854769 -3133
Chr8 Normal NT_023666.15 TGGTCAGGCTGGCCT 6067560 LOC203064 6070321 6085662 -2761 6070321 6085662 -2761 6070321 6085662 -2761
Chr8 Complement NT_023736.15 GGGTCATATTGGCCT 1937745 LOC346767 1934984 1909507 -2761 1934984 1909507 -2761 1934845 1909507 -2900
Chr16 Complement NT_010498.13 GGGTCAGAGTGACAC 3047024 IRX3 3044264 3041136 -2760 3044264 3041136 -2760 3043880 3041516 -3144
Chr2 Normal NT_022171.13 GGGTCATCCCCACCC 4833667 IL1R1 4747028 4862358 86639 4836426 4862358 -2759 4840209 4859243 -6542
Chr14 Normal NT_026437.10 TGGTCAGGCTGATCT 19561734 PNN 19564443 19572199 -2709 19564493 19570422 -2759 19564523 19570422 -2789
Chr7 Normal NT_007933.12 CGGTTATCCTGACCC 1145893 FLJ37078 1146210 1150894 -317 1148651 1150894 -2758 1149348 1149734 -3455
Chr7 Complement NT_007819.13 TGGTCAGTTTGTCCC 21836267 LOC256227 21833509 21752748 -2758 21833509 21752748 -2758 21828082 21753106 -8185
Chr13 Normal NT_024524.12 AGGACAACATGACCT 34968934 LOC341701 34971692 35082763 -2758 34971692 35082763 -2758 34971692 35082763 -2758
Chr5 Normal NT_023148.11 AGTTCACTGTGACCT 2265468 LOC345499 2268226 2326169 -2758 2268226 2326169 -2758 2280199 2326169 -14731
Chr3 Complement NT_005612.13 AGGTAAAAATGACCT 7797829 ZNF-U69274 7795116 7767442 -2713 7795071 7767445 -2758 7794912 7769164 -2917
Chr2 Normal NT_022184.12 GGGTCAAGGTGAGCC 7602833 PLB 7587296 7684425 15537 7605589 7684425 -2756 7616944 7631555 -14111
Chr1 Complement NT_004852.15 AGGTCATTCTGGCCA 3257397 LOC199998 3254642 3251612 -2755 3254642 3251612 -2755 3252613 3252014 -4784
Chr16 Complement NT_010498.13 AGGTTGCAGTGACCT 16782270 DDX28 16779516 16776731 -2754 16779516 16776731 -2754 16778662 16777040 -3608
Chr18 Complement NT_025028.13 AGGTCTTTATGACCT 5394008 LOC350576 5391254 5376466 -2754 5391254 5376466 -2754 5391254 5376466 -2754
Chr19 Normal NT_011109.15 TGGTCATGCTGATCC 11146398 LOC284319 11149150 11154388 -2752 11149150 11154388 -2752 11149161 11153254 -2763
Chr16 Normal NT_010498.13 TGGTCAGGCTGATCT 16292579 FLJ13725 16284312 16302245 8267 16295330 16302239 -2751 16297330 16301923 -4751
Chr5 Complement NT_023133.11 GGGTCAGGCAGACCT 21138651 HK3 21135913 21117457 -2738 21135901 21117457 -2750 21132746 21117660 -5905
Chr15 Normal NT_010194.15 GGGGCATAGTGACCA 16590196 FLJ39426 16592945 16638539 -2749 16592945 16638539 -2749 16602825 16637780 -12629
Chr1 Complement NT_021877.15 AGATCATCCCGACCT 7408663 LOC343395 7405914 7382085 -2749 7405914 7382085 -2749 7405914 7382085 -2749
Chr7 Normal NT_007914.12 GGGTCATCCTGGCCT 11283062 LOC285974 11285809 11287634 -2747 11285809 11287634 -2747 11286272 11286589 -3210
Chr16 Normal NT_024797.13 AGGTCACCGCAACCT 11528021 LOC350336 11530767 11555495 -2746 11530767 11555495 -2746 11530812 11555495 -2791
Chr21 Normal NT_030188.2 GGGTCCACCTGACCG 820447 PDE9A 823191 944942 -2744 823191 944863 -2744 823251 944729 -2804
Chr8 Normal NT_037704.3 GGGTCCAGGTGACCT 268372 LOC113655 271052 273152 -2680 271115 273152 -2743 271280 273110 -2908
Chr15 Normal NT_010194.15 TGGTCCCAGTGACCC 42378767 LOC255328 42381509 42385045 -2742 42381509 42385045 -2742 42381729 42382013 -2962
Chr11 Normal NT_033927.5 AGATCAGCCTGACCA 3784321 FLJ11848 3787054 3837808 -2733 3787062 3837808 -2741 3787096 3837436 -2775
Chr16 Normal NT_010498.13 GGGTCACTGCAACCT 20648207 KIAA0174 20646823 20684411 1384 20650948 20684409 -2741 20671047 20683213 -22840
Chr15 Complement NT_010274.15 GGGTCACTGCAACCT 5262808 IR1899308 5260068 5258634 -2740 5260068 5258634 -2740 5259989 5258902 -2819
Chr16 Normal NT_010393.13 AGGTTGTAGTGACCC 368362 LOC350246 371102 424042 -2740 371102 424042 -2740 371172 424042 -2810
Chr16 Normal NT_010498.13 GGGTCCAGATGACCT 16838192 NFATC3 16840826 16982394 -2634 16840932 16982394 -2740 16841142 16981931 -2950
Chr14 Normal NT_026437.10 AGGTTGCAATGACCT 72505631 CPSF2 72508370 72550584 -2739 72508370 72550584 -2739 72517370 72548129 -11739
Chr22 Normal NT_011520.9 TGATCACCCTGACCC 19204673 FLJ20232 19205159 19221481 -486 19207412 19221481 -2739 19216354 19219382 -11681
Chr17 Complement NT_010783.13 AGGCCAGACTGACCA 2798235 LOC284078 2795496 2793855 -2739 2795496 2793855 -2739 2795483 2794830 -2752
Chr10 Complement NT_030059.10 AGGTCAATTTGCCCA 32185837 LOC349504 32183098 32132350 -2739 32183098 32132350 -2739 32183098 32132350 -2739
Chr11 Normal NT_033899.5 GGGGCAAACTGACCT 32104499 FLI1 32105854 32225549 -1355 32107237 32225549 -2738 32107402 32224122 -2903
Chr15 Normal NT_010194.15 GAGTCAGGATGACCT 15815600 RNF36 15818338 15849634 -2738 15818338 15849634 -2738 15840463 15849581 -24863
Chr12 Complement NT_009775.13 TGGTCAGGATGACCC 9555208 PLA2G1B 9552471 9546798 -2737 9552471 9546798 -2737 9552435 9546875 -2773
Chr16 Complement NT_010393.13 AGGTTGCAATGACCT 11005486 LOC339053 11002750 10990894 -2736 11002750 10990894 -2736 10999575 10991450 -5911
Chr2 Complement NT_005403.13 CTGTCATTCTGACCT 1257903 LOC129543 1255169 1207198 -2734 1255169 1207198 -2734 1255169 1207198 -2734
Chr15 Complement NT_077661.1 TGGTCACCCTGCCCC 420297 CPEB1 417564 332296 -2733 417564 332930 -2733 417247 333686 -3050
Chr4 Normal NT_006307.14 AGGTCACCATGAGCC 356441 LOC351743 359174 384473 -2733 359174 384473 -2733 359244 384473 -2803
Chr16 Complement NT_037887.3 AGGCCGAGCTGACCC 1974185 NOXO1 1971453 1968920 -2732 1971453 1968920 -2732 1971181 1969055 -3004
Chr8 Complement NT_008183.16 TGGTCAGGCTGATCT 5788271 LOC137924 5785540 5730246 -2731 5785540 5730246 -2731 5785540 5730246 -2731
Chr6 Complement NT_007592.13 GGATCAACTTGACCT 29997082 KCNK5 29994567 29953876 -2515 29994353 29953876 -2729 29994014 29955793 -3068
Chr1 Complement NT_021877.15 AGGTCATTGTGAACA 6469149 LOC343042 6466420 6464417 -2729 6466420 6464417 -2729 6466347 6464417 -2802



Chr7 Complement NT_007741.12 AGGTCAGAGTGAGCC 3221295 PTPRN2 3218629 2169900 -2666 3218567 2169904 -2728 3218510 2171557 -2785
Chr17 Complement NT_010783.13 AGATCAGCCTGACCA 4494022 SPAG9 4491294 4334481 -2728 4491294 4336188 -2728 4491216 4336832 -2806
Chr11 Normal NT_033899.5 AGGTCACACTGACCT 36628853 LOC341089 36631579 36641182 -2726 36631579 36641182 -2726 36631579 36641182 -2726
Chr15 Normal NT_010274.15 AGGTTGTAGTGACCT 137510 SCAND2 140236 150051 -2726 140236 150051 -2726 140658 146164 -3148
Chr19 Normal NT_011109.15 AGGGCAACCTGACCT 8871890 CKAP1 8873444 8885061 -1554 8874615 8885061 -2725 8874681 8884902 -2791
Chr15 Normal NT_010194.15 GGGTCACCTTGGCCA 12496240 KIAA0252 12498963 12564789 -2723 12498963 12564789 -2723 12534776 12562496 -38536
Chr6 Complement NT_034880.2 AGGTTGGCATGACCT 6644140 LOC285781 6641417 6635026 -2723 6641417 6635026 -2723 6636834 6636496 -7306
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1760841 LOC351012 1763563 1803016 -2722 1763563 1803016 -2722 1789323 1797633 -28482
Chr5 Normal NT_023133.11 GCGTCGCTTTGACCT 1627150 PRO1331 1629872 1632153 -2722 1629872 1632153 -2722 1630952 1631146 -3802
Chr5 Complement NT_034772.4 GGCTCACTGCGACCT 20741981 FLJ33977 20739261 20590257 -2720 20739261 20590257 -2720 20739227 20591633 -2754
Chr15 Complement NT_035325.4 GGCTCACACTGACCC 3637039 BLP2 3634321 3615169 -2718 3634321 3623791 -2718 3634301 3624419 -2738
Chr17 Normal NT_010783.13 AGGTTGCAGTGACCT 11272823 LOC342605 11275539 11284309 -2716 11275539 11284309 -2716 11275539 11284309 -2716
Chr7 Complement NT_007758.10 AGGTTGCGGTGACCT 3234850 LOC349091 3232135 3219698 -2715 3232135 3219698 -2715 3232052 3229398 -2798
Chr19 Normal NT_011109.15 GCGTCAATATGACCC 23893640 SIGLEC9 23896355 23908097 -2715 23896355 23901756 -2715 23896422 23901526 -2782
Chr11 Normal NT_033899.5 AGATCACTTTGACCC 29679588 H17 29682245 29691272 -2657 29682301 29691272 -2713 29682348 29690830 -2760
Chr4 Normal NT_016354.15 AGGTCTTTGTGACCT 53046540 KIAA1284 53049251 53133061 -2711 53049251 53133061 -2711 53049321 53132722 -2781
Chr1 Complement NT_004668.15 AGATCAGTCTGACCA 804166 LOC148330 801456 800437 -2710 801456 800437 -2710 801395 800613 -2771
Chr4 Normal NT_006316.15 AGGTCACACTGACAT 2042875 LOC153027 2045585 2050720 -2710 2045585 2050714 -2710 2048957 2049874 -6082
Chr17 Normal NT_010718.13 AGGTGAGGCTGACCC 17000300 SMCR7 17003006 17008230 -2706 17003006 17008230 -2706 17005172 17007215 -4872
Chr9 Complement NT_023935.15 TGGTCACTCTGCCCT 8487634 KIAA0367 8484929 8390825 -2705 8484929 8390825 -2705 8484767 8394018 -2867
Chr7 Normal NT_007819.13 AGGCCATCCTGACCT 28178514 LOC352270 28181219 28258819 -2705 28181219 28258819 -2705 28181219 28258819 -2705
Chr19 Normal NT_011295.10 AGGCCAACCTGACCA 733793 ZNF177 736498 755668 -2705 736498 755668 -2705 751790 755255 -17997
Chr13 Normal NT_009952.13 CAGTCACTGTGACCT 11214095 LOC121906 11216799 11218348 -2704 11216799 11218348 -2704 11216799 11218348 -2704
Chr19 Normal NT_077812.1 AGGTCAGGGTGTCCC 590675 LOC339391 593379 594881 -2704 593379 594881 -2704 593566 594132 -2891
Chr5 Normal NT_023133.11 AGGCCAGGCTGACCA 16929830 LOC345438 16932534 16985473 -2704 16932534 16985473 -2704 16932534 16985473 -2704
Chr19 Normal NT_011295.10 GGGTCACTCTGACCA 8638340 HSPC142 8641043 8652948 -2703 8641043 8652946 -2703 8642418 8652774 -4078
Chr11 Complement NT_033899.5 GGCTCACTGCGACCT 26479225 HSPA8 26476523 26471880 -2702 26476523 26471880 -2702 26475711 26472121 -3514
Chr2 Complement NT_022171.13 TGGTCAGGCTGATCT 3276513 LOC150580 3273811 3272412 -2702 3273811 3272412 -2702 3273810 3272770 -2703
Chr11 Complement NT_033899.5 GGGTCATTTTGGCCA 36478912 LOC349656 36476211 36434584 -2701 36476211 36434584 -2701 36476211 36434584 -2701
Chr22 Complement NT_011520.9 TGGTCAGGCTGGCCT 17661357 C22orf23 17658730 17648587 -2627 17658657 17648587 -2700 17658210 17649236 -3147
Chr20 Complement NT_011362.8 AGGTTGCAGTGACCC 524024 LOC149672 521324 509941 -2700 521324 509941 -2700 520732 510117 -3292
Chr7 Complement NT_007933.12 AGGTCATCTTGACTC 8193467 LOC346567 8190767 8152813 -2700 8190767 8152813 -2700 8190767 8152813 -2700
Chr16 Complement NT_010498.13 AGGTCATGGTGATCA 4129960 LOC255681 4127261 4110585 -2699 4127261 4110585 -2699 4127261 4110585 -2699
Chr4 Normal NT_022792.15 AGGTAGTGCTGACCC 4405891 LOC351684 4408590 4738046 -2699 4408590 4738046 -2699 4454748 4738046 -48857
Chr8 Complement NT_030032.8 AGGTCGGGGTGACGC 324948 LOC352438 322249 309121 -2699 322249 309121 -2699 322249 309121 -2699
Chr15 Normal NT_010194.15 AGGTCAATCCCACCT 10660261 THBS1 10662902 10679276 -2641 10662959 10679276 -2698 10663670 10677181 -3409
Chr11 Normal NT_028310.10 AGGTTGACTTGACCC 5699758 LOC120775 5702454 5703398 -2696 5702454 5703398 -2696 5702454 5703398 -2696
Chr9 Complement NT_008470.15 AGGTCAGGTTGATCA 16798230 LOC347300 16795534 16770008 -2696 16795534 16770008 -2696 16795494 16770008 -2736
Chr18 Normal NT_010879.13 CGCTCAAAATGACCC 965759 SALL3 968455 986374 -2696 968455 986374 -2696 968455 985502 -2696
Chr19 Complement NT_011109.15 GGGTCGAAATGGCCT 23882516 LOC90353 23879821 23869966 -2695 23879821 23869966 -2695 23876016 23870048 -6500
Chr19 Normal NT_011109.15 GGGTCACTGCAACCT 31092912 LOC342945 31095606 31118882 -2694 31095606 31118882 -2694 31095606 31118882 -2694
Chr9 Complement NT_019501.12 AGGTCCCCATGACCT 249371 LOC347092 246680 235469 -2691 246680 235469 -2691 246680 235469 -2691
Chr17 Normal NT_010641.13 GGGTCGGGGCGACCT 4006631 SOX9 4009322 4014722 -2691 4009322 4014722 -2691 4009694 4012689 -3063
Chr16 Normal NT_010498.13 AGCTCATGCTGACCA 20761567 DHODH 20764256 20780006 -2689 20764256 20780001 -2689 20767546 20779695 -5979
Chr14 Normal NT_026437.10 AGGTCACTGTAACCT 37424958 LOC350045 37427647 37442330 -2689 37427647 37442330 -2689 37427647 37442330 -2689
Chr10 Complement NT_008583.15 AGGTGAGAGTGACCA 29759240 FLJ90798 29756552 29693257 -2688 29756552 29693257 -2688 29756368 29697273 -2872
Chr19 Complement NT_011295.10 TGGTCACTGTCACCT 9988288 LOC350633 9985600 9983414 -2688 9985600 9983414 -2688 9985600 9983414 -2688
Chr2 Normal NT_005058.13 TGGTCACTGTTACCT 93033 PGR6 95721 109968 -2688 95721 109968 -2688 95721 109968 -2688
Chr9 Normal NT_008470.15 TGGTCAGAGTGGCCT 17733236 SLC31A2 17735894 17749030 -2658 17735923 17749030 -2687 17735981 17747823 -2745
Chr5 Complement NT_023089.13 AGATCAGCCTGACCA 1280584 TERT 1277897 1236020 -2687 1277897 1236020 -2687 1277842 1236581 -2742
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1760877 LOC351012 1763563 1803016 -2686 1763563 1803016 -2686 1789323 1797633 -28446
Chr17 Normal NT_010783.13 AGGGCAGGCCGACCC 3929336 CACNA1G 3931648 3997825 -2312 3932020 3997825 -2684 3932020 3997311 -2684
Chr10 Complement NT_078086.1 GGGTCATTGTGACAG 149451 LOC347792 146770 107817 -2681 146770 107817 -2681 146770 107817 -2681
Chr18 Complement NT_010859.12 AGGTCACACCCACCT 10883372 FLJ34907 10880692 10784070 -2680 10880692 10784070 -2680 10861360 10784972 -22012
Chr9 Normal NT_008413.15 AGATCAGCCTGACCA 5616647 KIAA1432 5619327 5766554 -2680 5619327 5766554 -2680 5743619 5764246 -126972
Chr21 Complement NT_030187.1 AGGTCACATTCACCG 98889 LOC284844 96209 93353 -2680 96209 93353 -2680 95247 94837 -3642
Chr5 Complement NT_029289.9 CAGTCACACTGACCC 256803 LOC351856 254123 231973 -2680 254123 231973 -2680 254123 231973 -2680
Chr14 Normal NT_026437.10 GGGTCATTTTTACCT 31717470 LOC283553 31720149 31752311 -2679 31720149 31752311 -2679 31720149 31736976 -2679
Chr7 Normal NT_030008.6 AGGTCAAGGTGAACC 319732 FLJ33951 83607 449639 236125 322410 449639 -2678 330480 447705 -10748
Chr2 Normal NT_005403.13 AGGTCACAGTGAGCC 51865631 LOC130536 51868308 51869478 -2677 51868308 51869478 -2677 51868927 51869478 -3296
Chr1 Normal NT_019273.15 GGGTCACAGTGACCT 4955207 HNOEL-iso 4957869 4960679 -2662 4957883 4960679 -2676 4957943 4960195 -2736
Chr2 Normal NT_077997.1 CTGTCATCCTGACCC 17224 LOC348765 19900 29946 -2676 19900 29946 -2676 19974 29946 -2750
Chr5 Complement NT_023133.11 GGCTCACTGCGACCT 8840692 LOC351828 8838016 8761958 -2676 8838016 8761958 -2676 8838016 8761958 -2676
Chr16 Normal NT_024812.10 GGGCCAGGTTGACCA 1273750 LOC283898 1276425 1280615 -2675 1276425 1280615 -2675 1277780 1280594 -4030
Chr19 Complement NT_077812.1 TGCTCATGTTGACCT 1171156 PRAM-1 1171491 1158936 335 1168481 1158936 -2675 1168481 1159069 -2675
Chr4 Complement NT_016354.15 AGGTTGCAGTGACCC 39180531 CAMK2D 39178343 38868703 -2188 39177858 38868703 -2673 39177354 38870798 -3177
Chr1 Normal NT_032977.5 GGCTCACTGCGACCT 6965513 FLJ32112 6968172 7027104 -2659 6968186 7014328 -2673 6969008 7011058 -3495
Chr8 Complement NT_077531.2 TGGTCACTGCGACCT 2900717 SOX7 2898055 2892280 -2662 2898044 2892580 -2673 2897976 2893281 -2741
Chr9 Complement NT_008413.15 GGGTCGGGATGAACC 21199815 IFNA10 21197143 21196181 -2672 21197143 21196181 -2672 21197097 21196528 -2718
ChrX Normal NT_011757.12 GGGTCACGTTGACAT 9929873 LOC340567 9932545 9934671 -2672 9932545 9934671 -2672 9932642 9934537 -2769
Chr10 Normal NT_024115.14 TGGTAAAATTGACCT 1826985 LOC340641 1829657 1857113 -2672 1829657 1857113 -2672 1829657 1857113 -2672
Chr16 Normal NT_024812.10 TGGTCAGGCTGATCT 1485956 PPP4C 1488543 1497941 -2587 1488628 1497939 -2672 1488943 1497627 -2987
Chr7 Complement NT_033968.4 AGCTCACTTCGACCT 6527756 LOC352198 6525085 6467057 -2671 6525085 6467057 -2671 6525085 6467057 -2671
Chr17 Normal NT_030843.6 GGGTCAACTTCACCT 1101200 LOC256206 1084746 1121629 16454 1103870 1121629 -2670 1105969 1121527 -4769
Chr1 Normal NT_004668.15 AGGCCAGCCTGACCA 8835546 KIS 8837523 8864403 -1977 8838214 8864403 -2668 8838350 8862899 -2804
Chr14 Complement NT_026437.10 AGGTTGCTGTGACCC 57530841 C14orf59 57528175 57517659 -2666 57528175 57517662 -2666 57526122 57520092 -4719
Chr19 Complement NT_011109.15 AGGGCGCTCTGACCC 19301213 LOC147922 19372675 19290154 71462 19298547 19296951 -2666 19298511 19297063 -2702
Chr5 Normal NT_077451.2 TGGCCAGGCTGACCT 2309587 LTC4S 2312253 2314780 -2666 2312253 2314780 -2666 2312349 2314662 -2762
Chr9 Normal NT_008476.14 CAGTCACCCTGACCT 3898636 LOC352771 3901300 3948732 -2664 3901300 3948732 -2664 3901300 3948732 -2664
Chr7 Normal NT_007933.12 TGGACAGAATGACCC 46143116 WNT16 46142111 46157848 1005 46145780 46157848 -2664 46146037 46156089 -2921
Chr2 Normal NT_022171.13 AGGTCTTTTTGACCT 1198786 INPP4A 1127345 1273610 71441 1201449 1270190 -2663 1202536 1270095 -3750
Chr17 Complement NT_078100.1 GGGTCAAGATGACCC 445568 LOC350489 442905 410849 -2663 442905 410849 -2663 442905 410849 -2663
Chr12 Normal NT_009714.15 AGGTCTTTATGACCT 698307 FLJ12581 700969 707629 -2662 700969 707629 -2662 701185 706665 -2878
Chr15 Complement NT_035325.4 GGCTCACAGTGACCC 3636982 BLP2 3634321 3615169 -2661 3634321 3623791 -2661 3634301 3624419 -2681
Chr11 Normal NT_009237.15 AAGTCATCATGACCC 24354574 FLJ21924 24355266 24399653 -692 24357234 24398279 -2660 24357401 24398206 -2827
Chr16 Complement NT_010393.13 GGGTCAGCAAGACCT 16741843 LOC342358 16739184 16738876 -2659 16739184 16738876 -2659 16739184 16738876 -2659
Chr22 Complement NT_011520.9 AGGTCACCATTACCT 3795030 LOC343854 3792371 3785221 -2659 3792371 3785221 -2659 3792371 3785221 -2659
Chr11 Complement NT_028310.10 GGGTCATCTTCACCA 1184921 LOC283125 1182263 1179794 -2658 1182263 1179794 -2658 1181580 1181266 -3341
Chr9 Complement NT_008413.15 GGCTCACTGCGACCT 36242053 GNE 36248451 36204442 6398 36239396 36204442 -2657 36239353 36207363 -2700
Chr5 Complement NT_023133.11 GGGACATATTGACCT 8106286 LOC348939 8103630 8092294 -2656 8103630 8092294 -2656 8103630 8092294 -2656
Chr5 Complement NT_023133.11 AGGTCATAAAGACCT 1930099 LOC345470 1927444 1926406 -2655 1927444 1926406 -2655 1927444 1926406 -2655
Chr13 Complement NT_024524.12 AGGTGGCAGTGACCT 33955432 LOC349966 33952777 33700227 -2655 33952777 33700227 -2655 33952719 33700227 -2713
Chr17 Normal NT_010718.13 AGGTCGCAGTGAGCC 5778306 LOC201232 5780956 5784302 -2650 5780956 5784302 -2650 5780961 5784146 -2655



Chr19 Complement NT_077812.1 AGGTCTCTGTGACCT 992912 NDUFA7 990262 977527 -2650 990262 980241 -2650 990252 980385 -2660
Chr17 Normal NT_010718.13 GGGTCACTGCGACCT 11504147 LOC284036 11506796 11509788 -2649 11506796 11509788 -2649 11508413 11508688 -4266
Chr11 Complement NT_033903.5 GGGGCATTGTGACCC 7864218 LOC347848 7861569 7860656 -2649 7861569 7860656 -2649 7860942 7860658 -3276
Chr2 Normal NT_005120.13 GGGTCAAAACCACCT 4975184 LOC348736 4977833 4980229 -2649 4977833 4980229 -2649 4979882 4980154 -4698
Chr15 Complement NT_010194.15 AGGTAGAGGTGACCT 13179007 cPLA2delta 13176359 13148819 -2648 13176359 13148819 -2648 13169195 13150524 -9812
Chr19 Normal NT_011109.15 AGGTCCATGTGACCC 2532486 LOC348300 2535133 2541585 -2647 2535133 2541585 -2647 2535133 2541585 -2647
Chr1 Normal NT_004668.15 AGGCCAGCCTGACCA 8835546 KIS 8837523 8864403 -1977 8838192 8862919 -2646 8838350 8862899 -2804
Chr7 Complement NT_007819.13 AGGTCTTTATGACCT 907528 MGC10911 906314 902646 -1214 904882 902646 -2646 904649 903008 -2879
Chr10 Normal NT_008583.15 AGGTCACTGCAACCT 18192929 SIRT1 18195575 18229291 -2646 18195575 18229291 -2646 18195628 18227498 -2699
Chr14 Normal NT_026437.10 AGGTCACAGTGCCCT 82900282 LOC350100 82902927 82924451 -2645 82902927 82924451 -2645 82902927 82924451 -2645
Chr12 Complement NT_019546.15 AGGCCGCCGTGACCT 22469818 LOC341457 22467174 22466692 -2644 22467174 22466692 -2644 22467174 22466692 -2644
Chr19 Complement NT_011295.10 TGGTCAGACTGGCCT 7919125 LOC342986 7916481 7916124 -2644 7916481 7916124 -2644 7916439 7916124 -2686
Chr1 Complement NT_077982.1 GAGTCAGCTCGACCC 86686 DKFZP564C186 84101 50267 -2585 84043 69008 -2643 84032 69486 -2654
Chr6 Normal NT_025741.12 ATGTCATAATGACCA 22163456 LOC116150 22166061 22199177 -2605 22166099 22199177 -2643 22166263 22197607 -2807
Chr1 Complement NT_032962.4 GGGGCAAGATGACCT 284104 HIST2H2AB 281462 281015 -2642 281462 281015 -2642 281462 281070 -2642
Chr19 Normal NT_011109.15 GGGTCAGAGTGACCT 27485150 ILT10 27487791 27493145 -2641 27487791 27493077 -2641 27488169 27492879 -3019
Chr18 Complement NT_010966.13 TGGTCACCATGCCCT 18549925 LOC342723 18547285 18416130 -2640 18547285 18416130 -2640 18547285 18416130 -2640
Chr21 Normal NT_011512.8 AGGGCAGCTTGACCC 26897582 PCP4 26900079 26962151 -2497 26900222 26962149 -2640 26900264 26961872 -2682
Chr21 Normal NT_011512.8 AGATCAGCCTGACCA 12766964 GABPA 12763856 12806209 3108 12769602 12803833 -2638 12775780 12803413 -8816
Chr12 Complement NT_009775.13 AGGTCATCCTGAACA 8901323 LOC347959 8898685 8612676 -2638 8898685 8612676 -2638 8778292 8612842 -123031
Chr16 Complement NT_010505.13 AGGTCACTGTGCCCA 377319 ABCC11 389806 309323 12487 374683 309323 -2636 374333 309686 -2986
Chr9 Normal NT_008413.15 AGCTCACTATGACCT 37107998 FLJ22611 37110162 37348144 -2164 37110634 37348144 -2636 37116334 37347266 -8336
Chr1 Complement NT_021937.15 AGATCAACCTGACCA 2255762 MAD2L2 2263784 2246472 8022 2253127 2246472 -2635 2252592 2246766 -3170
Chr12 Complement NT_019546.15 AGATCAGCCTGACCA 18529149 KIAA1145 18526515 18444244 -2634 18526515 18444244 -2634 18526397 18447402 -2752
Chr6 Complement NT_025741.12 AGGTCACAAAGACCT 16747865 LAMA4 16745278 16599506 -2587 16745231 16599506 -2634 16744781 16600069 -3084
Chr19 Normal NT_011255.13 AGGTTGCAGTGACCT 3556541 LOC148056 3559172 3563939 -2631 3559172 3563939 -2631 3559181 3563749 -2640
Chr20 Normal NT_011362.8 GAGTCAGGCCGACCT 4707746 TOP1 4710377 4806042 -2631 4710377 4806042 -2631 4710623 4804852 -2877
Chr6 Normal NT_007592.13 TTGTCAACCTGACCC 24173328 PHF1 24175904 24181380 -2576 24175958 24181380 -2630 24177205 24181039 -3877
Chr19 Normal NT_011255.13 AGGTCGAAGTGAGCT 921718 WDR18 924348 938437 -2630 924348 934556 -2630 924354 934343 -2636
Chr20 Normal NT_011362.8 GGGTCATTACTACCC 8424774 KCNK15 8427403 8432581 -2629 8427403 8432581 -2629 8427467 8432394 -2693
Chr15 Normal NT_010194.15 AGGTTACAGTGACCC 49416467 CRABP1 49419095 49426967 -2628 49419095 49426967 -2628 49419171 49426719 -2704
Chr1 Complement NT_004511.15 AGGTCGCAGTGAGCC 6635704 MGC4796 6633076 6586780 -2628 6633076 6586782 -2628 6608484 6588907 -27220
Chr19 Normal NT_011255.13 TGGTCAATTTGATCC 509951 BSG 511328 523492 -1377 512578 523492 -2627 512635 522577 -2684
Chr4 Normal NT_016354.15 TGGCCAGGCTGACCT 44099072 KIAA1627 44101654 44127204 -2582 44101699 44127204 -2627 44101819 44126586 -2747
Chr5 Complement NT_029289.9 AGATCAACCTGACCA 11750548 DKFZP434C171 11766590 11723550 16042 11747922 11723733 -2626 11726887 11725550 -23661
Chr1 Complement NT_028050.12 TGGTCAATTTGAACT 1059379 LOC348365 1056753 1050582 -2626 1056753 1050582 -2626 1056744 1050710 -2635
Chr9 Complement NT_008470.15 AGTTCAGCCTGACCA 23552298 LOC352759 23549674 23362586 -2624 23549674 23362586 -2624 23549674 23362586 -2624
Chr10 Complement NT_008705.14 AGGTCACTGTGAACC 15774407 LOC349596 15771785 15750667 -2622 15771785 15750667 -2622 15771785 15750667 -2622
Chr10 Normal NT_024040.14 GGGTCCTCATGACCA 875185 LOC338548 877805 894040 -2620 877805 894040 -2620 877863 878906 -2678
Chr4 Complement NT_016354.15 AGGTCACAAGGACCT 44255003 SEC24D 44254951 44139108 -52 44252383 44139108 -2620 44249980 44139799 -5023
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1760945 LOC351012 1763563 1803016 -2618 1763563 1803016 -2618 1789323 1797633 -28378
Chr6 Complement NT_025741.12 GGCTCACTGCGACCT 44043354 LOC134615 44040737 44040004 -2617 44040737 44040004 -2617 44040737 44040004 -2617
Chr3 Complement NT_005612.13 TGGTCACAATGCCCC 64970310 LOC344767 64967694 64951354 -2616 64967694 64951354 -2616 64967694 64951354 -2616
Chr11 Complement NT_033899.5 TGTTCACAGTGACCC 32102676 LOC283167 32100062 32094384 -2614 32100062 32094384 -2614 32099713 32099411 -2963
Chr17 Normal NT_010641.13 AGGTCACAGTGAGCC 7410952 LLGL2 7413565 7463047 -2613 7413565 7463047 -2613 7431266 7462745 -20314
Chr9 Complement NT_024000.15 AGGTGACCTTGACCA 12165 LOC206962 9553 7435 -2612 9553 7435 -2612 9245 7543 -2920
Chr17 Normal NT_010718.13 AGGTCATGCAGACCC 11406032 MYCD 11408643 11506098 -2611 11408643 11506098 -2611 11408643 11506098 -2611
Chr5 Normal NT_034772.4 GGGTCAGTGTGACAG 21200637 HSD17B4 21203189 21293048 -2552 21203246 21293045 -2609 21203292 21292710 -2655
Chr19 Normal NT_011295.10 GGGTCACAGGGACCC 4162526 JUNB 4165112 4166931 -2586 4165135 4166931 -2609 4165388 4166431 -2862
Chr2 Complement NT_022327.12 GGGGCAGGTTGACCA 756609 LOC344074 754000 719595 -2609 754000 719595 -2609 754000 719595 -2609
Chr5 Complement NT_006713.13 AGGTCAACATGGCCT 8525816 LOC345777 8523208 8499193 -2608 8523208 8499193 -2608 8523208 8499193 -2608
Chr14 Normal NT_026437.10 TGGTCAGTGTGACCA 41705868 PRKCH 41708476 41937731 -2608 41708476 41937731 -2608 41708861 41936590 -2993
Chr3 Normal NT_005612.13 GGGTCAGTTTGAGCA 21366417 LOC254937 21369022 21394127 -2605 21369022 21394127 -2605 21369040 21394127 -2623
Chr14 Normal NT_026437.10 AGGTCATGATGACCT 36898506 LOC283557 36901110 36938066 -2604 36901110 36938066 -2604 36901233 36936258 -2727
Chr2 Normal NT_034485.4 GGGTCACTGCAACCT 440762 LOC339740 442156 451218 -1394 443365 451218 -2603 443374 443778 -2612
Chr3 Complement NT_005927.15 GGGTCATGTCCACCT 10681162 ATP2B2 10678562 10298538 -2600 10678562 10298538 -2600 10420073 10299344 -261089
Chr5 Complement NT_023133.11 TGGTCAGGCTGATCT 1348277 HAVCR2 1345725 1322401 -2552 1345677 1322401 -2600 1345552 1323671 -2725
Chr4 Complement NT_006081.15 GGGTGGACCTGACCC 664906 LOC339990 662306 661150 -2600 662306 661150 -2600 661960 661664 -2946
Chr10 Complement NT_008583.15 TGGTCAGGCTGGCCT 20460183 MGC34695 20457644 20448887 -2539 20457584 20450117 -2599 20457466 20454820 -2717
Chr1 Normal NT_004610.15 GGGTCACTGCAACCT 3179834 CDC42 3182411 3222685 -2577 3182432 3222685 -2598 3208222 3221260 -28388
Chr1 Normal NT_004559.10 AGGTCGCAGTGAGCT 1838737 GUK1 1841103 1849969 -2366 1841335 1849962 -2598 1846532 1849716 -7795
Chr11 Complement NT_033927.5 GGGCCGCCCTGACCT 6119201 WNT11 6120832 6096399 1631 6116603 6096399 -2598 6116480 6097138 -2721
Chr8 Complement NT_008183.16 TGCTCACACTGACCC 18037935 LOC346980 18035338 17939641 -2597 18035338 17939641 -2597 18035338 17939641 -2597
Chr20 Normal NT_011387.8 AGGTCATCGTGCCCA 2989670 OXT 2992266 2993162 -2596 2992266 2993162 -2596 2992302 2993064 -2632
Chr3 Complement NT_022517.15 ACGTCATGCTGACCA 1348579 LOC344642 1345984 1253996 -2595 1345984 1253996 -2595 1345984 1253996 -2595
Chr19 Complement NT_077812.1 AGGTTGCAGTGACCT 979828 8D6A 977580 971007 -2248 977235 971017 -2593 977170 971343 -2658
Chr10 Normal NT_030059.10 TGGTCCCCCCGACCT 20731661 HIF1AN 20727641 20748313 4020 20734254 20748313 -2593 20734274 20746452 -2613
Chr9 Normal NT_008413.15 AGGTCAGTTGGACCT 6024607 LOC347178 6027200 6190009 -2593 6027200 6190009 -2593 6027200 6190009 -2593
Chr18 Normal NT_025028.13 GGGTCATCCCTACCC 2602555 MGC33608 2605148 2606707 -2593 2605148 2606707 -2593 2605408 2605961 -2853
Chr2 Normal NT_022184.12 TGGCCATACTGACCT 10270544 EHD3 10272879 10307193 -2335 10273136 10307193 -2592 10273421 10305503 -2877
ChrX Complement NT_011630.13 GGGTCAGAGTGAGCA 3868261 LOC286430 3865669 3862584 -2592 3865669 3862584 -2592 3864654 3863770 -3607
Chr19 Normal NT_011255.13 GGGTCAAGGCGGCCC 5627775 RPL36 5621020 5631884 6755 5630367 5631676 -2592 5630519 5631632 -2744
Chr11 Complement NT_009237.15 GGGTCATGGTGACTT 32502689 LOC283271 32500099 32497664 -2590 32500099 32497664 -2590 32500089 32499727 -2600
Chr15 Complement NT_010194.15 AGGCCAGCCTGACCA 14594937 TP53BP1 14592347 14489018 -2590 14592347 14489018 -2590 14574269 14489192 -20668
Chr15 Complement NT_010274.15 GGCTCACTGCGACCT 4732940 RLBP1 4730509 4718628 -2431 4730351 4718628 -2589 4727733 4719043 -5207
Chr21 Normal NT_011512.8 GGGTCAAATTTACCC 23165276 CBR3 23167658 23179249 -2382 23167862 23179249 -2586 23167886 23179205 -2610
Chr2 Complement NT_077407.2 AGGTTGCAGTGACCC 79282 FLJ38359 77906 68620 -1376 76697 68620 -2585 76688 76285 -2594
Chr8 Complement NT_008127.14 TGGGCAGCCTGACCT 173430 LOC340422 170847 165576 -2583 170847 165576 -2583 170847 165576 -2583
Chr1 Normal NT_004836.14 AGATCAGCCTGACCA 983950 LOC343508 986533 1019031 -2583 986533 1019031 -2583 986533 1019031 -2583
Chr8 Normal NT_008183.16 GGGACACTCTGACCC 18862856 LOC346982 18865439 18876759 -2583 18865439 18876759 -2583 18865439 18876759 -2583
Chr15 Normal NT_010274.15 CTGTCAGTGTGACCC 488156 PDE8A 489271 647897 -1115 490739 646790 -2583 490921 646661 -2765
Chr21 Complement NT_011512.8 GGGTCAAGTAGACCC 9521588 LOC254665 9519006 9471771 -2582 9519006 9471771 -2582 9519006 9471771 -2582
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1760981 LOC351012 1763563 1803016 -2582 1763563 1803016 -2582 1789323 1797633 -28342
Chr16 Complement NT_037887.3 AGCTCATCTTGACCC 1913043 LOC342460 1910464 1901592 -2579 1910464 1901592 -2579 1910464 1901592 -2579
ChrX Complement NT_011786.13 GGGTCACCCTGGCCC 7923433 LOC51270 7920855 7919176 -2578 7920855 7919176 -2578 7920586 7919549 -2847
Chr16 Normal NT_010498.13 AGGTCTTTATGACCT 4234443 MMP2 4147530 4264502 86913 4237021 4264069 -2578 4237310 4263272 -2867
Chr19 Complement NT_011295.10 TGGGCAACTTGACCT 1756555 TYK2 1754124 1724007 -2431 1753978 1724007 -2577 1751884 1724312 -4671
Chr13 Complement NT_027140.5 AGATCAGCCTGACCA 1508299 GRTP1 1514449 1474522 6150 1505723 1475166 -2576 1505722 1475868 -2577
Chr21 Normal NT_011515.10 GGCTCAACATGACCC 2828205 COL6A2 2830749 2865499 -2544 2830780 2865499 -2575 2844129 2865204 -15924
Chr16 Normal NT_024812.10 AGGTTGCAGTGACCT 1230458 MVP 1228837 1260597 1621 1233032 1260585 -2574 1243115 1260554 -12657
Chr1 Normal NT_077984.1 TGGTCAGGCTGATCT 501 PRKCZ 3075 44253 -2574 3075 44253 -2574 3075 43875 -2574
Chr1 Normal NT_032962.4 TGGGCAATGTGACCC 3078024 XP5 3080598 3081870 -2574 3080598 3081870 -2574 3081316 3081648 -3292
Chr16 Normal NT_024812.10 AGGTTGCAGTGACCT 1230458 MVP 1228837 1260597 1621 1233031 1260585 -2573 1243115 1260554 -12657



Chr12 Complement NT_009775.13 GGGGCATCCTGACCC 3193562 KIAA0682 3191028 3041426 -2534 3190990 3041426 -2572 3190911 3047908 -2651
Chr21 Complement NT_011512.8 TGATCACAGTGACCT 15922134 N6AMT1 15919563 15906399 -2571 15919563 15910345 -2571 15919537 15910577 -2597
Chr8 Normal NT_008046.13 TGGTCAGGGTGACGC 8947747 LOC203107 8950317 8975484 -2570 8950317 8975484 -2570 8950400 8974934 -2653
Chr9 Normal NT_008470.15 AGGTCAGACTGACTG 28798934 LOC340454 28801504 28833438 -2570 28801504 28833438 -2570 28801504 28833438 -2570
Chr14 Complement NT_026437.10 AGGTCATGGTGGCCC 4114101 LOC341815 4111531 4049590 -2570 4111531 4049590 -2570 4111531 4049590 -2570
Chr3 Complement NT_022642.6 GAGTCAAGTTGACCC 127222 LOC348786 124653 79248 -2569 124653 79248 -2569 124297 80578 -2925
Chr17 Complement NT_010718.13 AGGCCAGCCTGACCA 3119236 UBE2G1 3116823 3021020 -2413 3116667 3021020 -2569 3116501 3033020 -2735
ChrX Normal NT_011568.12 AGATCAGCCTGACCA 10047281 ZNF157 10049850 10093572 -2569 10049850 10093262 -2569 10049936 10092861 -2655
Chr6 Complement NT_007592.13 AGGTCACAATGACTT 31968619 FLJ13693 31966051 31955355 -2568 31966051 31955355 -2568 31966050 31957292 -2569
Chr12 Complement NT_009775.13 GGGGCATCCTGACCC 3193562 KIAA0682 3191028 3041426 -2534 3190995 3046742 -2567 3190911 3047908 -2651
Chr3 Complement NT_005612.13 GGGTCCCAATGACCA 14710010 KIAA1524 14707444 14667874 -2566 14707444 14668559 -2566 14707376 14669151 -2634
Chr1 Complement NT_004483.15 GGGTCACAATGACAA 3273901 LOC343300 3271335 3233017 -2566 3271335 3233017 -2566 3271335 3233017 -2566
Chr14 Normal NT_026437.10 GGGTCAGGCTGTCCC 83922949 LOC350105 83925515 83939601 -2566 83925515 83939601 -2566 83925515 83939601 -2566
Chr7 Normal NT_007914.12 GGGTCATCTCCACCC 10020571 LOC155063 10023134 10024175 -2563 10023134 10024175 -2563 10023476 10023978 -2905
Chr20 Complement NT_011362.8 GGCTCACAGTGACCT 22928792 LOC350941 22926229 22906484 -2563 22926229 22906484 -2563 22926229 22906484 -2563
Chr2 Normal NT_005334.13 GGGTCACTTCAACCT 7294088 LOC344364 7296650 7305893 -2562 7296650 7305893 -2562 7296650 7305893 -2562
Chr2 Normal NT_022184.12 AGGGCAGCGCGACCT 17119274 LOC344384 17121833 17159450 -2559 17121833 17159450 -2559 17121833 17159450 -2559
Chr5 Complement NT_023133.11 AGGTCAGCGCCACCC 21639752 LOC345456 21637193 21636780 -2559 21637193 21636780 -2559 21637193 21636780 -2559
Chr5 Complement NT_023089.13 GGGTCACTACCACCC 678718 p25 676204 642716 -2514 676159 643629 -2559 660913 647955 -17805
Chr16 Normal NT_037887.3 GGGTCACTGCAACCT 268070 ARHGDIG 270607 273701 -2537 270628 273701 -2558 270682 272815 -2612
Chr1 Complement NT_077920.1 AGGTCTGTCTGACCC 105438 FLJ33962 102880 88091 -2558 102880 88339 -2558 99289 88822 -6149
Chr13 Complement NT_009799.12 CGGGCACGGTGACCC 729110 LOC338868 726552 716206 -2558 726552 716206 -2558 726552 716206 -2558
Chr9 Normal NT_008470.15 GGGTCACTCCCACCC 27344198 LOC286203 27346755 27347561 -2557 27346755 27347561 -2557 27346773 27347138 -2575
Chr1 Complement NT_077920.1 CGGTCACCCTGTCCT 391910 LOC284726 389354 388474 -2556 389354 388474 -2556 389260 388940 -2650
Chr19 Normal NT_011295.10 GGGTCACTCCCACCC 1384171 RDH8 1386727 1395756 -2556 1386727 1395756 -2556 1386976 1395227 -2805
Chr1 Normal NT_004668.15 GTGTCACCATGACCA 2361347 LOC339403 2363902 2368727 -2555 2363902 2368727 -2555 2363902 2368727 -2555
Chr11 Normal NT_009237.15 GGGTCACTGCAACCT 38682688 MADD 38684518 38745141 -1830 38685243 38745141 -2555 38689025 38744260 -6337
Chr3 Complement NT_005612.13 AGGTAACAATGACCT 14877839 RETNLB 14875284 14872967 -2555 14875284 14872967 -2555 14875186 14873779 -2653
Chr14 Complement NT_026437.10 TGGTGAGGCTGACCC 30395828 LOC283551 30394276 30368468 -1552 30393275 30378311 -2553 30392555 30392040 -3273
Chr19 Normal NT_011109.15 AGGTTGCAGTGACCT 29017410 LOC284302 29019963 29027056 -2553 29019963 29027056 -2553 29019963 29027056 -2553
Chr10 Complement NT_030059.10 AGGTTGCACTGACCC 23597333 MGC14697 23594807 23587309 -2526 23594781 23587372 -2552 23590772 23590509 -6561
Chr5 Normal NT_023148.11 AGGTCACAAAGACCT 3378371 RHOBTB3 3367208 3444677 11163 3380923 3444677 -2552 3381258 3442749 -2887
Chr5 Complement NT_029289.9 CTGTCAATGTGACCT 2275678 LOC345531 2273128 2258076 -2550 2273128 2258076 -2550 2273128 2258076 -2550
Chr1 Complement NT_019273.15 AGGTCATAAAGACCT 3834070 LOC284468 3831522 3830558 -2548 3831522 3830558 -2548 3831201 3830692 -2869
Chr19 Complement NT_011109.15 GGGTCTCTTTGACCT 24232426 SIGLEC8 24229879 24222453 -2547 24229879 24222453 -2547 24229831 24225612 -2595
Chr2 Complement NT_005403.13 GGGTCACTGCCACCT 78698967 LOC129374 78696421 78671978 -2546 78696421 78671978 -2546 78696421 78671978 -2546
Chr10 Normal NT_077569.2 AGGTCACCTCGACAT 7927741 LOC340836 7930285 7934928 -2544 7930285 7934928 -2544 7930285 7934928 -2544
Chr6 Complement NT_007592.13 GGGTCACACTGCCCT 32962228 GUCA1B 32959803 32949243 -2425 32959685 32949680 -2543 32959685 32949680 -2543
Chr10 Complement NT_017696.14 TGGTCAACGTGGCCT 191190 MGC35285 191397 169275 207 188648 169275 -2542 185531 169829 -5659
Chr12 Normal NT_009714.15 TGGTCAGGCTGATCT 2578760 LLT1 2580296 2608125 -1536 2581299 2606698 -2539 2581305 2606444 -2545
Chr2 Normal NT_005416.10 AGGTCATAGTGCCCC 1618800 LOC351381 1621339 1651593 -2539 1621339 1651593 -2539 1621339 1651593 -2539
Chr4 Normal NT_016354.15 CTGTCAGCATGACCC 35326644 EGF 35329180 35428549 -2536 35329180 35428549 -2536 35329622 35427741 -2978
Chr6 Normal NT_034880.2 TGGTCAAAGTGATCC 5902862 LOC345988 5905398 5914094 -2536 5905398 5914094 -2536 5905398 5914094 -2536
Chr14 Normal NT_026437.10 AGGTCAGCACGGCCT 823600 LOC123102 826134 830135 -2534 826134 830135 -2534 826134 830135 -2534
Chr5 Complement NT_023089.13 GGGTCAATGTGACTT 678693 p25 676204 642716 -2489 676159 643629 -2534 660913 647955 -17780
Chr1 Normal NT_004321.15 GGCTCACTGCGACCT 1078279 DFFB 1080619 1108765 -2340 1080811 1108765 -2532 1080942 1107079 -2663
Chr6 Normal NT_034880.2 AGATCAGCCTGACCA 3793172 LOC340158 3795703 3799471 -2531 3795703 3799471 -2531 3798177 3798470 -5005
Chr19 Normal NT_011255.13 GGGTCAAGGCGGCCC 5627775 RPL36 5621020 5631884 6755 5630306 5631676 -2531 5630519 5631632 -2744
Chr8 Normal NT_037704.3 TGGTCAGGATGGCCT 151499 LOC203054 133353 155014 18146 154028 155014 -2529 154075 154852 -2576
Chr1 Normal NT_004487.15 AGGTCAGGGTGACTA 5144039 LOC350743 5146568 5283946 -2529 5146568 5283946 -2529 5146568 5283946 -2529
Chr1 Complement NT_077386.2 GGGTCACACTCACCA 5034050 SLC2A1 5031608 4998539 -2442 5031521 4998539 -2529 5031342 4999732 -2708
Chr19 Complement NT_011109.15 AGGTGAGCATGACCT 17131546 ZNF228 17129017 17098928 -2529 17129017 17098928 -2529 17115638 17099795 -15908
Chr22 Normal NT_011520.9 AGGTCGCAGTGAGCC 15904817 LOC348628 15907345 15918602 -2528 15907345 15918602 -2528 15907345 15918602 -2528
Chr22 Complement NT_019197.3 GGGTCTCACTGACCC 286324 MAPK11 283797 277134 -2527 283797 277134 -2527 283712 278368 -2612
Chr1 Normal NT_077967.1 TGGTGAACATGACCT 15735 LOC350879 18261 109304 -2526 18261 109304 -2526 18261 109304 -2526
Chr1 Complement NT_004536.14 GGGTGGTCTTGACCT 731641 TFB2M 729115 703418 -2526 729115 703418 -2526 728992 703885 -2649
Chr20 Normal NT_011362.8 AAGTCGGAGTGACCT 8394274 WISP2 8396478 8409366 -2204 8396800 8409366 -2526 8396947 8408863 -2673
Chr20 Complement NT_011387.8 TGGTGAAACTGACCT 7933404 DJ971N18 7940476 7898019 7072 7930879 7901630 -2525 7916717 7902898 -16687
Chr17 Normal NT_010663.13 AGGTTGCAGTGACCC 582096 FLJ23825 584621 608565 -2525 584621 608565 -2525 594566 608518 -12470
Chr20 Normal NT_011333.5 AGGTGAGGCTGACCA 161912 C20orf20 164388 168574 -2476 164436 168574 -2524 164507 167626 -2595
Chr15 Normal NT_010194.15 GTGTCAACTTGACCA 35466900 TRIP4 35469392 35536872 -2492 35469424 35536872 -2524 35469435 35536635 -2535
Chr22 Complement NT_011520.9 TGGTCAGGCTGATCT 20569707 HSC3 20567184 20564607 -2523 20567184 20564607 -2523 20567052 20566123 -2655
Chr16 Complement NT_010393.13 AGGTCTGCATGACCG 8475649 LOC283824 8473126 8469611 -2523 8473126 8469611 -2523 0 0 -8475649
Chr5 Normal NT_034772.4 AGGTCGCAGTGAGCC 40213681 EGR1 40216203 40220025 -2522 40216203 40220025 -2522 40216472 40218791 -2791
Chr15 Complement NT_010194.15 GGGTGATTCTGACCA 3452466 LOC350124 3449944 3434604 -2522 3449944 3434604 -2522 3449944 3434604 -2522
Chr4 Normal NT_016354.15 AGGTCACAAAGACCA 3668686 FLJ14927 3671126 3735515 -2440 3671207 3735515 -2521 3683199 3735295 -14513
Chr11 Complement NT_035086.3 GGGTCTCCCTGACCG 168347 LOC340968 165826 149297 -2521 165826 149297 -2521 165826 149297 -2521
Chr16 Normal NT_037887.3 GGGTCTGGGTGACCC 792734 LOC342454 795255 803862 -2521 795255 803862 -2521 795343 803862 -2609
Chr20 Complement NT_011387.8 TGATCATGTTGACCT 3091727 ProSAPiP1 3094198 3083273 2471 3089207 3083273 -2520 3087809 3085100 -3918
Chr9 Normal NT_008413.15 AGGACACTGCGACCT 35779888 NPR2 35782153 35799729 -2265 35782407 35799710 -2519 35782407 35799443 -2519
Chr4 Normal NT_006081.15 CAGTCAGTGTGACCT 419998 RGS12 420547 546304 -549 422517 538057 -2519 422571 537372 -2573
Chr6 Complement NT_025741.12 AGGTCGCAGTGAGCT 3969506 MGC2817 3967109 3896809 -2397 3966988 3897995 -2518 3966705 3898497 -2801
Chr2 Normal NT_022184.12 GGGTCATAGTGACAG 6115351 EMILIN 6117443 6125196 -2092 6117867 6125196 -2516 6117867 6124816 -2516
Chr20 Complement NT_028392.4 TGTTCAAGGTGACCC 3712845 GSS 3710372 3683005 -2473 3710329 3683009 -2516 3706423 3683399 -6422
Chr1 Complement NT_004559.10 AGGTCACCGTGAACA 2161408 HIST3H2A 2158892 2158000 -2516 2158892 2158000 -2516 2158836 2158444 -2572
Chr4 Complement NT_022792.15 CGGTCACTGTGAACT 16216460 LOC345117 16213945 16181670 -2515 16213945 16181670 -2515 16213945 16181670 -2515
Chr4 Normal NT_022778.13 AGGTCAGCATGATCT 3884131 LOC285427 3886645 3889588 -2514 3886645 3889588 -2514 3886741 3887781 -2610
Chr7 Normal NT_007914.12 AGCTCACTGCGACCT 12978856 LOC254480 12981369 12989593 -2513 12981369 12989593 -2513 12981369 12989593 -2513
ChrX Complement NT_077819.2 AGATCAACCTGACCA 3188062 RPL39 3185549 3180412 -2513 3185549 3180412 -2513 3185482 3180590 -2580
ChrX Normal NT_011726.10 AGGTCACCCTGACTG 2608385 ZNF185 2610898 2666248 -2513 2610898 2666248 -2513 2610938 2663318 -2553
Chr13 Complement NT_009952.13 TGGTCAAGATAACCT 17292645 LOC341599 17290133 17135573 -2512 17290133 17135573 -2512 17289954 17135573 -2691
Chr6 Normal NT_007592.13 TGGTCAGGCTGGCCT 17012300 HIST1H1E 17014810 17015594 -2510 17014810 17015594 -2510 17014870 17015529 -2570
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761053 LOC351012 1763563 1803016 -2510 1763563 1803016 -2510 1789323 1797633 -28270
Chr22 Complement NT_011519.10 TGGACAAGGTGACCT 2286821 DGCR14 2284312 2273565 -2509 2284312 2273602 -2509 2284303 2273859 -2518
Chr18 Complement NT_010966.13 AGGTTGCAGTGACCT 30554204 LOC350555 30551695 30493553 -2509 30551695 30493553 -2509 30551695 30493553 -2509
Chr14 Complement NT_026437.10 AGGTCACAAAGACCT 50806310 SYNJ2BP 50803841 50758915 -2469 50803803 50758915 -2507 50803721 50759749 -2589
Chr16 Normal NT_037887.3 GTGTCACGGTGACCC 164173 HBA1 166679 167520 -2506 166679 167520 -2506 166716 167410 -2543
Chr1 Complement NT_077983.1 GGGTCAGGGTGGCCT 17751 LOC348523 15245 13568 -2506 15245 13568 -2506 15242 13859 -2509
Chr11 Normal NT_033899.5 AGATCAGCCTGACCA 20591071 CGI-40 20593576 20613012 -2505 20593576 20611839 -2505 20593659 20610347 -2588
Chr6 Complement NT_025741.12 AGGTCACTCTCACCC 38316071 LOC134875 38313566 38279949 -2505 38313566 38279949 -2505 38309936 38279949 -6135
Chr7 Normal NT_007741.12 AGGTTGCAGTGACCC 1965355 DNAJB6 1967419 2048281 -2064 1967859 2048281 -2504 1989416 2046941 -24061
Chr19 Complement NT_011295.10 GGGTCAGCCTGACTT 4065328 LOC199695 4062824 4061577 -2504 4062824 4061577 -2504 4062817 4061684 -2511
Chr1 Complement NT_077920.1 AGCTCAGCCTGACCG 391858 LOC284726 389354 388474 -2504 389354 388474 -2504 389260 388940 -2598



Chr2 Normal NT_022184.12 AGGCCGCTTTGACCC 17119330 LOC344384 17121833 17159450 -2503 17121833 17159450 -2503 17121833 17159450 -2503
Chr3 Normal NT_005927.15 TGCTCACAATGACCC 14587858 LOC351547 14590361 14614237 -2503 14590361 14614237 -2503 14590361 14614237 -2503
Chr11 Normal NT_009237.15 AGGTCAGGGCAACCT 6659123 LOC143409 6661625 6669210 -2502 6661625 6669210 -2502 6661695 6668967 -2572
Chr9 Normal NT_078077.1 GGGTCAGGTCCACCC 7659 LOC349322 10161 11350 -2502 10161 11350 -2502 10376 10825 -2717
Chr1 Complement NT_077915.1 GGGTCAGGGTGGCCT 233558 LOC339456 231057 229375 -2501 231057 229375 -2501 231049 229666 -2509
Chr12 Normal NT_029419.10 GGGTCAGGGTGCCCA 19764357 SHMT2 19766800 19772024 -2443 19766858 19772020 -2501 19766868 19771450 -2511
Chr2 Normal NT_005334.13 GGGTCATGGTGTCCA 7070904 LOC151261 7073404 7098402 -2500 7073404 7098402 -2500 7073693 7098319 -2789
Chr7 Normal NT_078035.1 CAGTCATTTTGACCC 11940 LOC349080 12260 18246 -320 14440 18246 -2500 15624 15896 -3684
Chr15 Complement NT_026446.12 TTGTCACTGTGACCT 2248976 LOC342218 2246477 2148621 -2499 2246477 2148621 -2499 2246477 2148621 -2499
Chr7 Complement NT_007933.12 AGGTCAGGCTGAGCT 23481255 LOC346601 23478756 23358790 -2499 23478756 23358790 -2499 23478756 23358790 -2499
Chr6 Complement NT_007592.13 AGGTCAGAGTTACCA 22687887 NEU1 22685388 22681658 -2499 22685388 22681685 -2499 22685258 22682201 -2629
Chr15 Normal NT_010194.15 CGGTCAAAATCACCC 45070913 PML 45073412 45125507 -2499 45073412 45125507 -2499 45073552 45123747 -2639
Chr7 Normal NT_007758.10 AGCTCATGTTGACCT 12103109 GTF2I 12105280 12208264 -2171 12105607 12164627 -2498 12136705 12206410 -33596
Chr6 Complement NT_033951.3 AGGTCAGAGTTACCA 3279435 NEU1 3276937 3273207 -2498 3276937 3273234 -2498 3276807 3273750 -2628
Chr6 Complement NT_034874.2 AGGTCAGAGTTACCA 3136584 NEU1 3134086 3130356 -2498 3134086 3130383 -2498 3133956 3130899 -2628
Chr19 Normal NT_011109.15 AGATCAGCCTGACCA 26959887 LENG5 26961979 26965711 -2092 26962384 26965711 -2497 26963406 26965647 -3519
Chr2 Normal NT_022184.12 AGGCCAATGTGACCG 51974360 EMX1 51959361 51977425 14999 51976856 51977405 -2496 51976912 51977405 -2552
Chr20 Complement NT_011387.8 AGGTCTTTATGACCT 3586542 GFRA4 3584046 3579939 -2496 3584046 3579939 -2496 3584046 3580556 -2496
Chr9 Complement NT_008470.15 AGGTCACAGTGACCC 32303412 LOC138428 32309787 32298439 6375 32300917 32298439 -2495 32300592 32299014 -2820
Chr1 Normal NT_004487.15 TGGTCCAGATGACCT 11945942 LAMC2 11948410 12021139 -2468 11948436 12007076 -2494 11948525 12005572 -2583
Chr7 Complement NT_007819.13 AGGTCACTCTGGCCA 46745991 TEM6 46913858 46606870 167867 46743498 46606870 -2493 46743443 46609790 -2548
Chr2 Complement NT_005403.13 GGGTCACTCCCACCC 83379553 LOC351379 83377062 83373786 -2491 83377062 83373786 -2491 83377062 83373786 -2491
Chr16 Complement NT_010498.13 TGGTCACTGTGCCCC 14334333 LOC283867 14331843 14038863 -2490 14331843 14038863 -2490 14118761 14039776 -215572
Chr6 Normal NT_007592.13 AGGTCAGGGCCACCT 20352857 LOC285827 20355347 20359494 -2490 20355347 20359494 -2490 20358179 20358460 -5322
Chr6 Normal NT_033951.3 AGGTCAGGGCCACCT 950006 LOC285827 952496 956643 -2490 952496 956643 -2490 955328 955609 -5322
Chr6 Normal NT_034874.2 AGGTCAGGGCCACCT 798107 LOC285827 800597 804744 -2490 800597 804744 -2490 803429 803710 -5322
Chr16 Normal NT_010393.13 GGGCCAGGCCGACCC 14839123 UBPH 14841610 14855487 -2487 14841610 14855486 -2487 14841610 14855129 -2487
Chr21 Complement NT_011512.8 AGGTCACCATGACCA 23095564 C21orf18 23112082 23067235 16518 23093078 23067235 -2486 23091581 23068810 -3983
Chr5 Normal NT_006431.13 GGGTCATGATGACAC 7601695 LOC285665 7604180 7612287 -2485 7604180 7612287 -2485 7611348 7611635 -9653
Chr19 Normal NT_011109.15 AGGCCAGCCTGACCA 21040361 MGC17986 21041546 21059053 -1185 21042844 21059053 -2483 21051247 21058325 -10886
Chr17 Complement NT_078101.1 GGGCCACTGTGACCG 145146 LOC348261 142667 139864 -2479 142667 139864 -2479 140989 140558 -4157
Chr5 Normal NT_023148.11 TGGTGACAGTGACCT 3378444 RHOBTB3 3367208 3444677 11236 3380923 3444677 -2479 3381258 3442749 -2814
Chr20 Complement NT_011387.8 TGGACACTTTGACCT 23344602 NAPB 23342125 23295164 -2477 23342125 23295164 -2477 23342039 23298013 -2563
Chr17 Normal NT_010783.13 GGGTCACCGCAACCT 16813346 LOC350456 16815822 16820127 -2476 16815822 16820127 -2476 16815822 16820127 -2476
Chr5 Complement NT_029289.9 GGGTCACAGTGAGCT 12311213 LOC351867 12308737 12308382 -2476 12308737 12308382 -2476 12308737 12308382 -2476
Chr20 Complement NT_028392.4 AGGTGACAGTGACCT 656942 DUSP15 654524 644962 -2418 654467 644962 -2475 654232 645322 -2710
Chr20 Complement NT_028392.4 AGGTGACAGTGACCT 656942 DUSP15 654524 644962 -2418 654467 644962 -2475 646591 645298 -10351
Chr1 Complement NT_028054.12 AGGTTGCAGTGACCT 709603 KIAA0720 707180 653211 -2423 707128 654242 -2475 706630 654682 -2973
Chr13 Normal NT_024524.12 GGGTCCCGATGACCG 21996919 LOC341678 21999394 22099714 -2475 21999394 22099714 -2475 22018573 22099714 -21654
Chr5 Normal NT_077451.2 TGGTCACAGTGACCT 2248639 MAML1 2251114 2310614 -2475 2251114 2295553 -2475 2251377 2293149 -2738
Chr9 Complement NT_019501.12 GGGTTGTGATGACCC 460863 LOC349229 458389 452541 -2474 458389 452541 -2474 458389 452541 -2474
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761089 LOC351012 1763563 1803016 -2474 1763563 1803016 -2474 1789323 1797633 -28234
Chr18 Complement NT_010966.13 GGGTCACTGCAACCT 26047789 TCEB3L2 26045315 26043675 -2474 26045315 26043675 -2474 26045315 26043675 -2474
Chr17 Normal NT_010641.13 AGATCAGCCTGACCA 6489208 LOC283983 6491680 6495171 -2472 6491680 6495171 -2472 6492832 6493284 -3624
Chr21 Complement NT_011515.10 AGGTCAAAGTGGCCG 3053328 C21orf58 3056527 3033083 3199 3050858 3033156 -2470 3050723 3033426 -2605
Chr16 Normal NT_037887.3 AGGCCAGACTGACCA 222367 DKFZP761D0211 224802 258971 -2435 224835 256119 -2468 244414 255022 -22047
Chr3 Complement NT_005999.15 TGGTCAAGATGACAC 754940 LOC344914 752472 752149 -2468 752472 752149 -2468 752472 752149 -2468
Chr5 Complement NT_034772.4 TGGGCAAGGTGACCT 37303650 LOC345608 37301182 37298066 -2468 37301182 37298066 -2468 37301182 37298066 -2468
Chr3 Normal NT_005825.15 GGCTCACCGCGACCT 5110704 PTPN23 5113109 5145568 -2405 5113172 5145568 -2468 5113224 5145312 -2520
Chr3 Normal NT_005927.15 AGGTCACTGCAACCT 9858707 GL009 9861118 9864875 -2411 9861174 9864367 -2467 9861253 9863907 -2546
ChrX Complement NT_011638.11 AGGTGGGCCTGACCT 1612932 LOC286537 1610465 1609553 -2467 1610465 1609553 -2467 1610465 1609553 -2467
Chr4 Complement NT_016354.15 GGCTCACTGCGACCT 7914217 LOC345262 7911751 7910674 -2466 7911751 7910674 -2466 7911751 7910674 -2466
Chr6 Complement NT_025741.12 GGCTCAGGGTGACCA 5487795 DJ467N11 5498697 5125533 10902 5485330 5476441 -2465 5485330 5126719 -2465
Chr19 Normal NT_011295.10 AGATCAGCCTGACCA 11078277 LOC342988 11080742 11084041 -2465 11080742 11084041 -2465 11080742 11084041 -2465
Chr20 Normal NT_011387.8 AGGTCAGCCTGACCG 2989801 OXT 2992266 2993162 -2465 2992266 2993162 -2465 2992302 2993064 -2501
Chr6 Normal NT_007592.13 TGGTCCCACTGACCT 21981337 TCF19 21982886 21991473 -1549 21983801 21987056 -2464 21983801 21987056 -2464
Chr6 Normal NT_033951.3 TGGTCCCACTGACCT 2576047 TCF19 2577588 2586211 -1541 2578511 2581797 -2464 2578511 2581797 -2464
Chr12 Complement NT_078089.1 GGGTCACACCGACAT 300026 FOXN4 297566 287075 -2460 297566 287075 -2460 297509 289080 -2517
Chr4 Normal NT_006216.14 AGGTTGTAGTGACCC 1402071 GPR74 1404531 1520788 -2460 1404531 1520788 -2460 1501319 1520539 -99248
Chr6 Normal NT_034874.2 TGGTCCCACTGACCT 2428190 TCF19 2429735 2438339 -1545 2430650 2433941 -2460 2430650 2433941 -2460
Chr19 Complement NT_011295.10 GGGTCAGAGTGACCA 6217950 LOC126438 6215491 6214562 -2459 6215491 6214562 -2459 6215491 6214562 -2459
Chr5 Normal NT_023089.13 GGGTCAGGCCGACCC 3589378 LOC153146 3591837 3594791 -2459 3591837 3594791 -2459 3593856 3594134 -4478
Chr15 Complement NT_010194.15 GGGTCAAGGTGTCCC 53091831 LOC348106 53089372 53089097 -2459 53089372 53089097 -2459 53089372 53089097 -2459
Chr18 Complement NT_010966.13 GGGTGGGAGTGACCC 24868993 LOC284265 24866536 24863992 -2457 24866536 24863992 -2457 24865338 24864370 -3655
Chr10 Normal NT_008583.15 GGGTCACGAAGACCA 28184449 LOC340781 28186906 28212830 -2457 28186906 28212830 -2457 28186906 28212830 -2457
Chr16 Normal NT_010552.13 GGGTCCCAGTGACCT 1865426 HMOX2 1866138 1901781 -712 1867880 1901781 -2454 1896960 1901191 -31534
Chr10 Normal NT_017696.14 AAGTCATTCTGACCA 1781895 LOC338541 1784349 1786488 -2454 1784349 1786488 -2454 1784979 1785681 -3084
Chr13 Complement NT_024524.12 CGTTCACAATGACCT 20604078 DDX26 20601835 20502493 -2243 20601626 20513856 -2452 20601153 20514380 -2925
ChrX Normal NT_011568.12 GGGTCAGGCTGAGCG 11889680 JM1 11892061 11907101 -2381 11892131 11907100 -2451 11892217 11906842 -2537
Chr6 Complement NT_034880.2 AGGTTGCAGTGACCC 2890700 LOC345974 2888249 2846350 -2451 2888249 2846350 -2451 2888249 2846350 -2451
Chr12 Normal NT_078089.1 AGGTCGCAGTGAGCT 1422490 HSU79274 1424918 1446862 -2428 1424939 1446862 -2449 1425355 1446616 -2865
Chr5 Normal NT_006713.13 GGGTCAAGTTGACTT 6564571 LOC345772 6567019 6661540 -2448 6567019 6661540 -2448 6567019 6661540 -2448
Chr16 Complement NT_010393.13 AGGTCACCACGTCCT 3260089 DKFZP564M182 3257642 3241257 -2447 3257642 3241257 -2447 3257584 3243859 -2505
Chr6 Complement NT_025741.12 TGGTCCTCTTGACCC 20770392 LOC285760 20767948 20765450 -2444 20767948 20765450 -2444 20767114 20766722 -3278
Chr7 Normal NT_007819.13 GGGTCATACTGACTG 45751493 LOC346467 45753937 45848904 -2444 45753937 45848904 -2444 45753937 45848904 -2444
Chr19 Normal NT_011255.13 GGGTCGCGGTGACCC 2723116 THOP1 2725458 2753596 -2342 2725559 2753588 -2443 2725661 2753274 -2545
ChrX Complement NT_011757.12 GGGTCATCCTAACCC 6822627 SH3KBP1 6820186 6464106 -2441 6820186 6467987 -2441 6819895 6469002 -2732
Chr20 Normal NT_028392.4 TGGCCAAGATGACCT 419343 COX4I2 421783 428892 -2440 421783 428892 -2440 422913 428799 -3570
Chr8 Normal NT_077531.2 GAGTCATCCTGACCA 3181389 LOC346704 3183828 3216584 -2439 3183828 3216584 -2439 3183828 3216584 -2439
Chr3 Normal NT_005612.13 TGGTCAACATGGCCT 62670407 LOC351523 62672846 62736156 -2439 62672846 62736156 -2439 62699476 62736156 -29069
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761125 LOC351012 1763563 1803016 -2438 1763563 1803016 -2438 1789323 1797633 -28198
Chr1 Normal NT_028054.12 AGGGCATTGTGACCC 3419487 H6PD 3421922 3452192 -2435 3421922 3452192 -2435 3432053 3451987 -12566
Chr19 Normal NT_011295.10 CGGTGACTCTGACCT 5248430 LOC342977 5250865 5251422 -2435 5250865 5251422 -2435 5250865 5251422 -2435
Chr22 Complement NT_030872.2 GGGTAGGGATGACCC 133141 LOC164729 130707 25959 -2434 130707 25959 -2434 130344 129808 -2797
Chr13 Complement NT_009952.13 AGGTCATGAAGACCT 24659523 ANKRD10 24657092 24620564 -2431 24657092 24620564 -2431 24656957 24621660 -2566
Chr21 Normal NT_030188.2 AGGTCACTGCAACCT 1046649 NDUFV3 1049080 1079098 -2431 1049080 1078535 -2431 1066366 1078457 -19717
Chr17 Complement NT_010641.13 CGGTCATCGTGCCCC 7962796 SRP68 7960484 7926945 -2312 7960365 7926949 -2431 7960330 7927545 -2466
Chr22 Complement NT_011520.9 GGGTCAGAACGCCCT 15353632 MB 15357229 15340640 3597 15351202 15340640 -2430 15351132 15341172 -2500
Chr16 Complement NT_010498.13 GGCTCACAGTGACCT 16694740 PSMB10 16692438 16689965 -2302 16692310 16689965 -2430 16692209 16690020 -2531
Chr11 Complement NT_033903.5 AGGTCGCAGTGAGCC 9140980 LOC283126 9138551 9136402 -2429 9138551 9136402 -2429 9138152 9137844 -2828
Chr6 Complement NT_025741.12 GGCTCAGGGTGACCA 5487795 DJ467N11 5498697 5125533 10902 5485368 5126069 -2427 5485330 5126719 -2465
Chr9 Normal NT_023935.15 AGGTCACAAAGACCT 17948033 LOC340464 17950460 17952360 -2427 17950460 17952360 -2427 17950649 17951185 -2616
Chr12 Normal NT_019546.15 GGGTCAGAGTGCCCC 22157207 LOC347896 22159634 22168624 -2427 22159634 22168624 -2427 22159634 22168624 -2427



Chr3 Normal NT_037565.3 AGCTCACTGCGACCT 2444486 LOC348797 2446913 2449032 -2427 2446913 2449032 -2427 2447698 2447982 -3212
Chr19 Normal NT_011295.10 TGGTCATGGTGATCT 10563384 RFXANK 10565810 10575480 -2426 10565810 10575480 -2426 10567558 10575330 -4174
Chr11 Complement NT_009237.15 AGGTCAACCTGTCCT 35990578 LOC349753 35988154 35962442 -2424 35988154 35962442 -2424 35988154 35962442 -2424
Chr7 Complement NT_007819.13 AGGTCTCAGTGACCT 2060865 LOC285919 2058442 2057130 -2423 2058442 2057130 -2423 2057576 2057268 -3289
Chr10 Normal NT_033985.5 GGGTCAGTTTGTCCC 399709 KIAA0187 400573 449163 -864 402130 449163 -2421 402157 448858 -2448
Chr12 Complement NT_009775.13 GGGTCACACTGAGCC 3635547 TBX5 3633126 3578615 -2421 3633126 3579997 -2421 3626601 3580216 -8946
Chr12 Complement NT_009775.13 GGGTCACACTGAGCC 3635547 TBX5 3633126 3578615 -2421 3633126 3579997 -2421 3628582 3590781 -6965
Chr16 Normal NT_010498.13 AGGTCACTGTGGCCA 20111710 CALB2 20114129 20145838 -2419 20114129 20145838 -2419 20114199 20145271 -2489
Chr1 Complement NT_077920.1 GGGTCACCCTTACCC 245108 KIAA1332 242689 137077 -2419 242689 137077 -2419 205653 140905 -39455
ChrX Normal NT_011726.10 GGGTCAGAGTGGCCA 2767982 LOC347434 2770401 2792503 -2419 2770401 2792503 -2419 2770800 2777321 -2818
Chr16 Normal NT_037887.3 AGGCCAGCCCGACCC 2151388 RFWD1 2145709 2168049 5679 2153807 2168049 -2419 2158042 2166499 -6654
Chr11 Complement NT_033903.5 TGGTCAAAGTGACTC 3311307 LOC219967 3308889 3307945 -2418 3308889 3307945 -2418 3308889 3307945 -2418
Chr15 Complement NT_010274.15 GGGTCGTGTTGATCC 5261376 LOC145871 5258959 5257419 -2417 5258959 5257419 -2417 5257990 5257610 -3386
ChrX Complement NT_011786.13 AGGGCATAGTGACCT 8690561 GPC3 8688145 8238252 -2416 8688145 8238252 -2416 8687955 8238631 -2606
Chr17 Complement NT_010641.13 CTGTCATCATGACCT 5202665 CDC42EP4 5200293 5171925 -2372 5200250 5171925 -2415 5174800 5173730 -27865
Chr11 Complement NT_033927.5 TGGTCAGGCTGGCCT 1841113 LOC256568 1838699 1775585 -2414 1838699 1775585 -2414 1833428 1775912 -7685
Chr19 Complement NT_011295.10 AGGTTGCAGTGACCC 903533 LOC342968 901119 898793 -2414 901119 898793 -2414 901119 898793 -2414
Chr2 Complement NT_005334.13 AGGTCACACCGGCCT 7739285 LOC344369 7736871 7720797 -2414 7736871 7720797 -2414 7736871 7720797 -2414
ChrX Complement NT_011786.13 AGGTCATCTCGAGCC 5372583 COVA1 5605708 5325854 233125 5370170 5326371 -2413 5368172 5327784 -4411
Chr19 Complement NT_011109.15 AGGTTGCCATGACCT 13626971 CYP2A6 13624558 13617662 -2413 13624558 13617662 -2413 13624549 13617919 -2422
Chr1 Complement NT_004668.15 TGGTCATCATGAGCC 1284582 KCNN3 1292586 1129749 8004 1282170 1129749 -2412 1282020 1130284 -2562
Chr22 Normal NT_011520.9 AGGCCACCATGACCG 17510598 GCAT 17513009 17521957 -2411 17513009 17521957 -2411 17513029 17521779 -2431
Chr2 Normal NT_022135.13 AGGTCAGAGAGACCT 8894812 PR1 8897222 8902758 -2410 8897222 8902758 -2410 8897222 8902758 -2410
Chr2 Normal NT_022184.12 GGGTCGTCATGACCC 16991130 FLJ32954 16968423 17110213 22707 16993539 17110213 -2409 16993655 17110066 -2525
Chr2 Complement NT_022184.12 TGGTCAAAATGATCC 12964862 LOC344372 12962454 12901504 -2408 12962454 12901504 -2408 12962454 12901504 -2408
Chr19 Complement NT_011255.13 AGGTCGCAGTGAACC 2682434 SLC39A3 2680054 2672525 -2380 2680026 2674525 -2408 2677255 2676938 -5179
Chr22 Complement NT_011520.9 CGGTCAAGCTGACCC 18882135 FLJ23865 18879728 18877692 -2407 18879728 18877692 -2407 18879482 18879096 -2653
Chr16 Normal NT_010393.13 AGGTCACAGTGAGCT 4604195 LOC350253 4606601 4641485 -2406 4606601 4641485 -2406 4606601 4641485 -2406
Chr5 Complement NT_006431.13 GGGACAAGATGACCA 6804108 FLJ35954 6812695 6781217 8587 6801703 6783154 -2405 6799578 6783947 -4530
Chr6 Complement NT_007592.13 GGTTCATTTTGACCC 36453591 LOC352140 36451186 36431018 -2405 36451186 36431018 -2405 36451186 36431018 -2405
Chr15 Complement NT_035325.4 GGTTCACGATGACCC 2384043 LOC339013 2381639 2366156 -2404 2381639 2366156 -2404 2381639 2366156 -2404
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761161 LOC351012 1763563 1803016 -2402 1763563 1803016 -2402 1789323 1797633 -28162
Chr1 Complement NT_004668.15 AGGTCCTTATGACCC 7004064 CD84 7001695 6968196 -2369 7001664 6968196 -2400 7001628 6970447 -2436
Chr4 Complement NT_078017.1 GGGTCAGGATGACTG 115088 FLJ35473 119782 110576 4694 112689 110576 -2399 112689 111642 -2399
Chr17 Complement NT_010755.13 GGCTCACTACGACCT 2529221 SMARCE1 2527858 2506704 -1363 2526822 2507540 -2399 2524776 2507759 -4445
Chr5 Normal NT_023133.11 AGGTCAGCCCTACCC 1503513 CYFIP2 1502649 1629907 864 1505910 1629773 -2397 1521930 1629566 -18417
Chr14 Complement NT_026437.10 TGGTCAGGCTGATCT 19561734 LOC122553 19559775 19537058 -1959 19559338 19539593 -2396 19559338 19539593 -2396
Chr2 Normal NT_022184.12 AGGTCAAAACGGCCT 54687447 MRPL19 54689843 54733782 -2396 54689843 54698788 -2396 54689901 54698342 -2454
Chr9 Normal NT_078083.1 GGCTCACCGCGACCT 126515 LOC352672 128908 136937 -2393 128908 136937 -2393 128908 136937 -2393
Chr16 Normal NT_024812.10 TGGGCAGACTGACCT 5282978 LOC339115 5285370 5285911 -2392 5285370 5285911 -2392 5285370 5285911 -2392
Chr6 Normal NT_007592.13 TGGTCAGGCTGATCT 19757727 LOC346165 19760119 19770288 -2392 19760119 19770288 -2392 19760119 19770288 -2392
Chr6 Normal NT_034874.2 TGGTCAGGCTGATCT 202864 LOC347630 205256 215425 -2392 205256 215425 -2392 205256 215425 -2392
Chr1 Complement NT_004668.15 TGGTCTGTGTGACCT 3777314 LOC350788 3774922 3622719 -2392 3774922 3622719 -2392 3774922 3622719 -2392
Chr20 Normal NT_011387.8 AGGTCAGAACAACCT 2957498 LOC92492 2959890 2962110 -2392 2959890 2962110 -2392 2961096 2961761 -3598
Chr6 Normal NT_007422.12 GGGACAGTCTGACCC 6400504 LOC346075 6402894 6427697 -2390 6402894 6427697 -2390 6402894 6427697 -2390
Chr2 Normal NT_026970.9 GGGACAGTCTGACCA 1545662 LOC285033 1548048 1582187 -2386 1548048 1582187 -2386 1579783 1581444 -34121
Chr19 Complement NT_011109.15 AGGACAAAATGACCG 17850291 ZNF342 17848063 17842977 -2228 17847906 17842977 -2385 17847849 17843077 -2442
Chr1 Normal NT_021937.15 GGGTCGCAGTGAGCC 109108 MGC4399 111456 154764 -2348 111492 154764 -2384 111685 154493 -2577
Chr4 Normal NT_006216.14 TTGTCAGCATGACCC 3735488 EREG 3737870 3761487 -2382 3737870 3761487 -2382 3738036 3757535 -2548
Chr10 Normal NT_030772.8 AGGTCACAGTGAGCC 176600 FLJ32104 178981 197772 -2381 178981 197772 -2381 194439 195461 -17839
Chr3 Normal NT_005999.15 AGGTCACCACCACCC 1426181 NISCH 1428064 1466015 -1883 1428562 1466015 -2381 1428588 1465428 -2407
Chr8 Normal NT_008183.16 AGGCCACTCTGACCC 34484859 MGC22825 34487238 34514296 -2379 34487238 34513631 -2379 34487412 34513329 -2553
Chr16 Complement NT_010542.13 GGGTCAGCCTGACGC 567807 CBFA2T3 601309 499088 33502 565429 499088 -2378 525853 501205 -41954
Chr8 Complement NT_028251.10 CGGTCAGGGAGACCC 2638248 LOC346791 2635870 2409779 -2378 2635870 2409779 -2378 2635870 2409779 -2378
Chr16 Complement NT_037887.3 AGGTCGCAGTGACCT 2128194 PKD1 2125823 2078635 -2371 2125823 2078635 -2371 2125614 2079652 -2580
Chr1 Normal NT_004671.15 AGGTCAGTTTGCCCA 12213283 FLJ10901 12215653 12239847 -2370 12215653 12239847 -2370 12215653 12237741 -2370
Chr17 Complement NT_010783.13 TGGTCAGCCTGCCCT 1204471 MRPL10 1202102 1193837 -2369 1202102 1193837 -2369 1199785 1194770 -4686
Chr4 Complement NT_037622.3 AGGTCAGAGTGACAA 812143 CPLX1 809775 768576 -2368 809775 768576 -2368 808140 770119 -4003
Chr11 Normal NT_033903.5 TGGTCACAGTGGCCC 4381283 LOC219987 4383651 4384595 -2368 4383651 4384595 -2368 4383651 4384595 -2368
Chr6 Complement NT_025741.12 AGCTCAAACTGACCT 36056159 CRSP3 36053792 35999535 -2367 36053792 35999535 -2367 36053618 35999862 -2541
Chr6 Complement NT_007299.12 TGGTCACTGTGAGCT 11795459 MGC10818 11840261 11738766 44802 11793092 11738766 -2367 11772413 11753646 -23046
Chr1 Normal NT_032977.5 TGGTCATACTTACCC 6109472 CPT2 6111838 6129604 -2366 6111838 6129604 -2366 6112353 6129004 -2881
Chr13 Complement NT_024524.12 AGGTAACATTGACCA 45783575 LOC341715 45781209 45741243 -2366 45781209 45741243 -2366 45781209 45741243 -2366
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761197 LOC351012 1763563 1803016 -2366 1763563 1803016 -2366 1789323 1797633 -28126
Chr3 Normal NT_005927.15 GGGTCAACCTGACTA 12257072 PPARG 12258215 12404696 -1143 12259438 12404689 -2366 12350060 12404493 -92988
Chr3 Complement NT_005612.13 AGGTCTTTATGACCA 34771559 RPN1 34769255 34738349 -2304 34769194 34738355 -2365 34769179 34738790 -2380
Chr8 Complement NT_008046.13 AGGTCACTGCAACCT 13058445 STK3 13056123 12685040 -2322 13056082 12685040 -2363 13055941 12686243 -2504
Chr3 Complement NT_005612.13 AGGCCAGACTGACCA 33701179 TPRA40 33716614 33691452 15435 33698816 33691452 -2363 33698525 33691900 -2654
Chr16 Normal NT_010552.13 AGGTTGTGATGACCT 2123399 LOC146562 2125707 2140829 -2308 2125761 2140829 -2362 2127950 2139060 -4551
Chr16 Complement NT_078099.1 CGGTCACCCTGAGCT 341660 LOC283921 339298 335715 -2362 339298 335715 -2362 338179 336182 -3481
Chr12 Complement NT_024477.12 TGGTCAGGCTGATCT 529727 LOC90462 527365 492518 -2362 527365 492518 -2362 516694 496432 -13033
Chr13 Complement NT_024524.12 GGGTGGGAGTGACCC 49856970 LOC349982 49854609 49768353 -2361 49854609 49768353 -2361 49854609 49768353 -2361
Chr17 Complement NT_010748.12 AGGTCATCCTGAGCT 2024768 MAP3K14 2022407 1994562 -2361 2022407 1994562 -2361 2022178 1996070 -2590
Chr15 Complement NT_010194.15 AGGTCGCAGTGAGCC 29978305 FLJ13213 30015389 29960862 37084 29975945 29960862 -2360 29975154 29961809 -3151
Chr8 Normal NT_023666.15 AGGCCAGAATGACCA 149137 XPO7 151496 238409 -2359 151496 237298 -2359 151596 236913 -2459
Chr1 Normal NT_077934.1 TGGTCAGGCTGATCT 711 ZNF364 3069 45804 -2358 3069 45804 -2358 20138 45175 -19427
Chr6 Complement NT_033951.3 AGGTCGCAGTGAGCT 4673226 DAXX 4670936 4666477 -2290 4670869 4666546 -2357 4669845 4666663 -3381
Chr17 Normal NT_010718.13 AGGTCACCCCAACCT 5992385 HSPC002 5994425 6002148 -2040 5994739 5997119 -2354 5994761 5997096 -2376
Chr12 Normal NT_009755.15 GGGTCATCCTGAGCC 5398616 LOC349870 5400970 5423702 -2354 5400970 5423702 -2354 5400970 5423702 -2354
Chr6 Complement NT_007592.13 AGGTCGCAGTGAGCT 24090237 DAXX 24087951 24083496 -2286 24087884 24083563 -2353 24086862 24083680 -3375
Chr22 Normal NT_011519.10 AGGTGACAGTGACCA 2043589 DGCR6 2045886 2051748 -2297 2045942 2051742 -2353 2046038 2051352 -2449
Chr7 Complement NT_007914.12 AAGTCATTCTGACCC 11266710 FLJ39415 11264357 11254486 -2353 11264357 11254486 -2353 11264281 11260146 -2429
Chr15 Complement NT_010274.15 AGGTCACTGCGACCT 134344 LOC90393 132853 130775 -1491 131995 130780 -2349 131518 131186 -2826
Chr20 Normal NT_011387.8 AGGTTGCAGTGACCC 17488440 DSTN 17490697 17528645 -2257 17490785 17528645 -2345 17490854 17527791 -2414
Chr2 Complement NT_005403.13 GGGTCTGGCTGACCG 69685940 ZNF142 69683689 69661976 -2251 69683595 69662018 -2345 69680486 69662396 -5454
Chr3 Complement NT_005962.15 AGCTCACTGCGACCT 18488210 KLHL6 18485940 18417802 -2270 18485871 18417802 -2339 18485871 18422178 -2339
Chr13 Complement NT_024524.12 GGGTCGTCAGGACCC 2785406 LOC341629 2783068 2731537 -2338 2783068 2731537 -2338 2783068 2731537 -2338
Chr16 Normal NT_024812.10 AGATCAGCCTGACCA 233393 A2LP 235672 249872 -2279 235730 249872 -2337 235897 249711 -2504
Chr8 Complement NT_008046.13 GGGTCAGGTGGACCT 49132 LOC340449 46798 23072 -2334 46798 23072 -2334 46185 45229 -2947
Chr19 Normal NT_011255.13 AGGTCGGCCTGTCCT 1306931 MUM-1 1296331 1316946 10600 1309263 1316946 -2332 1310766 1316575 -3835
Chr16 Complement NT_010552.13 AGGTCACCTGGACCC 170523 TCEB2 168360 162478 -2163 168191 163053 -2332 168191 163053 -2332
Chr9 Complement NT_008413.15 AGGCCAGCCTGACCA 37457726 KIAA0354 37455397 37428112 -2329 37455397 37428112 -2329 37432549 37430516 -25177
ChrX Complement NT_078110.1 AGGTCAGGCTGAGCG 57092 LOC349432 54765 52619 -2327 54765 52619 -2327 53813 53379 -3279



Chr8 Complement NT_028251.10 AGGTCACACTGAACA 954789 LOC352430 952463 914575 -2326 952463 914575 -2326 952463 914575 -2326
Chr6 Normal NT_023451.12 AGGTTGTGGTGACCT 5153003 LOC348997 5155328 5256065 -2325 5155328 5256065 -2325 5155450 5255830 -2447
Chr1 Normal NT_004671.15 GGGTCACCCAGACCC 11349429 NR5A2 11351714 11499918 -2285 11351754 11499725 -2325 11351960 11498322 -2531
Chr19 Normal NT_011255.13 AGGTCAGGGCGGCCT 3073908 GNA15 3076053 3103741 -2145 3076230 3103741 -2322 3076449 3103017 -2541
Chr18 Normal NT_010966.13 GGGTCACACTGACAC 27552207 KIAA0427 27554529 27878686 -2322 27554529 27878686 -2322 27635039 27875032 -82832
Chr11 Normal NT_028310.10 CGGTCAATAGGACCT 877271 LOC347818 879593 897903 -2322 879593 897903 -2322 879593 897903 -2322
Chr8 Normal NT_030737.7 AGGTCTTGATGACCA 1967657 NAT2 1969979 1979906 -2322 1969979 1979906 -2322 1978738 1979610 -11081
Chr6 Complement NT_007592.13 GGGTGGGCCTGACCT 15896935 LOC346147 15894614 15893935 -2321 15894614 15893935 -2321 15894614 15893935 -2321
Chr10 Complement NT_008583.15 AGGTCATGTAGACCC 20914123 PRF1 20913663 20908010 -460 20911806 20908957 -2317 20911806 20908957 -2317
Chr2 Complement NT_005416.10 AGGACAACCTGACCC 1003747 FLJ22671 1006236 995445 2489 1001432 995445 -2315 1001336 996467 -2411
Chr11 Complement NT_033903.5 GGGTCATAATGACTC 12718849 LOC219918 12716534 12713063 -2315 12716534 12713063 -2315 12714169 12713543 -4680
Chr9 Normal NT_008470.15 GGCTCACTGCGACCT 32006981 ZNF79 32009296 32030285 -2315 32009296 32030285 -2315 32009702 32030111 -2721
Chr4 Complement NT_016297.14 GGGTCGGGCTGTCCT 5148732 LOC351590 5146418 5146056 -2314 5146418 5146056 -2314 5146418 5146056 -2314
Chr2 Complement NT_022184.12 AGCTCACTGCGACCT 18571188 LOC344389 18568875 18530587 -2313 18568875 18530587 -2313 18568875 18530587 -2313
Chr10 Complement NT_030059.10 GGGTCATGCTGACAC 21188143 MRPL43 21185830 21167800 -2313 21185830 21176137 -2313 21185758 21177568 -2385
Chr6 Normal NT_034880.2 GGGTCACCATGATCA 6526649 LY86 6528936 6595213 -2287 6528961 6595213 -2312 6528967 6594859 -2318
Chr20 Complement NT_011362.8 GGTTCGAGTTGACCT 9388885 WFDC10B 9386573 9366207 -2312 9386573 9366207 -2312 9367546 9366384 -21339
Chr1 Normal NT_028054.12 GGCTCACTGCGACCT 211130 KCNAB2 213439 287582 -2309 213439 287582 -2309 227688 285693 -16558
Chr20 Complement NT_011387.8 TGGCCAGGCTGACCT 5976985 C20orf75 5974677 5961425 -2308 5974677 5961425 -2308 5973445 5961668 -3540
Chr11 Normal NT_033927.5 GAGTCATTGTGACCC 1653673 LOC220071 1655980 1659457 -2307 1655980 1659457 -2307 1658439 1658978 -4766
Chr16 Complement NT_037887.3 GGGTCACACTGAGCT 2002068 LOC90850 1999797 1987657 -2271 1999762 1987657 -2306 1999582 1988234 -2486
Chr6 Normal NT_025741.12 ATGTCAAAGTGACCG 21753844 VGL2 21756150 21764157 -2306 21756150 21764157 -2306 21756356 21763086 -2512
Chr12 Complement NT_009714.15 GGGTCATAATGACTC 1199689 LOC283324 1197384 1193913 -2305 1197384 1193913 -2305 1195098 1194634 -4591
Chr18 Normal NT_010966.13 AGGTCAATGTCACCA 10666474 LOC342703 10668779 10690180 -2305 10668779 10690180 -2305 10668779 10690180 -2305
Chr14 Normal NT_026437.10 TGGTCAATATGAACT 16335288 LOC350022 16337592 16388150 -2304 16337592 16388150 -2304 16337592 16388150 -2304
Chr2 Complement NT_022171.13 GAGTCAGGCTGACCT 2174807 REV1L 2172521 2083438 -2286 2172504 2083438 -2303 2147461 2083728 -27346
Chr14 Complement NT_026437.10 GGCTCACCCTGACCA 15782370 LOC122589 15780068 15771566 -2302 15780068 15771566 -2302 15780068 15771566 -2302
Chr13 Normal NT_024524.12 AGGTCTTTATGACCT 44309072 LOC341714 44311374 44371139 -2302 44311374 44371139 -2302 44311374 44371139 -2302
Chr22 Complement NT_011526.5 GGCTCATTGTGACCT 161137 SCO2 158897 156860 -2240 158835 156860 -2302 157703 156903 -3434
Chr1 Normal NT_004852.15 GGGTCGGCCTGCCCC 3106372 UQCRH 3108569 3121711 -2197 3108674 3121711 -2302 3108705 3121522 -2333
Chr4 Normal NT_037623.3 AGGTCAGATTCACCT 441608 WHSC1 396793 486832 44815 443910 484424 -2302 459795 483538 -18187
Chr2 Complement NT_022184.12 AGTTCAAAGTGACCA 45119280 LOC344445 45116979 45074561 -2301 45116979 45074561 -2301 45116979 45074561 -2301
Chr3 Normal NT_005612.13 GGGTCATTATGATCT 55106611 GYG 55108731 55144955 -2120 55108911 55144955 -2300 55108964 55144256 -2353
Chr20 Complement NT_028392.4 AGGTTGTGGTGACCC 4814677 LOC343707 4812378 4789222 -2299 4812378 4789222 -2299 4812378 4789222 -2299
Chr10 Complement NT_030059.10 GGGTGAGGGTGACCC 21976683 FGF8 21974385 21968445 -2298 21974385 21968445 -2298 21974215 21968644 -2468
Chr2 Normal NT_005403.13 GGCTCACTGTGACCT 69147784 IL8RB 69150082 69161311 -2298 69150082 69161311 -2298 69158861 69159943 -11077
Chr16 Normal NT_010393.13 GGCTCAGGTTGACCC 19603259 LOC112868 19605557 19608291 -2298 19605557 19608291 -2298 19606567 19607001 -3308
Chr14 Complement NT_026437.10 AGGTCCTTGTGACCA 85553296 NUDT14 85550998 85540953 -2298 85550998 85541034 -2298 85550998 85541034 -2298
Chr13 Complement NT_027140.5 AGGGCAGCTTGACCA 1508019 GRTP1 1514449 1474522 6430 1505723 1475166 -2296 1505722 1475868 -2297
Chr19 Complement NT_011255.13 GGGACAGGCTGACCT 6367101 KHSRP 6364805 6353121 -2296 6364805 6353359 -2296 6364712 6354123 -2389
Chr15 Complement NT_010274.15 AGGTCACCATGACAC 2390891 LOC350190 2388597 2380373 -2294 2388597 2380373 -2294 2388597 2380373 -2294
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761269 LOC351012 1763563 1803016 -2294 1763563 1803016 -2294 1789323 1797633 -28054
Chr1 Complement NT_028054.12 AGATCACCCTGACCC 389008 RPL22 396363 372140 7355 386714 373626 -2294 386692 373791 -2316
Chr4 Normal NT_022792.15 AGGTCACTGCAACCT 6701321 SAP30 6703407 6710439 -2086 6703615 6710203 -2294 6703855 6709999 -2534
Chr19 Complement NT_011255.13 GGGCCGGGGTGACCT 4244718 MGC23244 4242428 4232234 -2290 4242428 4232234 -2290 4242382 4232596 -2336
Chr3 Normal NT_005612.13 AGCTCATTGTGACCT 18150558 LOC344805 18152847 18204303 -2289 18152847 18204303 -2289 18184435 18194953 -33877
Chr2 Complement NT_005403.13 GGCTCAGGCTGACCG 20380640 LRP2 20378351 20142958 -2289 20378351 20144199 -2289 20378247 20144512 -2393
Chr12 Complement NT_029419.10 AGGTTGTTGTGACCT 18839579 CS 18837405 18808789 -2174 18837291 18810174 -2288 18837291 18810174 -2288
ChrX Normal NT_033330.5 GGCTCATTGCGACCT 210273 DXYS155E 212532 223450 -2259 212561 223440 -2288 214401 221081 -4128
Chr19 Complement NT_011109.15 GGGTCTTGCTGACCC 4148357 LOC350595 4146069 4110423 -2288 4146069 4110423 -2288 4146069 4110423 -2288
ChrX Complement NT_025965.11 GGGTCAAGGCCACCC 331445 BCAP31 329431 305232 -2014 329159 305235 -2286 327978 305671 -3467
Chr9 Normal NT_024000.15 AGGTCACAAAGACCT 720771 LOC91373 723057 730068 -2286 723057 730068 -2286 723064 728260 -2293
Chr8 Complement NT_023684.15 AGGGCACCGTGACCC 875615 LOC286126 873331 867915 -2284 873331 867915 -2284 873206 872862 -2409
Chr9 Normal NT_078078.1 GGGTCAGGTCCACCC 153461 LOC349328 155744 156934 -2283 155744 156934 -2283 156429 156731 -2968
Chr17 Normal NT_010783.13 TGGCCAGGCTGACCT 18551201 RGS9 18502211 18592481 48990 18553484 18592466 -2283 18554958 18592181 -3757
Chr2 Normal NT_022184.12 TGGTCAGGCTGATCT 5800788 FLJ20555 5803070 5817649 -2282 5803070 5817649 -2282 5803151 5817312 -2363
Chr6 Normal NT_025741.12 GGGACAGAGTGACCA 36318082 LOC345910 36320364 36355143 -2282 36320364 36355143 -2282 36320364 36355143 -2282
Chr16 Normal NT_010498.13 TGGTCAAGGTGAACT 7267861 FLJ21148 7270140 7274263 -2279 7270140 7274263 -2279 7270155 7273646 -2294
Chr14 Complement NT_026437.10 AGGCCAGCCTGACCA 73504468 ITPK1 73502257 73323300 -2211 73502189 73326249 -2279 73501549 73327947 -2919
Chr6 Complement NT_007592.13 GGGTCAGCCTGAACT 43534514 LOC340215 43532235 43520141 -2279 43532235 43520141 -2279 43532235 43520141 -2279
Chr1 Complement NT_004511.15 AGGTCACAGTAACCT 1553473 HPRP8BP 1551214 1514002 -2259 1551196 1514106 -2277 1551183 1514504 -2290
Chr22 Complement NT_011520.9 TGGTCAGGCTGACCT 22472590 LOC284922 22470313 22469309 -2277 22470313 22469309 -2277 22470258 22469722 -2332
Chr4 Normal NT_037623.3 AGGTCGCAGTGAGCC 544403 LOC339982 546622 548599 -2219 546679 548599 -2276 546981 548580 -2578
Chr16 Normal NT_024812.10 TGGTCAAGATGAGCT 2393924 HSD3B7 2396199 2400138 -2275 2396199 2400138 -2275 2396647 2399171 -2723
Chr19 Normal NT_011295.10 TGGCCAACGTGACCT 1661182 ICAM5 1663457 1670255 -2275 1663457 1670255 -2275 1663522 1670094 -2340
Chr7 Normal NT_007758.10 GGGTCACTGTAACCT 4492320 FLJ10900 4494594 4737269 -2274 4494594 4737269 -2274 4494735 4736285 -2415
Chr2 Normal NT_022184.12 GAGTCATTATGACCC 50064863 LOC115131 50067137 50072990 -2274 50067137 50072990 -2274 0 0 50064863
Chr1 Normal NT_021937.15 AGGCCAGCCTGACCA 2736720 TNFRSF1B 2738994 2781210 -2274 2738994 2781210 -2274 2739083 2779011 -2363
Chr3 Normal NT_037565.3 TGGTCAGTTGGACCT 143742 OSR1 146015 235964 -2273 146015 235964 -2273 146357 233371 -2615
Chr2 Normal NT_005403.13 TGGTCAGGCTGGCCT 82059948 LOC257407 82062220 82072985 -2272 82062220 82072985 -2272 82071994 82072329 -12046
Chr10 Complement NT_030059.10 AGGACGAGGTGACCC 19732064 LOC349491 19729794 19721874 -2270 19729794 19721874 -2270 19729794 19721874 -2270
Chr16 Normal NT_010552.13 AGGTCACACCAACCC 211470 LOC350303 213740 220898 -2270 213740 220898 -2270 213740 220898 -2270
ChrX Normal NT_077819.2 AGGTCGCAATGAGCT 2627936 PGRMC1 2630179 2638371 -2243 2630206 2638371 -2270 2630270 2637160 -2334
Chr10 Normal NT_030059.10 AAGTCAGGCTGACCT 7855937 PAPSS2 7858176 7944894 -2239 7858206 7944364 -2269 7858287 7944275 -2350
Chr11 Normal NT_033903.5 AGGTCGAGGAGACCT 10127690 POLA2 10129762 10165784 -2072 10129958 10165613 -2268 10130290 10165266 -2600
Chr1 Complement NT_004668.15 GGCTCACTGCGACCT 2720117 MGC31963 2717850 2714886 -2267 2717850 2714886 -2267 2717837 2715236 -2280
Chr17 Complement NT_010783.13 AGGTTGCAGTGACCC 1410617 COPZ2 1408351 1396735 -2266 1408351 1396735 -2266 1408338 1396993 -2279
Chr2 Normal NT_005416.10 AGGTCAAGGTAACCT 1095866 LOC285188 1098131 1102707 -2265 1098131 1102707 -2265 1098136 1102478 -2270
Chr9 Complement NT_024000.15 TGGTAAACCTGACCC 21449 CARD9 19190 9488 -2259 19187 9488 -2262 17609 9656 -3840
Chr3 Normal NT_005825.15 AGGGCACCATGACCC 4137747 CCRL2 4139316 4141650 -1569 4140009 4141650 -2262 4140208 4141242 -2461
Chr1 Normal NT_034410.4 GGGTCACTGCAACCT 163186 LAX 161062 172042 2124 165447 172042 -2261 167205 170490 -4019
Chr17 Complement NT_010718.13 AGCTCACTGCGACCT 402493 RILP 400283 396341 -2210 400233 396341 -2260 399989 396627 -2504
Chr9 Complement NT_024000.15 TGGTAAACCTGACCC 21449 CARD9 19190 9488 -2259 19190 9488 -2259 17609 9656 -3840
Chr15 Complement NT_010194.15 AGGTCTCTCTGACCT 34465664 CA12 34463906 34406278 -1758 34463406 34406278 -2258 34463291 34407856 -2373
Chr7 Normal NT_007933.12 AGGGCACACTGACCG 1167627 LOC285979 1169885 1171929 -2258 1169885 1171929 -2258 1171004 1171294 -3377
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761305 LOC351012 1763563 1803016 -2258 1763563 1803016 -2258 1789323 1797633 -28018
Chr3 Normal NT_005999.15 GGGGCGCAGTGACCT 680252 GRM2 680616 692133 -364 682508 691638 -2256 682510 691638 -2258
Chr7 Complement NT_007819.13 AGCTCACTGTGACCT 1732480 LOC221924 1730225 1729156 -2255 1730225 1729156 -2255 1730225 1729156 -2255
Chr3 Normal NT_005962.15 GGGTCACAGAGACCA 21828070 LOC285384 21830325 21830843 -2255 21830325 21830843 -2255 21830450 21830809 -2380
Chr15 Normal NT_010194.15 GGGTCCCAGTGACCT 46100078 MDS018 46102329 46129464 -2251 46102332 46129464 -2254 46107058 46127974 -6980
Chr11 Complement NT_033899.5 AGGTCATTGTGAGCG 22798298 USP2 22796100 22769605 -2198 22796044 22770632 -2254 22778384 22771224 -19914
Chr16 Normal NT_037887.3 GGGGCAGGGTGACCG 1219262 LOC348206 1221513 1221950 -2251 1221513 1221950 -2251 1221513 1221950 -2251
Chr1 Normal NT_037485.3 CAGTCAGAGTGACCC 1824351 LOC350725 1826602 1830338 -2251 1826602 1830338 -2251 1826602 1830338 -2251



Chr3 Complement NT_005825.15 GAGTCAAGGTGACCA 1100390 LOC351528 1098139 1086678 -2251 1098139 1086678 -2251 1098131 1086678 -2259
Chr1 Complement NT_004350.15 AGGTCACGGTGGCCT 86720 LOC339461 84507 82810 -2213 84470 82810 -2250 84306 83931 -2414
Chr2 Normal NT_005058.13 TGGTCAAGATGAGCC 234895 LOC351228 237145 282916 -2250 237145 282916 -2250 280944 281354 -46049
Chr9 Complement NT_008470.15 GGGTCACTGCAACCT 32464825 AK1 32462657 32451304 -2168 32462576 32451304 -2249 32459531 32452922 -5294
Chr18 Normal NT_025028.13 TGGTCAAAGTGGCCT 284457 RAB27B 286572 351396 -2115 286704 348073 -2247 335681 347508 -51224
Chr6 Normal NT_007422.12 CGGTCATGGTGACCC 9821355 CCR6 9823598 9840525 -2243 9823600 9840525 -2245 9836964 9838184 -15609
Chr3 Complement NT_005612.13 GGGTGGGTCTGACCT 54286864 LOC344741 54284619 54284056 -2245 54284619 54284056 -2245 54284619 54284056 -2245
Chr6 Normal NT_007422.12 CGGTCATGGTGACCC 9821355 CCR6 9823598 9840525 -2243 9823598 9840525 -2243 9836964 9838184 -15609
Chr15 Normal NT_010194.15 AGGTCAGCTCCACCC 36124840 LOC123264 36127080 36135106 -2240 36127080 36135106 -2240 36131715 36134874 -6875
Chr9 Complement NT_078070.1 AGGTCAGACAGACCT 338547 LOC352659 336307 334254 -2240 336307 334254 -2240 336307 334254 -2240
Chr9 Complement NT_008470.15 TGGTCACTGTGCCCT 29106968 LOC253842 29104732 29102886 -2236 29104732 29102886 -2236 29104370 29104020 -2598
Chr5 Complement NT_023133.11 AGGTTACAGTGACCA 16084385 LOC345436 16082150 16078932 -2235 16082150 16078932 -2235 16082150 16078932 -2235
Chr10 Normal NT_078084.1 AGGTCTGTCTGACCT 80290 LOC349556 82524 84577 -2234 82524 84577 -2234 82524 84577 -2234
Chr18 Normal NT_010966.13 GGGGCGTGCTGACCC 1238073 GATA6 1238506 1271593 -433 1240304 1271046 -2231 1240646 1269888 -2573
Chr19 Complement NT_011295.10 GGTTCGCAGTGACCC 12625465 LOC350634 12623234 12598047 -2231 12623234 12598047 -2231 12623234 12598047 -2231
Chr16 Normal NT_037887.3 TTGTCACTGTGACCT 1277840 LOC350362 1280070 1291490 -2230 1280070 1291490 -2230 1280070 1291490 -2230
Chr7 Complement NT_007933.12 AGGGCACTCTGACCT 17472287 LOC346584 17470058 17463966 -2229 17470058 17463966 -2229 17470058 17463966 -2229
Chr4 Complement NT_022853.14 AGGTCAGTATGTCCT 2272897 CHIC2 2270718 2215844 -2179 2270671 2215844 -2226 2270350 2216145 -2547
Chr11 Normal NT_033903.5 AGGTCATAAAGACCT 10577798 HTATIP 10580024 10587600 -2226 10580024 10587600 -2226 10580265 10587177 -2467
Chr5 Complement NT_077451.2 AGCTCACTGCGACCT 2201464 LOC340044 2199239 2197299 -2225 2199239 2197299 -2225 2199183 2197299 -2281
Chr4 Complement NT_037623.3 AGGTAAGTGTGACCT 228211 LOC92305 225986 220582 -2225 225986 220582 -2225 225466 222039 -2745
Chr16 Complement NT_010498.13 CGGTCAGCATGGCCT 16238850 ATP6V0D1 16236656 16193483 -2194 16236626 16193483 -2224 16236547 16193989 -2303
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761341 LOC351012 1763563 1803016 -2222 1763563 1803016 -2222 1789323 1797633 -27982
Chr10 Normal NT_008583.15 AGGTCACTCCCACCC 573583 LOC283022 575803 578250 -2220 575803 578250 -2220 576765 577661 -3182
Chr10 Complement NT_030059.10 AGGTCTTTTTGACCG 8783775 FLJ11218 8781637 8472169 -2138 8781556 8472169 -2219 8781495 8473266 -2280
Chr1 Complement NT_030584.9 AGGTCACCTTGACTT 207207 SDHB 204988 169569 -2219 204988 169595 -2219 204856 169718 -2351
Chr2 Normal NT_026970.9 TGGTCAGGATGACCA 866216 FLJ14082 866577 871982 -361 868432 871982 -2216 868722 869261 -2506
Chr8 Normal NT_008127.14 TGGTCTCCACGACCC 93017 LOC51337 95164 104886 -2147 95231 104886 -2214 95308 103400 -2291
Chr1 Complement NT_004836.14 TGGTCATGCTGACCT 6549183 OPN3 6547007 6499867 -2176 6546970 6500274 -2213 6546915 6501089 -2268
Chr15 Complement NT_010194.15 TAGTCATAATGACCT 32313240 LOC342062 32311028 32306178 -2212 32311028 32306178 -2212 32311028 32306178 -2212
Chr1 Normal NT_034400.2 AGGTTAAGTCGACCC 574207 BCL9 576417 661247 -2210 576417 661247 -2210 646871 659899 -72664
Chr5 Normal NT_023089.13 CTGTCAATGTGACCT 10465581 LOC351813 10467790 10507815 -2209 10467790 10507815 -2209 10471733 10507815 -6152
Chr19 Normal NT_011109.15 AGGTCAGCCTGGCCA 22104719 CD37 22106618 22112049 -1899 22106925 22111991 -2206 22106988 22111775 -2269
Chr5 Normal NT_077451.2 AGTTCAGCCTGACCA 1461225 LOC285676 1463430 1488640 -2205 1463430 1488640 -2205 1464999 1488180 -3774
Chr22 Complement NT_011520.9 AGGGCAATGTGACCA 18463241 UNC84B 18461036 18439789 -2205 18461036 18439793 -2205 18457687 18441326 -5554
Chr14 Complement NT_026437.10 GGGTAAAGCTGACCC 83446044 CDC42BPB 83443840 83318758 -2204 83443840 83318758 -2204 83443551 83320090 -2493
Chr9 Complement NT_078051.1 GGGTGGACCTGACCC 162790 LOC349273 160586 159684 -2204 160586 159684 -2204 160185 159883 -2605
Chr10 Normal NT_030059.10 AGGTCAACGTGCCCT 37072079 LOC143038 37074281 37109855 -2202 37074281 37109855 -2202 37074293 37109641 -2214
Chr4 Normal NT_022853.14 TGGTCAGGCTGGCCT 4826638 LOC285452 4828838 4832260 -2200 4828838 4832260 -2200 4830484 4830885 -3846
Chr17 Complement NT_010799.13 AGGTCATGTTGACCT 7426230 CCL1 7424032 7421179 -2198 7424032 7421179 -2198 7423960 7421358 -2270
Chr8 Complement NT_008046.13 TGGTTATGCTGACCT 33713728 LOC346712 33711530 33710753 -2198 33711530 33710753 -2198 33711530 33710753 -2198
Chr22 Normal NT_011520.9 GGGTGAGGGTGACCT 11539221 KIAA0645 11541418 11693566 -2197 11541418 11693566 -2197 11541477 11693052 -2256
Chr12 Normal NT_009482.13 AGGTCTTGCTGACCA 481174 DKFZp761O2018 483370 575094 -2196 483370 575094 -2196 483519 573481 -2345
Chr8 Complement NT_008183.16 TGGTGAACCTGACCC 21061494 LOC286189 21059298 21057021 -2196 21059298 21057021 -2196 21057667 21057338 -3827
Chr1 Normal NT_004559.10 AGGTCTTTATGACCT 2320870 LOC220667 2323065 2323524 -2195 2323065 2323524 -2195 2323131 2323472 -2261
Chr2 Complement NT_005416.10 AGGTCGCTTTGACGT 136914 NDUFA10 134778 4955 -2136 134719 70138 -2195 134698 70515 -2216
Chr22 Complement NT_011521.2 GGGCCATCGTGACCT 790963 KIAA1644 788770 738827 -2193 788770 738827 -2193 777589 741425 -13374
Chr16 Complement NT_024797.13 AGGTCATAAAGACCT 10552199 LOC342305 10550006 10542107 -2193 10550006 10542107 -2193 10549998 10542107 -2201
Chr20 Normal NT_011362.8 GGGTCAGCTTCACCA 8854167 PI3 8856359 8858083 -2192 8856359 8858083 -2192 8856479 8857691 -2312
Chr17 Normal NT_010755.13 GGGTCATGGTGACAC 2961239 KRTAP4-7 2963429 2964116 -2190 2963429 2964116 -2190 2963429 2963648 -2190
Chr2 Normal NT_005403.13 TGGTCACACTCACCT 84054527 NEU2 84056715 84059100 -2188 84056715 84059100 -2188 84056715 84059100 -2188
Chr10 Complement NT_077569.2 GGGTCACTCCCACCC 3925004 LOC338592 3922817 3848317 -2187 3922817 3848317 -2187 3922817 3848317 -2187
Chr21 Normal NT_011515.10 GGGTCACAGCGTCCT 1761377 LOC351012 1763563 1803016 -2186 1763563 1803016 -2186 1789323 1797633 -27946
Chr22 Normal NT_011526.5 AGGTCGCAGTGAGCC 112665 FLJ21135 114848 117150 -2183 114848 117150 -2183 115999 116679 -3334
Chr13 Normal NT_009952.13 GGGGCAGGTTGACCA 23527080 LOC341613 23529263 23552430 -2183 23529263 23552430 -2183 23538600 23552430 -11520
Chr2 Complement NT_022135.13 GGGTCACCCTGACAC 10028573 LOC343964 10026390 10011513 -2183 10026390 10011513 -2183 10026390 10011513 -2183
Chr1 Complement NT_032962.4 AGGTCATAGTGACCT 2250351 LOC284486 2248169 2240216 -2182 2248169 2240216 -2182 2248037 2241843 -2314
Chr5 Normal NT_023133.11 GGGTCAGGATGGCCA 19080047 LOC345443 19082227 19160033 -2180 19082227 19160033 -2180 19082227 19160033 -2180
Chr16 Complement NT_010552.13 AGGTCACAGTGAGCT 2330671 PPL 2328570 2273948 -2101 2328491 2273948 -2180 2328480 2274819 -2191
Chr17 Complement NT_010718.13 GGGTCAGATCCACCT 14396467 TRIM16 14426750 14370411 30283 14394287 14370418 -2180 14394060 14371066 -2407
Chr16 Complement NT_010498.13 GGGTCACTCCCACCC 8118091 LOC348170 8115912 8070366 -2179 8115912 8070366 -2179 8115912 8070366 -2179
Chr15 Normal NT_010194.15 GGGTCACTGCAACCT 21446488 LOC283655 21448666 21451587 -2178 21448666 21451587 -2178 21449388 21449771 -2900
Chr9 Normal NT_078067.1 TGGTCATTAGGACCC 70154 LOC349308 72332 73111 -2178 72332 73111 -2178 72915 73055 -2761
Chr11 Normal NT_033903.5 AGGTAAAGTTGACCA 12472619 NDUFV1 12474712 12480394 -2093 12474796 12480394 -2177 12474865 12480318 -2246
Chr14 Complement NT_026437.10 AGGTCGTAGTGAGCT 14853661 C14orf147 14851485 14823410 -2176 14851485 14823410 -2176 14851443 14824446 -2218
Chr6 Complement NT_033951.3 AGGTAACAGTGACCT 3885878 HLA-DRB3 3883702 3870634 -2176 3883702 3870634 -2176 3883662 3870951 -2216
Chr19 Normal NT_011255.13 AGGTCATTGCAACCT 855328 GPR54 857503 860748 -2175 857503 860748 -2175 857503 860748 -2175
Chr22 Normal NT_011520.9 CGGTCAGCAGGACCC 4854574 KIAA1671 4827117 4983974 27457 4856749 4983974 -2175 4856902 4977316 -2328
Chr19 Normal NT_011109.15 AGATCAGCCTGACCA 7033328 FLJ21369 7035501 7037586 -2173 7035501 7037586 -2173 7035584 7036039 -2256
Chr5 Complement NT_034772.4 AGCTCACTGTGACCT 28622489 LOC153277 28620317 28618428 -2172 28620317 28618428 -2172 28619960 28619610 -2529
Chr7 Normal NT_007758.10 AGCTCATGTTGACCT 12103109 GTF2I 12105280 12208264 -2171 12105280 12208264 -2171 12136705 12206410 -33596
Chr10 Normal NT_008583.15 AGGTTGCAGTGACCT 19421020 LOC283058 19423191 19434695 -2171 19423191 19434695 -2171 19423237 19434695 -2217
Chr3 Normal NT_006014.14 TGGTCATCGTGACCA 157733 WDR6 159892 168451 -2159 159904 168444 -2171 166530 167787 -8797
Chr2 Normal NT_022184.12 AGGTCACTGTCACCA 25583922 ARHQ 25586023 25660109 -2101 25586092 25624154 -2170 25586092 25624152 -2170
Chr21 Complement NT_011512.8 TGGGCAATATGACCT 19620382 TCP10L 19618233 19609258 -2149 19618212 19609258 -2170 19617010 19609480 -3372
ChrX Complement NT_025965.11 AGCTCATCCTGACCA 1374858 MPP1 1372689 1345887 -2169 1372689 1345894 -2169 1372574 1346378 -2284
Chr11 Normal NT_033903.5 CGGTCATAGTGAGCT 7722673 SLC3A2 7724841 7757609 -2168 7724841 7757531 -2168 7749763 7757432 -27090
Chr17 Complement NT_010641.13 AGGTAATAGTGACCT 5553549 LOC350380 5551382 5544336 -2167 5551382 5544336 -2167 5551382 5544336 -2167
Chr12 Normal NT_009775.13 GGGTTGCAGTGACCC 10355415 P2RX7 10357582 10410735 -2167 10357582 10410735 -2167 10357653 10409484 -2238
Chr4 Normal NT_022778.13 AGGCCACAGTGACCT 3244011 LOC345088 3246177 3317757 -2166 3246177 3317757 -2166 3246177 3317757 -2166
Chr16 Complement NT_010505.13 TGGTAACTCTGACCC 686432 FLJ31821 684267 681141 -2165 684267 681141 -2165 683813 683439 -2619
Chr19 Normal NT_011295.10 GGCTCACTGCGACCT 3775259 LOC339373 3777424 3779784 -2165 3777424 3779784 -2165 3778107 3778394 -2848
Chr6 Normal NT_007592.13 AGGTCACTATGCCCC 21378928 CAT56 21381092 21387927 -2164 21381092 21387927 -2164 21381355 21386700 -2427
Chr6 Normal NT_033951.3 AGGTCACTATGCCCC 1971055 CAT56 1973219 1980054 -2164 1973219 1980054 -2164 1973482 1978827 -2427
Chr6 Normal NT_034874.2 AGGTCACTATGCCCC 1825902 CAT56 1828066 1834901 -2164 1828066 1834901 -2164 1828329 1833674 -2427
Chr1 Normal NT_034400.2 CGGCCACAGTGACCT 416076 LOC350715 418239 480731 -2163 418239 480731 -2163 418239 480731 -2163
Chr4 Complement NT_006307.14 AGGTCAGAATTACCT 698301 LOC345318 696142 668767 -2159 696142 668767 -2159 696142 668767 -2159
Chr16 Complement NT_010498.13 TTGTCACTCTGACCT 16694469 PSMB10 16692438 16689965 -2031 16692310 16689965 -2159 16692209 16690020 -2260
Chr3 Normal NT_006014.14 TGGTCATCGTGACCA 157733 WDR6 159892 168451 -2159 159892 168451 -2159 159931 168327 -2198
Chr3 Normal NT_006014.14 TGGTCATCGTGACCA 157733 WDR6 159892 168451 -2159 159892 168448 -2159 159931 168327 -2198
Chr19 Normal NT_011295.10 AGGTTGCAGTGACCC 5441782 LOC126037 5443939 5444918 -2157 5443939 5444918 -2157 5444012 5444854 -2230
Chr15 Normal NT_010274.15 GGGTCATACTAACCG 11328252 LOC350206 11330409 11352138 -2157 11330409 11352138 -2157 11330409 11352138 -2157
Chr2 Normal NT_005058.13 TGATCATTCTGACCT 12241962 KYNU 12243974 12408775 -2012 12244118 12408773 -2156 12251836 12408640 -9874



Chr15 Complement NT_010194.15 GGGTGACAATGACCA 1900647 LOC145921 1898491 1895020 -2156 1898491 1895020 -2156 1896101 1895820 -4546
Chr14 Normal NT_026437.10 AGGTCGTAATTACCC 17606641 MIPOL1 17587194 17936907 19447 17608797 17936378 -2156 17637133 17936215 -30492
Chr14 Normal NT_026437.10 AGGTTGCAATGACCC 1341602 RNASE2 1343758 1344722 -2156 1343758 1344722 -2156 1344059 1344544 -2457
Chr20 Complement NT_011333.5 AGGTCGGGCTGACAC 1349611 C20orf136 1347992 1342099 -1619 1347456 1343100 -2155 1347450 1343493 -2161
Chr3 Complement NT_005535.15 TGGTCAACGTGGCCT 17664 LOC285280 15509 4397 -2155 15509 4397 -2155 7329 5692 -10335
Chr16 Complement NT_037887.3 GGGTCACTGCAACCT 268070 RGS11 265977 258301 -2093 265915 258311 -2155 265499 259269 -2571
Chr13 Complement NT_009799.12 GGGACAGGCTGACCT 1740937 LOC341760 1738783 1733203 -2154 1738783 1733203 -2154 1738783 1733203 -2154
Chr2 Complement NT_005334.13 TGGTCAAGCTGATCT 10638738 LOC344549 10636585 10620976 -2153 10636585 10620976 -2153 10636585 10620976 -2153
Chr1 Normal NT_077960.1 GGGTTACTTTGACCT 201486 LOC350875 203639 207854 -2153 203639 207854 -2153 203639 207854 -2153
Chr20 Complement NT_011387.8 GGGTGGACATGACCC 22972835 THBD 22970683 22966635 -2152 22970683 22966635 -2152 22970141 22968414 -2694
Chr9 Complement NT_078053.1 GGGTCCTAATGACCA 36014 LOC349275 33863 33082 -2151 33863 33082 -2151 33278 33138 -2736
Chr6 Complement NT_007422.12 AGGTGAATCTGACCG 10052295 LOC154427 10050147 10048130 -2148 10050147 10048130 -2148 10048746 10048423 -3549
ChrY Complement NT_011875.9 AGGTGAAATTGACCT 248027 LOC340613 245879 192074 -2148 245879 192074 -2148 245879 192074 -2148
Chr17 Complement NT_010783.13 AGGTCGCCGTGGCCC 11889327 MTMR4 11888411 11860097 -916 11887179 11862212 -2148 11887142 11862223 -2185
Chr2 Normal NT_005403.13 GAGTCACACTGACCT 21943000 GORASP2 21944320 21982976 -1320 21945147 21982976 -2147 21945189 21981978 -2189
Chr11 Complement NT_009237.15 GGGCCAGGATGACCT 8813455 KCNJ11 8811968 8808511 -1487 8811309 8809317 -2146 8810742 8809570 -2713
Chr6 Complement NT_007592.13 AGATCGAGGTGACCT 22639510 HSPA1L 22637401 22631956 -2109 22637366 22631956 -2144 22634309 22632384 -5201
Chr6 Complement NT_033951.3 AGATCGAGGTGACCT 3231038 HSPA1L 3228929 3223484 -2109 3228894 3223484 -2144 3225837 3223912 -5201
Chr6 Complement NT_034874.2 AGATCGAGGTGACCT 3088354 HSPA1L 3086245 3080799 -2109 3086210 3080799 -2144 3083152 3081227 -5202
Chr1 Complement NT_077967.1 AGGTCAGCCTGTCCT 189937 TLR5 187794 154693 -2143 187794 154693 -2143 157419 154843 -32518
Chr5 Complement NT_034772.4 AGATCAGCCTGACCA 36932500 LOC345604 36930361 36919651 -2139 36930361 36919651 -2139 36930361 36919651 -2139
Chr1 Normal NT_077967.1 TGGTCACAGAGACCT 975673 KIAA0268 977811 1017341 -2138 977811 1017341 -2138 978034 1014951 -2361
Chr1 Normal NT_077938.1 TGGTCACAGAGACCT 1125146 LOC348477 1127284 1166816 -2138 1127284 1166816 -2138 1127507 1164429 -2361
Chr16 Normal NT_037887.3 AGGTTGCAGTGACCC 169186 LOC350357 171324 177293 -2138 171324 177293 -2138 171324 177293 -2138
Chr14 Complement NT_026437.10 GGGTCAATGTGAACA 84330821 LOC338934 84328686 84326806 -2135 84328686 84326806 -2135 84328073 84327184 -2748
Chr19 Complement NT_011295.10 GGGTCACTGCAACCT 6840313 FLJ21438 6838179 6825240 -2134 6838179 6825240 -2134 6837971 6825408 -2342
Chr19 Complement NT_011109.15 AGCTCACTGTGACCT 24929083 LOC162962 24926949 24925308 -2134 24926949 24925308 -2134 24926884 24926315 -2199
Chr11 Normal NT_033927.5 GGGTGGGAGTGACCC 17255847 LOC349700 17257981 17309022 -2134 17257981 17309022 -2134 17257981 17309022 -2134
Chr11 Normal NT_028310.10 AGGGCAGTGTGACCA 3825796 LOC119679 3827929 3828864 -2133 3827929 3828864 -2133 3827929 3828864 -2133
Chr2 Normal NT_022184.12 TGGTCAGGCTGAACT 33568507 DKFZp547I014 33570639 33572942 -2132 33570639 33572942 -2132 33572415 33572807 -3908
Chr3 Normal NT_005999.15 GGGTCACAGTGCCCA 7628927 LOC344798 7631058 7663970 -2131 7631058 7663970 -2131 7631058 7663970 -2131
Chr22 Normal NT_011521.2 AGGTCACAGTGAACC 696784 LOC351063 698915 710582 -2131 698915 710582 -2131 698915 710582 -2131
Chr9 Complement NT_008470.15 GGGTCAGTACCACCC 33696060 CRAT 33695718 33679710 -342 33693930 33679710 -2130 33695423 33680311 -637
Chr9 Complement NT_008470.15 GGGTCAGTACCACCC 33696060 CRAT 33695718 33679710 -342 33693930 33679710 -2130 33692955 33680311 -3105
Chr5 Complement NT_006431.13 AGGTCGTGGTGCCCC 11194412 LOC345660 11192282 11179293 -2130 11192282 11179293 -2130 11192282 11179293 -2130
Chr14 Complement NT_026437.10 GGGTCAGTCAGACCC 30189699 SDCCAG1 30239829 30170570 50130 30187569 30170570 -2130 30187387 30171375 -2312
Chr1 Complement NT_004668.15 GGGTCATTAAGACCC 4266081 CD5L 4263985 4253105 -2096 4263952 4253105 -2129 4263892 4254155 -2189
Chr5 Normal NT_029289.9 AGGTCATGGTGACCA 11921083 LOC134469 11923211 11924883 -2128 11923211 11924883 -2128 11923211 11924883 -2128
Chr19 Complement NT_011255.13 AGGTCATTGCAACCT 855328 LOC91300 853219 836503 -2109 853200 836503 -2128 836960 836643 -18368
Chr19 Complement NT_077812.1 GGGTCAGTCTGACCT 304753 MGC41903 302626 300499 -2127 302626 300499 -2127 301652 300571 -3101
Chr1 Normal NT_004559.10 AGGTCACTGTAACCT 1781623 ARF1 1783680 1800228 -2057 1783747 1800228 -2124 1798134 1799032 -16511
Chr9 Complement NT_019501.12 GGGTCAGCATCACCC 1728259 LOC90120 1726174 1721900 -2085 1726135 1721900 -2124 1723000 1722560 -5259
Chr12 Normal NT_029419.10 GGGTCACTGCAACCT 27145476 RASSF5 27147599 27232498 -2123 27147599 27232498 -2123 27147719 27231998 -2243
Chr16 Normal NT_010542.13 GGGTCAGTGCAACCT 1182452 RPL13 1184534 1188393 -2082 1184575 1187292 -2123 1184812 1186894 -2360
Chr1 Normal NT_077934.1 GGCTCACTGCGACCT 946 ZNF364 3069 45804 -2123 3069 45804 -2123 20138 45175 -19192
Chr22 Complement NT_011526.5 TGCTCACTCTGACCC 160957 SCO2 158897 156860 -2060 158835 156860 -2122 157703 156903 -3254
Chr2 Normal NT_022171.13 GGGTCAGCATGCCCC 9567680 LOC339818 9569800 9570126 -2120 9569800 9570126 -2120 9569800 9570126 -2120
Chr19 Normal NT_011109.15 GGGTCAAATCCACCC 8092574 FLJ22814 8094693 8096375 -2119 8094693 8096375 -2119 0 0 8092574
Chr13 Normal NT_024524.12 AGGTCACATTTACCC 11928123 LOC144809 11930242 11940174 -2119 11930242 11940174 -2119 11932695 11937417 -4572
Chr19 Normal NT_011255.13 AGGTCACAGTGAGCA 3557053 LOC148056 3559172 3563939 -2119 3559172 3563939 -2119 3559181 3563749 -2128
Chr4 Normal NT_016354.15 GGGTCAGGATCACCC 8949847 MGC11324 8951927 9021730 -2080 8951966 9021405 -2119 8952481 9020625 -2634
Chr9 Complement NT_078070.1 AGGTCGCAGTGAGCT 338425 LOC352659 336307 334254 -2118 336307 334254 -2118 336307 334254 -2118
Chr18 Normal NT_010966.13 GGGTAGATCTGACCT 2520240 SUDD 2521889 2552135 -1649 2522358 2552135 -2118 2522506 2550345 -2266
Chr7 Complement NT_007933.12 AGGTCACCATTACCT 49609666 LOC154872 49607554 49594036 -2112 49607554 49594036 -2112 49607368 49594246 -2298
Chr10 Normal NT_078084.1 AGCTCACTGCGACCT 80412 LOC349556 82524 84577 -2112 82524 84577 -2112 82524 84577 -2112
Chr22 Normal NT_011520.9 AGGTCAGAGTGACAG 17760367 PRKCABP 17762316 17780762 -1949 17762479 17780762 -2112 17762871 17780193 -2504
Chr2 Complement NT_022184.12 AGGTCACTGAGACCA 21837759 HAAO 21835648 21810163 -2111 21835648 21810163 -2111 21835609 21810510 -2150
ChrX Normal NT_025307.13 GGGTCACTCCCACCC 761476 LOC349410 762978 768468 -1502 763587 766088 -2111 763722 765819 -2246
Chr12 Normal NT_029419.10 AGGTCACATTGGCCT 38127163 LOC349815 38129274 38194055 -2111 38129274 38194055 -2111 38129274 38194055 -2111
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 94420 89107 -13245
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 95320 89107 -12345
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 95821 89107 -11844
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 102583 89107 -5082
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 108984 89112 1319
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 163742 89107 56077
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 163963 89107 56298
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 105558 89081 -2107 93790 89107 -13875
Chr8 Complement NT_037704.3 GGCTCACTGCGACCT 53755 BOP1 51654 22564 -2101 51649 22621 -2106 51615 22683 -2140
Chr19 Normal NT_011109.15 AGGTCACAGTGAGCT 13547490 MIA 13549596 13551614 -2106 13549596 13551614 -2106 13549666 13551543 -2176
Chr17 Normal NT_078102.1 GGGGCACCCTGACCT 26179 LOC350491 28283 50040 -2104 28283 50040 -2104 28283 50040 -2104
Chr6 Normal NT_007592.13 GGGTCATAGTGTCCC 32146091 LOC346200 32148191 32178488 -2100 32148191 32178488 -2100 32148191 32178488 -2100
Chr17 Normal NT_010783.13 AGGTCACCCCAACCC 2419755 LOC201194 2421853 2425715 -2098 2421853 2425715 -2098 2423532 2423879 -3777
Chr15 Complement NT_010194.15 GGGTCAAAGTGAGCA 49380437 REC14 49378468 49356578 -1969 49378340 49361980 -2097 49374428 49362174 -6009
Chr16 Complement NT_010498.13 AGGTTGCAGTGACCC 16174032 ZDHHC1 16171935 16149886 -2097 16171935 16149886 -2097 16163236 16150127 -10796
Chr8 Normal NT_008183.16 ATGTCACTTTGACCC 20704804 LOC286188 20706899 20709931 -2095 20706899 20709931 -2095 20707179 20707487 -2375
Chr4 Complement NT_022853.14 AGATCATCCTGACCA 4643669 PPAT 4641647 4599414 -2022 4641576 4599414 -2093 4641526 4601401 -2143
Chr11 Complement NT_033927.5 TGGTTATTGTGACCT 708994 SHANK2 871891 512990 162897 706901 512990 -2093 706901 517994 -2093
Chr16 Complement NT_024797.13 AGGTCGTGGTAACCT 12211637 LOC350339 12209545 12185791 -2092 12209545 12185791 -2092 12209545 12185791 -2092
Chr16 Complement NT_010498.13 TGCTCACACTGACCT 16238717 ATP6V0D1 16236656 16193483 -2061 16236626 16193483 -2091 16236547 16193989 -2170
Chr8 Normal NT_008046.13 GGGTCAATTCCACCC 17369025 BAALC 17371116 17460705 -2091 17371116 17460705 -2091 17371299 17458500 -2274
Chr11 Complement NT_009237.15 TGGTCAGGGTAACCT 38594062 ZNF289 38592235 38579411 -1827 38591971 38579413 -2091 38591963 38580592 -2099
Chr12 Complement NT_009755.15 GAGTCAGGATGACCT 583593 HM74a 581503 579421 -2090 581503 579421 -2090 581410 580319 -2183
Chr5 Complement NT_023148.11 GGGTCAGTCAGACCT 3334621 NYD-SP16 3332585 3301756 -2036 3332531 3302522 -2090 3332429 3308198 -2192
Chr14 Complement NT_026437.10 AGGGCACCCTGACCT 79901024 C14orf136 79898937 79897646 -2087 79898937 79897646 -2087 79898327 79897857 -2697
Chr12 Normal NT_029419.10 AGGTCAGTGTGAACC 16508148 HOXC11 16510235 16513507 -2087 16510235 16513507 -2087 16510332 16512503 -2184
Chr6 Complement NT_007592.13 GGGTCAAGCTGCCCC 34875381 LOC346207 34873298 34854106 -2083 34873298 34854106 -2083 34873298 34854106 -2083
Chr10 Normal NT_077567.2 GGGTCAGACTGACAA 46467 LOC349527 48549 60463 -2082 48549 60463 -2082 48549 60463 -2082
Chr17 Complement NT_010755.13 AGGTTGCAGTGACCT 1983351 NR1D1 1981269 1973337 -2082 1981269 1973337 -2082 1980643 1973632 -2708
Chr16 Normal NT_010542.13 GGGTCAGTGCAACCT 1182452 RPL13 1184534 1188393 -2082 1184534 1187292 -2082 1184812 1186894 -2360
Chr8 Normal NT_008251.13 ATGTCAAACTGACCT 1010470 ADAM32 1012549 1189747 -2079 1012549 1189747 -2079 1012607 1189629 -2137
ChrY Normal NT_011875.9 GTGTCAATTTGACCA 6199566 LOC140009 6201644 6272771 -2078 6201644 6272771 -2078 6201644 6272771 -2078
Chr7 Complement NT_007933.12 AGGTCGCAGTGAGCC 27441934 CAPRI 27439924 27402818 -2010 27439857 27405941 -2077 27439857 27405941 -2077
Chr7 Normal NT_007819.13 AGGTCATTGTCACCA 45049850 LOC222060 45051927 45054828 -2077 45051927 45054828 -2077 45053978 45054295 -4128



Chr15 Complement NT_010194.15 AGGTCACGGTGGCCA 23275251 GNB5 23273176 23202748 -2075 23273176 23204014 -2075 23261687 23204565 -13564
Chr3 Complement NT_022459.12 GGGTCAGGGCGATCT 10501495 LOC351397 10499420 10400356 -2075 10499420 10400356 -2075 10499420 10400356 -2075
Chr9 Complement NT_023935.15 AGGTCTGAATGACCT 6809915 FLJ25795 6807925 6762405 -1990 6807842 6762405 -2073 6807689 6763215 -2226
Chr5 Complement NT_023133.11 AGGTCATGCTGAGCA 14392703 LOC345430 14390630 14351101 -2073 14390630 14351101 -2073 14390630 14351101 -2073
Chr14 Normal NT_026437.10 GGGTGGTTATGACCT 72898093 RIN3 72900166 73075373 -2073 72900166 73043753 -2073 73038897 73074635 -140804
Chr13 Complement NT_009952.13 GGGACACTTTGACCA 13002389 GPR18 13000358 12996678 -2031 13000317 12996678 -2072 12997802 12996807 -4587
Chr11 Normal NT_009237.15 GGGTCACTGCAACCT 38682688 MADD 38684518 38745141 -1830 38684758 38745141 -2070 38689025 38744260 -6337
Chr18 Complement NT_010966.13 GGTTCATGGTGACCC 1711889 LOC350525 1709822 1675823 -2067 1709822 1675823 -2067 1709822 1675823 -2067
Chr12 Complement NT_029419.10 AGGTCACTCTGACCC 31502392 CPM 31500326 31379294 -2066 31500326 31392843 -2066 31469923 31393523 -32469
Chr7 Normal NT_007933.12 AGGTCATAAAGACCT 53606182 DKFZP434G156 53608248 53638331 -2066 53608248 53638331 -2066 53617389 53632085 -11207
Chr2 Complement NT_005334.13 AGGTCAGCCTGACTT 572750 LOC344335 570689 530959 -2061 570689 530959 -2061 570689 530959 -2061
Chr17 Complement NT_010755.13 GGGTCACTTTGAACA 682515 PIP5K2B 680454 646241 -2061 680454 648231 -2061 679973 650240 -2542
Chr7 Complement NT_007819.13 AGGTGGCTATGACCT 11707751 LOC221806 11705691 11666186 -2060 11705691 11666186 -2060 11705381 11666482 -2370
Chr14 Complement NT_026437.10 AGGTTGCAGTGACCC 71622111 LOC341944 71620053 71616108 -2058 71620053 71616108 -2058 71620027 71616108 -2084
Chr10 Complement NT_008583.15 AGGTCACACTGACCC 26953207 LOC349581 26951150 26943248 -2057 26951150 26943248 -2057 26951150 26943248 -2057
Chr2 Complement NT_005334.13 AGGTCATCATGACCT 6491419 LOC344359 6489364 6473033 -2055 6489364 6473033 -2055 6489364 6473033 -2055
Chr19 Complement NT_011109.15 CCGTCACAGTGACCC 5436351 DKFZP434L0718 5434320 5356132 -2031 5434297 5356132 -2054 5418139 5357269 -18212
Chr17 Complement NT_010641.13 AGATCAGCCTGACCA 7072923 SMT3H2 7070902 7055212 -2021 7070869 7055212 -2054 7070733 7056238 -2190
Chr5 Normal NT_023089.13 AGGGCAGGATGACCC 7377030 ADCY2 7379083 7812932 -2053 7379083 7812932 -2053 7379163 7809722 -2133
ChrX Complement NT_011568.12 TGGTCACCCTGACGC 11893132 LOC347348 11891080 11890496 -2052 11891080 11890496 -2052 11891080 11890496 -2052
Chr11 Normal NT_033903.5 GGGTCAAACAGACCT 2464372 SERPING1 2466246 2483584 -1874 2466423 2483584 -2051 2467009 2483319 -2637
Chr8 Normal NT_023684.15 GGGCCAGTGTGACCA 662845 KIAA0628 664894 669938 -2049 664894 669938 -2049 665107 666717 -2262
Chr12 Complement NT_029419.10 TGGCCAATTTGACCT 14991218 KRT6B 14989268 14983743 -1950 14989169 14983759 -2049 14989168 14984280 -2050
Chr11 Normal NT_035113.4 AGCTCATTCTGACCG 450951 DEAF1 452999 503741 -2048 452999 503741 -2048 453355 503424 -2404
Chr17 Normal NT_024871.10 GGGTCAGTCTGCCCA 1554420 LOC124563 1556468 1561881 -2048 1556468 1561881 -2048 1556468 1561881 -2048
Chr14 Normal NT_026437.10 TGGTCAGGAAGACCT 81111246 DLK1 81113293 81121503 -2047 81113293 81121498 -2047 81113447 81121274 -2201
Chr19 Complement NT_011255.13 AGATCAGCCTGACCA 3703709 APBA3 3701663 3690150 -2046 3701663 3690819 -2046 3700262 3691024 -3447
Chr4 Normal NT_016606.15 AGGTCTCTCTGACCT 1454562 CCRN4L 1456608 1486756 -2046 1456608 1486571 -2046 1456801 1486293 -2239
Chr3 Normal NT_005927.15 TGGTCACACTGGCCT 16233549 MGC15763 16235568 16276447 -2019 16235594 16273962 -2045 16241314 16273923 -7765
Chr17 Normal NT_010748.12 GGGTCAGGTAGACCT 1970579 FMNL 1962079 1978753 8500 1972622 1978753 -2043 1973813 1978404 -3234
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCT 28144842 MGC35045 28142799 28140573 -2043 28142799 28140573 -2043 28142624 28140784 -2218
Chr17 Complement NT_030843.6 CGGACAGGGTGACCT 2041920 LOC350485 2039878 2023565 -2042 2039878 2023565 -2042 2039878 2023565 -2042
Chr1 Normal NT_004525.15 GGGTCATTCTGCCCA 1695797 SRP9 1697834 1710467 -2037 1697839 1710461 -2042 1697943 1709361 -2146
Chr17 Complement NT_010641.13 GGGTCACAGAGACCC 10896570 SHAPY 10894601 10876516 -1969 10894529 10876516 -2041 10882421 10878349 -14149
Chr9 Complement NT_008413.15 AGATCAGCCTGACCA 35088587 PIGO 35086580 35078691 -2007 35086547 35078691 -2040 35084214 35079090 -4373
Chr9 Complement NT_008413.15 AGATCAGCCTGACCA 35088587 PIGO 35086580 35078691 -2007 35086547 35078691 -2040 35085563 35079090 -3024
Chr20 Normal NT_011333.5 AGGTTAACCTGACCC 1231233 TPD52L2 1233232 1259521 -1999 1233273 1259516 -2040 1233349 1257928 -2116
Chr17 Complement NT_010783.13 AGGTCAGCCTGACCA 1802789 SCAP1 1800836 1504004 -1953 1800751 1504004 -2038 1800681 1507797 -2108
Chr7 Complement NT_007933.12 AGGTAAAATTGACCT 32955555 LAMB4 32953518 32846714 -2037 32953518 32846714 -2037 32946327 32847202 -9228
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 20764085 ELSPBP1 20766098 20796600 -2013 20766121 20796595 -2036 20780115 20793774 -16030
Chr5 Complement NT_006576.13 TGGTCAGGCTGATCT 25340206 LOC345563 25338170 25330607 -2036 25338170 25330607 -2036 25338170 25330607 -2036
Chr7 Complement NT_007819.13 GGGTCGTTGTGCCCC 1568062 MAD1L1 1568251 1151106 189 1566026 1151107 -2036 1565442 1151124 -2620
Chr2 Complement NT_022184.12 ATGTCAGTCTGACCC 9030997 LOC351137 9028962 8963305 -2035 9028962 8963305 -2035 9028962 8963305 -2035
Chr19 Complement NT_011295.10 GGCTCACTGCGACCT 9608852 PDE4C 9629031 9583317 20179 9606817 9583317 -2035 9606803 9584541 -2049
Chr16 Complement NT_037887.3 GGGTCTGGGTGACCC 792734 GNG13 790725 788043 -2009 790700 788043 -2034 789078 788720 -3656
Chr3 Complement NT_005612.13 GGGTCACTGCAACCT 56102725 LOC285330 56100691 56099002 -2034 56100691 56099002 -2034 56100631 56099501 -2094
Chr9 Normal NT_019501.12 TGGTCATTTTGACTT 1126733 LCN1 1128749 1133843 -2016 1128766 1133843 -2033 1128809 1132468 -2076
Chr18 Normal NT_010966.13 AGATCAAGGTGACCT 13777318 DTNA 13562383 13957191 214935 13779350 13936046 -2032 13889935 13953811 -112617
Chr3 Normal NT_005612.13 TGGCCAAGGTGACCC 7826904 LOC285359 7828936 7831413 -2032 7828936 7831413 -2032 7829438 7829686 -2534
Chr10 Complement NT_008583.15 AGGTCACGCTTACCA 6333276 LOC340867 6331244 6239883 -2032 6331244 6239883 -2032 6331244 6239883 -2032
Chr1 Normal NT_004668.15 AGGTCACCTTCACCA 8836183 KIS 8837523 8864403 -1340 8838214 8864403 -2031 8838350 8862899 -2167
Chr20 Normal NT_028392.4 GGGTCACTGCAACCT 3115822 ITCH 3117809 3265965 -1987 3117852 3265965 -2030 3148386 3262367 -32564
Chr18 Complement NT_010859.12 AGGTCAATGGGACCT 7109845 LAMA1 7107815 6931754 -2030 7107815 6931890 -2030 7107721 6932080 -2124
Chr20 Complement NT_011362.8 AAGTCGTTTTGACCC 16522943 LOC343612 16520913 16480089 -2030 16520913 16480089 -2030 16520913 16480089 -2030
Chr15 Normal NT_010194.15 AGGTCAGGGTGAACC 2184918 LOC342171 2186947 2250519 -2029 2186947 2250519 -2029 2186947 2250519 -2029
Chr19 Normal NT_011109.15 AGCTCACCATGACCT 7422735 LOC339317 7424763 7426224 -2028 7424763 7426224 -2028 7424763 7426224 -2028
Chr5 Normal NT_006576.13 TGGTCAGGCTGATCT 25340206 LOC345564 25342234 25351363 -2028 25342234 25351363 -2028 25342234 25351363 -2028
Chr15 Complement NT_010194.15 TGCTCATTTTGACCC 12416458 OIP5 12414430 12391079 -2028 12414430 12391079 -2028 12414370 12391563 -2088
Chr15 Normal NT_010274.15 TGGTCAGGTTAACCT 7360445 SLC21A11 7362473 7681192 -2028 7362473 7672306 -2028 7362666 7671892 -2221
Chr20 Normal NT_011387.8 TGGTCATCCTGTCCC 2681649 LOC348548 2683674 2701418 -2025 2683674 2701418 -2025 2683674 2701418 -2025
Chr16 Normal NT_024812.10 AGGTTGCAGTGACCT 2116222 SRCAP 2118246 2150721 -2024 2118246 2150721 -2024 2118659 2150721 -2437
Chr2 Normal NT_005058.13 GGGTCAGACTGATCT 1781493 GPR39 1783515 2012078 -2022 1783515 2012078 -2022 1783515 2012078 -2022
Chr18 Normal NT_010966.13 AGATCAAGGTGACCT 13777318 DTNA 13562383 13957191 214935 13779338 13953842 -2020 13825043 13953811 -47725
Chr18 Normal NT_010966.13 AGATCAAGGTGACCT 13777318 DTNA 13562383 13957191 214935 13779338 13936402 -2020 13825043 13953811 -47725
Chr4 Complement NT_022792.15 GGCTCACTGCGACCT 3126455 LOC152924 3124435 3123514 -2020 3124435 3123514 -2020 3124374 3123892 -2081
ChrY Normal NT_011896.7 GGATCAAGTTGACCC 279540 LOC286562 281559 283188 -2019 281559 283188 -2019 281573 281932 -2033
Chr17 Normal NT_010718.13 AGGTCGTAGTGAGCT 3319493 LOC342527 3321512 3357672 -2019 3321512 3357672 -2019 3322609 3357672 -3116
Chr16 Complement NT_010393.13 GGGTCACCATGAGCA 11436767 LOC124274 11434751 11315995 -2016 11434751 11315995 -2016 11434751 11315995 -2016
Chr16 Normal NT_037887.3 TGGGCACAATGACCT 578273 RAB40C 580080 619264 -1807 580289 619264 -2016 580293 617623 -2020
ChrX Complement NT_011786.13 TGGTCATGCTGACCC 6906469 LOC347469 6904456 6823034 -2013 6904456 6823034 -2013 6878114 6823034 -28355
Chr8 Normal NT_023684.15 AGGTCAGGGCCACCC 711183 LOC286076 713194 714491 -2011 713194 714491 -2011 713401 714087 -2218
Chr1 Normal NT_004668.15 AGGTCACCTTCACCA 8836183 KIS 8837523 8864403 -1340 8838192 8862919 -2009 8838350 8862899 -2167
ChrX Complement NT_033330.5 GGTTCACTGTGACCT 397696 LOC203604 395687 269638 -2009 395687 269638 -2009 395687 269638 -2009
Chr11 Complement NT_009237.15 TGGTCAAGGTGACCA 2077035 MRVI1 2116639 1995749 39604 2075027 1998411 -2008 2074896 1998989 -2139
Chr11 Complement NT_033903.5 AGGTCGAAATGGCCC 12614164 LOC341128 12612157 12590532 -2007 12612157 12590532 -2007 12612157 12590532 -2007
Chr3 Normal NT_005612.13 GGGTGGGAGTGACCC 41376333 LOC344654 41378340 41485493 -2007 41378340 41485493 -2007 41378340 41485493 -2007
Chr12 Normal NT_009759.15 AGGCCAGCCTGACCA 6406321 TNFRSF7 6408327 6415144 -2006 6408327 6415144 -2006 6408523 6414819 -2202
Chr2 Normal NT_022184.12 TGCTCAACATGACCT 17326480 LOC348679 17328485 17329491 -2005 17328485 17329491 -2005 17328485 17329491 -2005
Chr5 Complement NT_023133.11 GGGTCACTGCAACCT 20868912 SNCB 20867143 20856797 -1769 20866907 20857049 -2005 20866241 20857398 -2671
Chr19 Complement NT_011255.13 GGGCCAGGATGACCA 1179843 MGC40084 1177990 1169955 -1853 1177841 1169955 -2002 1176081 1170892 -3762
Chr1 Normal NT_004852.15 TGGTCAAGATGATCC 377189 PTPRF 379190 471977 -2001 379190 471977 -2001 393420 470317 -16231
Chr1 Normal NT_004511.15 CGGTCAGTGTGACCT 8040711 FLJ31434 8042711 8048771 -2000 8042711 8048771 -2000 8042999 8047426 -2288
Chr9 Normal NT_008413.15 GGGTCATTTTAACCA 35646312 MGC31967 35648312 35651184 -2000 35648312 35651184 -2000 35648378 35651184 -2066
Chr1 Normal NT_004836.14 AGGTCATCCTGGCCA 9779976 MGC12458 9781454 9934576 -1478 9781975 9899421 -1999 9782004 9898945 -2028
Chr20 Normal NT_028392.4 CGGTCTGCGTGACCC 1969902 C20orf71 1971900 1982379 -1998 1971900 1982379 -1998 1972111 1981477 -2209
Chr20 Complement NT_030871.1 GGGTCACCCTGAACT 1121434 LOC343715 1119436 1107218 -1998 1119436 1107218 -1998 1118041 1115123 -3393
Chr17 Complement NT_010641.13 AGGGCAGACTGACCA 10856096 LOC350390 10854098 10815072 -1998 10854098 10815072 -1998 10854098 10815072 -1998
Chr2 Normal NT_022184.12 AGGCCAGCCTGACCA 44071818 LOC200731 44073813 44096080 -1995 44073813 44096080 -1995 44073848 44095481 -2030
Chr7 Normal NT_007914.12 AGGTCACATTGAGCA 7012140 CNTNAP2 7014134 8660857 -1994 7014134 8660857 -1994 7014134 8655479 -1994
Chr5 Complement NT_029289.9 AGGTCGCAGTGAGCT 6727058 LARS 6725160 6655965 -1898 6725065 6655965 -1993 6724993 6656606 -2065
Chr11 Normal NT_033927.5 AGGGCAGTTTGACCA 3216705 P164RHOGEF 3218698 3279164 -1993 3218698 3279164 -1993 3218713 3277854 -2008
Chr6 Normal NT_007299.12 TGGTCAGACTGCCCT 9824245 FLJ21079 9818303 9832144 5942 9826235 9832144 -1990 9826599 9831925 -2354
Chr1 Complement NT_028054.12 GGGTTATGTTGACCT 215121 LOC339411 213133 212286 -1988 213133 212286 -1988 213133 212286 -1988



Chr18 Complement NT_025028.13 AGGTCATTTTTACCT 11085811 LOC342792 11083823 10828592 -1988 11083823 10828592 -1988 11083823 10828592 -1988
Chr1 Normal NT_021937.15 GGCTCACCACGACCT 2589471 FLJ12438 2591233 2604034 -1762 2591457 2604034 -1986 2593718 2603799 -4247
Chr16 Complement NT_010393.13 AGGACAAGGTGACCA 6102729 PLA2G10 6100745 6078626 -1984 6100745 6078626 -1984 6100305 6078683 -2424
Chr2 Complement NT_005403.13 GGCTCACTGCGACCT 80947971 TRIP12 80946058 80791263 -1913 80945988 80791263 -1983 80904128 80791603 -43843
Chr2 Normal NT_022184.12 GGTTCAGACTGACCC 25982263 TTC7 25984245 26119206 -1982 25984245 26117213 -1982 25984613 26116994 -2350
Chr16 Normal NT_010498.13 TGCTCACACTGACCT 16238717 LOC342309 16240696 16277339 -1979 16240696 16277339 -1979 16240721 16277339 -2004
Chr9 Normal NT_008413.15 CGGTCAGGGAGACCC 15349602 LOC286348 15351580 15352137 -1978 15351580 15352137 -1978 15351580 15352137 -1978
Chr8 Normal NT_008046.13 AGGTCAACATGCCCA 17349456 LOC157556 17351433 17370756 -1977 17351433 17370756 -1977 17365131 17365481 -15675
Chr21 Complement NT_011512.8 TGGTCACTCTGACCA 21265652 LOC343767 21263676 21219019 -1976 21263676 21219019 -1976 21263676 21219019 -1976
Chr20 Normal NT_011333.5 AGGGCGCGCTGACCC 1347156 C20orf14 1349079 1401081 -1923 1349130 1401080 -1974 1349229 1400976 -2073
Chr1 Normal NT_004754.14 AGGTCAAGCTGAGCC 3742108 LOC343496 3744080 3798935 -1972 3744080 3798935 -1972 3744080 3798935 -1972
Chr7 Complement NT_007819.13 AGGCCATCCTGACCT 28178514 LOC352269 28176546 28165952 -1968 28176546 28165952 -1968 28176546 28165952 -1968
Chr19 Normal NT_011109.15 AGGTCGTAGTGAGCC 25339751 FLJ10891 25341718 25356239 -1967 25341718 25356239 -1967 25345591 25354900 -5840
Chr6 Normal NT_034880.2 CCGTCACCGTGACCC 297405 LOC345961 299372 299659 -1967 299372 299659 -1967 299372 299659 -1967
Chr20 Complement NT_011362.8 AGGTCATCATTACCA 21339832 TMEPAI 21339499 21276361 -333 21337865 21276361 -1967 21337545 21280016 -2287
ChrX Complement NT_011812.12 GGGTCACTCCCACCC 7692203 LOC139952 7690238 7688802 -1965 7690238 7688802 -1965 7690238 7688802 -1965
Chr12 Complement NT_009755.15 AGGTCTTTATGACCT 3657223 LOC349867 3655262 3653207 -1961 3655262 3653207 -1961 3655262 3653207 -1961
Chr11 Complement NT_033903.5 GGGTCAAAGTGACCC 1513139 LOC338675 1511180 1510230 -1959 1511180 1510230 -1959 1511180 1510230 -1959
Chr13 Normal NT_009799.12 AGGTCACTGCAACCT 1185847 HSMPP8 1187805 1227581 -1958 1187805 1227581 -1958 1187889 1226015 -2042
Chr1 Normal NT_004668.15 AGGTCTTTGTGACCT 8836256 KIS 8837523 8864403 -1267 8838214 8864403 -1958 8838350 8862899 -2094
Chr6 Complement NT_025741.12 TGGGCATGGTGACCC 37196160 LOC345913 37194203 37193880 -1957 37194203 37193880 -1957 37194203 37193880 -1957
Chr2 Complement NT_022184.12 TGGCCACGGTGACCC 53484836 RTKN 53485478 53468943 642 53482879 53468943 -1957 53482681 53469302 -2155
Chr17 Complement NT_010755.13 CGGACACGGTGACCC 3452986 KRT9 3451032 3444818 -1954 3451032 3444818 -1954 3450966 3446250 -2020
Chr19 Normal NT_011255.13 AGGTCACACTGTCCA 614464 FSTL3 616417 623385 -1953 616417 623385 -1953 616424 621708 -1960
Chr4 Complement NT_006216.14 AGGTCTTTATGACCT 3469294 LOC345292 3467341 3459004 -1953 3467341 3459004 -1953 3467341 3459004 -1953
Chr4 Complement NT_006316.15 TGGACATTCTGACCT 6589862 LOC345323 6587909 6542334 -1953 6587909 6542334 -1953 6587909 6542334 -1953
Chr19 Normal NT_011109.15 AGGTCAGTATTACCC 16795781 ZNF222 16797723 16805478 -1942 16797734 16805478 -1953 16798442 16805401 -2661
Chr21 Normal NT_011512.8 AGATCACACTGACCA 21406242 C21orf51 21408194 21435469 -1952 21408194 21435463 -1952 21412199 21418335 -5957
Chr2 Normal NT_022171.13 AGGGCATGTTGACCC 9643345 LOC351123 9645297 9708160 -1952 9645297 9708160 -1952 9645297 9708160 -1952
Chr15 Normal NT_010274.15 GGGTCATATCTACCC 6462187 MGC14386 6463627 6471098 -1440 6464139 6471098 -1952 6466437 6470526 -4250
Chr20 Normal NT_011387.8 GGGCCAGACTGACCT 17488834 DSTN 17490697 17528645 -1863 17490785 17528645 -1951 17490854 17527791 -2020
Chr6 Complement NT_034874.2 TGGTCATCAGGACCT 2819710 LOC282921 2817759 2811504 -1951 2817759 2811675 -1951 2817739 2813212 -1971
Chr6 Complement NT_033951.3 TGGTCATCAGGACCT 2962468 LOC282957 2960518 2954268 -1950 2960518 2954439 -1950 2960498 2955975 -1970
Chr6 Complement NT_007592.13 TGGTCATCAGGACCT 22370893 LOC285837 22368943 22362708 -1950 22368943 22362879 -1950 22368923 22364400 -1970
ChrY Complement NT_011896.7 AGCTCAAACTGACCC 6005045 LOC347596 6003095 5752463 -1950 6003095 5752463 -1950 6003095 5752463 -1950
Chr5 Normal NT_023089.13 AAGTCGGGGTGACCC 1711177 LOC206267 1713126 1734707 -1949 1713126 1734707 -1949 1713126 1734707 -1949
Chr6 Normal NT_025741.12 GGGTGAAGCCGACCC 21754201 VGL2 21756150 21764157 -1949 21756150 21764157 -1949 21756356 21763086 -2155
Chr1 Normal NT_019273.15 TGGTCAGGCTGATCT 1090931 LOC164153 1092876 1094375 -1945 1092876 1094375 -1945 1092971 1093495 -2040
Chr22 Normal NT_011526.5 TGGTCAGCTTGACCA 139607 384D8-2 141535 158071 -1928 141551 156763 -1944 149781 156666 -10174
Chr5 Complement NT_006576.13 AGGTCAGGATAACCT 23230503 LOC285635 23228560 23227233 -1943 23228560 23227233 -1943 23228444 23227816 -2059
Chr8 Normal NT_008183.16 GGGTCCTGGTGACCA 7313600 LOC346945 7315543 7329266 -1943 7315543 7329266 -1943 7315543 7329266 -1943
Chr16 Complement NT_010505.13 TGGTCAGGATGGCCT 3101673 LOC348179 3099732 3070780 -1941 3099732 3070780 -1941 3099732 3070780 -1941
Chr18 Complement NT_010966.13 AGGCCAGCCTGACCA 25988351 MIZ1 25989225 25880020 874 25986410 25881498 -1941 25986410 25881498 -1941
Chr6 Complement NT_025741.12 AGGTGACTTTGACCT 11410941 LOC345868 11409001 11329066 -1940 11409001 11329066 -1940 11409001 11329066 -1940
Chr1 Normal NT_004525.15 GGGTCAGGGTGAGCC 2036337 LOC350772 2038277 2055319 -1940 2038277 2055319 -1940 2038277 2055319 -1940
Chr9 Normal NT_023932.15 AGGTCTTTATGACCT 632222 CKS2 634160 643343 -1938 634160 639664 -1938 634255 639387 -2033
ChrX Normal NT_025319.13 AGGTCTTTGTGACCT 1187467 FLJ22679 1188923 1364074 -1456 1189403 1363960 -1936 1362225 1362686 -174758
Chr1 Normal NT_004668.15 AGGTCTTTGTGACCT 8836256 KIS 8837523 8864403 -1267 8838192 8862919 -1936 8838350 8862899 -2094
Chr2 Normal NT_022184.12 CTGTCACTTTGACCT 41270352 LOC344425 41272287 41354404 -1935 41272287 41354404 -1935 41339432 41354404 -69080
Chr4 Normal NT_022792.15 AGATCACCATGACCT 18474008 SLC25A4 18475943 18479947 -1935 18475943 18479947 -1935 18476048 18479643 -2040
Chr9 Complement NT_008470.15 AGGTCACTCTGACAG 20512044 EST-YD1 20510112 20473071 -1932 20510112 20473071 -1932 20509929 20489290 -2115
Chr9 Normal NT_008470.15 GGGTCAGGGCGCCCC 4408627 NR4A3 4410556 4455592 -1929 4410556 4455592 -1929 4415472 4452568 -6845
Chr9 Normal NT_008470.15 GGGTCAGGGCGCCCC 4408627 NR4A3 4410556 4455592 -1929 4410556 4422760 -1929 4415472 4452568 -6845
Chr2 Normal NT_005058.13 GGGTCACTGTAACCA 4896041 R3HDM 4897942 5091737 -1901 4897970 5091735 -1929 4971315 5090761 -75274
Chr22 Normal NT_011526.5 TGGTCAGCTTGACCA 139607 384D8-2 141535 158071 -1928 141535 153043 -1928 149781 156666 -10174
Chr14 Complement NT_026437.10 AGGACATACTGACCT 14930884 C14orf11 14928956 14905175 -1928 14928956 14905257 -1928 14928873 14905715 -2011
Chr19 Normal NT_011255.13 AGGTCGCAGTGAGCC 797783 DF 799664 803624 -1881 799711 803569 -1928 800637 803238 -2854
Chr7 Complement NT_029998.6 GGGTCAGTGTGCCCG 227897 LOC285873 225972 222854 -1925 225972 222854 -1925 225637 225323 -2260
Chr19 Normal NT_011255.13 GGGCCAGGATGACCA 1179843 ATP5D 1181767 1184823 -1924 1181767 1184823 -1924 1181850 1184436 -2007
Chr14 Normal NT_026437.10 AGATCAGTCTGACCA 41673335 LOC145387 41675256 41677051 -1921 41675256 41677051 -1921 41675647 41675919 -2312
Chr5 Normal NT_077451.2 GAGTCACCGTGACCA 2163879 LOC285679 2165800 2169260 -1921 2165800 2169245 -1921 2165826 2168314 -1947
Chr22 Complement NT_011520.9 GGGGCAGGGTGACCT 16726446 TST 16725280 16715961 -1166 16724525 16715961 -1921 16723827 16716122 -2619
Chr2 Complement NT_022184.12 GGGTCGCCATGGCCC 39598469 BCL11A 39596700 39494234 -1769 39596549 39494234 -1920 39596337 39495632 -2132
Chr22 Normal NT_011520.9 TGGTCAGGCTGGCCT 15380333 APOL6 15382252 15396785 -1919 15382252 15396785 -1919 15390301 15393471 -9968
Chr1 Normal NT_037485.3 GGCTCACTGCGACCT 1642616 LOC148356 1644535 1646446 -1919 1644535 1646446 -1919 1644642 1645496 -2026
Chr13 Complement NT_024524.12 GGGTCATATTGAGCC 17245648 HSPC126 17243767 17201952 -1881 17243730 17225208 -1918 17243706 17225767 -1942
Chr17 Normal NT_010799.13 GAGTCAGCATGACCA 8332905 LOC350470 8334823 8407697 -1918 8334823 8407697 -1918 8334823 8407697 -1918
Chr9 Complement NT_019501.12 GGGTCATTCTGACTC 1516366 LOC349231 1514449 1430510 -1917 1514449 1457180 -1917 1514425 1457440 -1941
Chr17 Complement NT_010748.12 TGGTCAGTCTGACCA 963318 LOC350426 961401 959933 -1917 961401 959933 -1917 961401 959933 -1917
Chr7 Complement NT_007933.12 AGGTCAGCATGAGCA 63521386 ATP6V0A4 63519470 63427572 -1916 63519470 63427572 -1916 63492536 63427901 -28850
Chr11 Normal NT_033903.5 AGGTCGCAGTGAGCT 3570289 LOC341108 3572205 3572603 -1916 3572205 3572603 -1916 3572205 3572603 -1916
Chr1 Complement NT_004668.15 TTGTCATGGTGACCT 4992943 LOC128366 4991028 4984842 -1915 4991028 4984842 -1915 4991028 4984842 -1915
Chr16 Normal NT_037887.3 AGGTCAGACTGTCCT 656219 MIRO-2 658124 664171 -1905 658134 664171 -1915 658201 663607 -1982
Chr9 Complement NT_023935.15 GGGACACTGTGACCT 2645873 TRPM3 2648496 2314500 2623 2643960 2603892 -1913 2643960 2607287 -1913
Chr17 Normal NT_010799.13 GGGTAAGCTTGACCA 7932812 LOC350469 7934724 7979181 -1912 7934724 7979181 -1912 7934724 7979181 -1912
Chr3 Complement NT_005962.15 AGATCAGCCTGACCA 19181134 NOT56L 19179799 19172583 -1335 19179222 19172676 -1912 19179191 19172765 -1943
Chr1 Complement NT_077386.2 AGGTCAGACCCACCT 3316721 SCMH1 3314809 3099896 -1912 3314809 3099898 -1912 3232423 3100887 -84298
Chr2 Normal NT_005058.13 AGGCCAGCCTGACCA 120220 FLJ38377 122129 131675 -1909 122129 131675 -1909 128662 131247 -8442
Chr6 Complement NT_007302.11 AGGTCGCAGTGAGCT 351876 HGC6 349967 345716 -1909 349967 345716 -1909 349349 348702 -2527
Chr6 Complement NT_007302.11 AGGTCGCAGTGAGCT 351876 HGC6 149749 137431 -202127 349967 345716 -1909 143966 140454 -207910
Chr6 Complement NT_007302.11 AGGTCGCAGTGAGCT 351876 HGC6 149749 137431 -202127 349967 345716 -1909 349349 348702 -2527
Chr17 Complement NT_010783.13 GGGTCACTGCAACCT 224006 LOC350436 222099 189584 -1907 222099 189584 -1907 196135 189592 -27871
Chr7 Normal NT_007819.13 AGGTGAAGATGACCC 31748002 LOC352277 31749909 31764769 -1907 31749909 31764769 -1907 31749909 31764769 -1907
Chr9 Complement NT_008413.15 AGGTCAAGATGGCCT 6740911 LOC158352 6739005 6738553 -1906 6739005 6738553 -1906 6738981 6738703 -1930
Chr22 Normal NT_011522.4 GGGTCTGACTGACCT 970121 FLJ20635 971994 1004045 -1873 972026 1002854 -1905 984472 1002497 -14351
Chr17 Normal NT_010718.13 AGGTGACGGTGACCT 3870647 USP6 3872552 3919189 -1905 3872552 3919189 -1905 3874528 3892757 -3881
Chr2 Complement NT_022184.12 GGGTCGCCATGGCCC 39598469 BCL11A 39596700 39494234 -1769 39596565 39500266 -1904 39596337 39495632 -2132
Chr7 Normal NT_007819.13 AGGTTGCAGTGACCC 27071512 TAX1BP1 27073325 27174546 -1813 27073416 27162487 -1904 27081752 27162056 -10240
Chr15 Normal NT_010194.15 AGGTCTAACTGACCC 45903447 FLJ13993 45891589 45910534 11858 45905349 45910534 -1902 45905443 45909093 -1996
Chr6 Normal NT_007299.12 GGGTCAACAGGACCA 21595659 LOC285787 21597561 21652421 -1902 21597561 21652421 -1902 21626868 21643225 -31209
Chr6 Complement NT_025741.12 AGGTCGCAGTGAGCT 16849207 LOC349001 16847305 16846726 -1902 16847305 16846726 -1902 16847258 16846914 -1949
Chr7 Complement NT_007819.13 AGGTCATGCCCACCC 26500657 HOXA9 26503725 26495666 3068 26498757 26495666 -1900 26498684 26496830 -1973
Chr19 Complement NT_011109.15 TGATCAAGGTGACCC 22439015 IRF3 22437304 22431019 -1711 22437115 22431019 -1900 22436285 22431095 -2730



Chr20 Normal NT_028392.4 GGGTCACTGCAACCT 1059659 KIF3B 1061559 1117527 -1900 1061559 1117527 -1900 1093673 1115214 -34014
Chr8 Complement NT_037704.3 GGGTGGGTGTGACCC 98405 SCRT1 96506 92690 -1899 96506 92690 -1899 96394 93410 -2011
Chr19 Complement NT_011109.15 GGCTCACTTCGACCT 26933534 LENG1 26931636 26927571 -1898 26931636 26927571 -1898 26931623 26927649 -1911
Chr8 Complement NT_008183.16 AGGTCGACATGACAT 1188047 LOC286068 1186149 1183395 -1898 1186149 1183395 -1898 1184432 1184091 -3615
Chr17 Normal NT_010718.13 AGATCAGCTTGACCA 16422028 RAI1 16423924 16553904 -1896 16423924 16553904 -1896 16535400 16553742 -113372
Chr16 Normal NT_010393.13 ATGTCATGTTGACCA 15823269 MY038 15824080 15833937 -811 15825164 15833572 -1895 15825164 15833572 -1895
Chr3 Complement NT_005612.13 GGGTCAACCTGACTA 21359892 LOC351475 21357998 21189772 -1894 21357998 21189772 -1894 21357965 21189772 -1927
Chr6 Normal NT_007299.12 TGGTCAGGCTGATCT 14130519 SUSP1 14131815 14246353 -1296 14132413 14246353 -1894 14132413 14245482 -1894
ChrX Complement NT_025307.13 GGGTCACTCCCACCC 761476 LOC286501 759583 757393 -1893 759583 757393 -1893 758066 757698 -3410
Chr19 Normal NT_011109.15 AGGTCACAGTGCCCT 23492902 SCGF 23494795 23497165 -1893 23494795 23497154 -1893 23494973 23496914 -2071
Chr11 Complement NT_033903.5 TGGTCCTGCTGACCT 12393148 CABP2 12391288 12386807 -1860 12391256 12386807 -1892 12391186 12386999 -1962
Chr2 Normal NT_022139.11 GGGTCACTGTGGCCC 161111 ALLC 126498 170946 34613 163001 170946 -1890 164573 170838 -3462
Chr11 Normal NT_033903.5 AGGTCAGCCTGACCA 2524005 HEAB 2525895 2530601 -1890 2525895 2530601 -1890 2528214 2530173 -4209
Chr19 Normal NT_011109.15 AGGGCAGACTGACCC 31186363 LOC201514 31188253 31197880 -1890 31188253 31197880 -1890 31188705 31197341 -2342
Chr4 Normal NT_016354.15 AGGTCAACATGAACC 19769997 LOC201878 19771887 19786018 -1890 19771887 19786018 -1890 19771887 19786018 -1890
Chr6 Complement NT_007592.13 GGGTCACTCCCACCC 5338726 LOC346109 5336837 5320870 -1889 5336837 5320870 -1889 5336837 5320870 -1889
ChrX Complement NT_011651.13 GGGTCACTGTAACCT 12787302 LOC340593 12785414 12704755 -1888 12785414 12704755 -1888 12785414 12704755 -1888
Chr6 Complement NT_007299.12 AGGTCAATGTGACTA 819430 MGC26664 817543 161548 -1887 817543 211276 -1887 817264 212279 -2166
Chr3 Normal NT_005927.15 AGGTCACAGTGAGCC 8470471 LMCD1 8472357 8538651 -1886 8472357 8538651 -1886 8472471 8538130 -2000
Chr3 Normal NT_006014.14 GGCTCAGAATGACCA 172270 DKFZP564J0123 172958 175971 -688 174153 175971 -1883 174644 175671 -2374
Chr14 Normal NT_026437.10 AGGTCATTGCAACCT 80766495 MGC4645 80762812 80916666 3683 80768378 80916666 -1883 80768479 80916419 -1984
Chr10 Normal NT_008705.14 AGGTTGCAGTGACCC 20356725 ZNF37A 20358608 20387595 -1883 20358608 20387595 -1883 20360879 20383098 -4154
Chr1 Complement NT_077920.1 AGGTCTGTGTGACCC 391236 LOC284726 389354 388474 -1882 389354 388474 -1882 389260 388940 -1976
Chr19 Complement NT_011109.15 AGGTTGCCATGACCT 13658756 CYP2A7 13656875 13649562 -1881 13656875 13649562 -1881 13656333 13649816 -2423
Chr21 Complement NT_011515.10 GGGTCACAGTGGCCT 1446113 C21orf29 1444233 1230513 -1880 1444233 1230513 -1880 1444167 1232404 -1946
Chr3 Normal NT_005999.15 AGGTCAGATTGACTG 12597401 LOC344935 12599281 12664396 -1880 12599281 12664396 -1880 12599281 12664396 -1880
Chr17 Complement NT_010718.13 GGCTCACTGCGACCT 16581310 SREBF1 16579431 16553801 -1879 16579431 16554529 -1879 16579268 16555073 -2042
Chr5 Normal NT_023133.11 AGGTCACAGTGAGCC 15622567 NPM1 15624312 15647726 -1745 15624443 15647473 -1876 15624538 15647154 -1971
Chr1 Normal NT_021937.15 AGGTTGCAGTGACCC 2447860 LOC127528 2449734 2452404 -1874 2449734 2452404 -1874 2449941 2452404 -2081
Chr19 Normal NT_011109.15 TAGTCAGCCTGACCT 8424059 UPK1A 8425933 8437585 -1874 8425933 8437585 -1874 8425933 8437139 -1874
Chr15 Normal NT_010194.15 AGGTCATCCTGATCC 2537 APBA2 2955 201072 -418 4410 201072 -1873 136645 199893 -134108
Chr21 Normal NT_011515.10 GGGTCATTGCAACCT 1670820 C21orf70 1672350 1709638 -1530 1672692 1709625 -1872 1672711 1709456 -1891
Chr9 Complement NT_008413.15 AGCTCACTGTGACCT 4773783 LOC138604 4771911 4771465 -1872 4771911 4771465 -1872 4771911 4771465 -1872
Chr18 Normal NT_010966.13 AGGTCACTGTAACCT 5685655 LOC350531 5687526 5726281 -1871 5687526 5726281 -1871 5689366 5726281 -3711
Chr11 Complement NT_033903.5 GGGTCAGACTTACCT 8542220 DKFZP564J0863 8540711 8497435 -1509 8540350 8497435 -1870 8540074 8498058 -2146
Chr22 Complement NT_011525.5 ACGTCACAGTGACCC 677337 LOC284934 675467 672305 -1870 675467 672305 -1870 673561 672680 -3776
Chr10 Complement NT_033985.5 GGGTGGGAGTGACCC 2868528 LOC340769 2866658 2858816 -1870 2866658 2858816 -1870 2866658 2858816 -1870
Chr1 Complement NT_004686.15 AAGTCAGCTTGACCC 850061 LOC343466 848192 813323 -1869 848192 813323 -1869 848192 813323 -1869
Chr22 Normal NT_011519.10 AGGTCACCCTGACTA 2796038 LOC351022 2797907 2830997 -1869 2797907 2830997 -1869 2797907 2830997 -1869
Chr3 Normal NT_005612.13 GGGTCAGGGTGTCCA 34270110 SELB 34271882 34527021 -1772 34271979 34527021 -1869 34271979 34526638 -1869
ChrX Normal NT_078106.1 TGGTCCCCGTGACCT 135002 LOC340529 136870 139066 -1868 136870 139066 -1868 136996 137598 -1994
Chr4 Normal NT_016354.15 GGGTTGGAGTGACCT 28660223 LOC351619 28662090 28757114 -1867 28662090 28757114 -1867 28662090 28757114 -1867
Chr6 Normal NT_007592.13 TGGTCTCACTGACCT 20883676 ZNRD1 20885542 20889187 -1866 20885542 20889187 -1866 20885808 20888975 -2132
Chr6 Normal NT_033951.3 TGGTCTCACTGACCT 1475783 ZNRD1 1477649 1481293 -1866 1477649 1481293 -1866 1477915 1481081 -2132
Chr6 Normal NT_034874.2 TGGTCTCACTGACCT 1330573 ZNRD1 1332439 1336089 -1866 1332439 1336089 -1866 1332705 1335877 -2132
Chr15 Normal NT_010274.15 AGGTCAGAGTGATCT 5131163 MGC45866 5128550 5139813 2613 5133027 5136775 -1864 5133101 5135844 -1938
Chr6 Normal NT_025741.12 GGCTCACTGCGACCT 47874682 PEX3 47876315 47915570 -1633 47876546 47915570 -1864 47876609 47914792 -1927
Chr11 Normal NT_033899.5 AGGTGATGCTGACCA 24864734 SORL1 24866598 25048064 -1864 24866598 25044078 -1864 24866719 25043949 -1985
Chr4 Normal NT_022853.14 AGGTCACGGTGAGCC 3550429 FLJ13352 3552292 3577361 -1863 3552292 3577361 -1863 3552387 3576141 -1958
Chr15 Normal NT_010194.15 GGGTCAGAATGACAT 33727258 TLN2 33729121 33923052 -1863 33729121 33923052 -1863 33729121 33922181 -1863
Chr22 Normal NT_011519.10 TGCTCACTGTGACCT 3441084 LOC284866 3442946 3453255 -1862 3442946 3453255 -1862 3442947 3452619 -1863
Chr17 Normal NT_010641.13 ATGTCAAGGTGACCT 1753403 LOC342498 1755265 1906735 -1862 1755265 1906735 -1862 1755265 1906735 -1862
Chr18 Normal NT_025028.13 TAGTCATGGTGACCT 5652772 LOC342784 5654633 5706131 -1861 5654633 5706131 -1861 5654633 5706131 -1861
Chr1 Normal NT_019273.15 GGGTGAGGCTGACCA 457990 LOC284612 459849 462558 -1859 459849 462558 -1859 461006 461338 -3016
Chr5 Complement NT_006576.13 AGGTTGCAGTGACCC 14187156 LOC345745 14185297 14066448 -1859 14185297 14066448 -1859 14185297 14066448 -1859
Chr10 Complement NT_008705.14 GTGTCACTGTGACCT 19132601 LOC349602 19130742 18898207 -1859 19130742 18898207 -1859 19130742 18898207 -1859
Chr3 Complement NT_022459.12 TGGTCATACTTACCT 7047340 LOC344709 7045482 6986796 -1858 7045482 6986796 -1858 7045482 6986796 -1858
ChrX Complement NT_077819.2 TGGTCAGGCTGATCT 2961164 FLJ22965 2959307 2932056 -1857 2959307 2932056 -1857 2959261 2933633 -1903
Chr1 Normal NT_021877.15 AGGTCGGCCTGGCCC 1455154 LOC148696 1457011 1459047 -1857 1457011 1459047 -1857 1458610 1458996 -3456
Chr17 Complement NT_010783.13 ATGTCACTGTGACCC 17501263 ERN1 17499408 17412692 -1855 17499408 17412692 -1855 17499321 17413280 -1942
Chr2 Normal NT_005403.13 AGGTCATAAAGACCT 24377032 CDCA7 24378886 24393057 -1854 24378886 24393057 -1854 24379030 24391730 -1998
Chr17 Complement NT_010718.13 AGGTCACACTCACCT 17386727 LOC254272 17386841 17377979 114 17384874 17378410 -1853 17383802 17378794 -2925
Chr3 Normal NT_005962.15 GGGTCAAATTCACCC 15046243 LOC339828 15048096 15143364 -1853 15048096 15143364 -1853 15048096 15143364 -1853
Chr6 Complement NT_033951.3 GGGTCGTCTTGCCCT 3137487 LY6G6C 3135746 3132549 -1741 3135634 3132549 -1853 3135580 3132997 -1907
Chr6 Complement NT_034874.2 GGGTCGTCTTGCCCT 2994766 LY6G6C 2993025 2989828 -1741 2992913 2989828 -1853 2992859 2990276 -1907
Chr2 Normal NT_005403.13 AGGTCGAAATTACCC 83572902 EIF4EL3 83574710 83607685 -1808 83574754 83593252 -1852 83574768 83593060 -1866
Chr10 Normal NT_024115.14 TGGTCAGGCTGCCCT 1952010 LOC340642 1953862 1957743 -1852 1953862 1957743 -1852 1953862 1957743 -1852
Chr20 Complement NT_028392.4 AGGTCACTGTTACCA 4040965 ITGB4BP 4039309 4030682 -1656 4039114 4033246 -1851 4038811 4033521 -2154
Chr20 Complement NT_011387.8 AGGTCACGGTGAGCC 3629626 SN 3627775 3607623 -1851 3627775 3609207 -1851 3627775 3609207 -1851
Chr6 Complement NT_007592.13 GGGTCGTCTTGCCCT 22545912 LY6G6C 22544174 22540977 -1738 22544062 22540977 -1850 22544008 22541425 -1904
Chr17 Complement NT_010718.13 GGGTCTCTTTGACCC 3649137 CHRNE 3647289 3641986 -1848 3647289 3641986 -1848 3647278 3642951 -1859
ChrX Complement NT_078106.1 AGGTCACGGGGACCA 214713 LOC340530 212865 210833 -1848 212865 210833 -1848 212739 212137 -1974
Chr1 Complement NT_004754.14 AGGTCAGTTTGTCCA 1362997 LOC350813 1361149 1284580 -1848 1361149 1284580 -1848 1361149 1284580 -1848
Chr2 Complement NT_005403.13 GGGTCACCATGCCCG 59155811 CRYGC 59153964 59152200 -1847 59153964 59152200 -1847 59153853 59152264 -1958
Chr16 Normal NT_010498.13 CGGTCAGCATGGCCT 16238850 LOC342309 16240696 16277339 -1846 16240696 16277339 -1846 16240721 16277339 -1871
Chr1 Complement NT_004668.15 AGGTCACTCCCACCC 16803850 LOC343438 16802004 16709040 -1846 16802004 16709040 -1846 16802004 16709040 -1846
Chr9 Complement NT_008470.15 TGGTCAGGGTGACTT 32524613 DPM2 32523398 32520013 -1215 32522770 32520013 -1843 32522734 32520636 -1879
Chr21 Complement NT_011512.8 CGGTCAGGAAGACCC 19610429 FLJ10932 19608997 19604945 -1432 19608587 19604945 -1842 19608547 19608167 -1882
Chr11 Complement NT_028310.10 AGGTCGCAGTGAGCC 6580504 JCG3 6578662 6577694 -1842 6578662 6577694 -1842 6578662 6577694 -1842
Chr5 Complement NT_034772.4 GGATCGAGTTGACCT 26499257 KIAA1281 26499519 26387635 262 26497415 26387635 -1842 26495703 26388614 -3554
Chr19 Normal NT_011295.10 TGGTCAGGCTGATCT 8883425 PGLS 8885249 8894897 -1824 8885267 8894897 -1842 8885284 8894692 -1859
Chr12 Normal NT_009775.13 GGGTAGATATGACCC 5803819 LOC283452 5805660 5808356 -1841 5805660 5808356 -1841 5806815 5807198 -2996
Chr2 Complement NT_022184.12 TGGTCACACTGACTC 49007168 FLJ25084 49005329 49003158 -1839 49005329 49003158 -1839 49004752 49003721 -2416
Chr10 Normal NT_030059.10 TGGTCATGCTGAACT 30908642 LOC349501 30910481 30938392 -1839 30910481 30938392 -1839 30910481 30938392 -1839
Chr20 Complement NT_011362.8 GGGTCATGGCGCCCC 19633972 CBLNL1 19632373 19626285 -1599 19632135 19626285 -1837 19632135 19626521 -1837
Chr19 Complement NT_011109.15 GGGTCTTTGTGACCT 15259932 LOC284341 15258095 15257363 -1837 15258095 15257363 -1837 15258084 15257725 -1848
Chr19 Normal NT_011109.15 AGGTCACACTGAACT 18277181 VASP 18278246 18298456 -1065 18279018 18298456 -1837 18279248 18297653 -2067
Chr17 Normal NT_010641.13 GTGTCATTATGACCA 6489844 LOC283983 6491680 6495171 -1836 6491680 6495171 -1836 6492832 6493284 -2988
Chr19 Complement NT_011255.13 GGGTCAGCCTGTCCT 2369711 TIMM13 2367875 2365622 -1836 2367875 2365622 -1836 2367531 2366946 -2180
Chr3 Normal NT_005962.15 AGGTCAATCTGCCCC 5956605 LOC344661 5958440 5981775 -1835 5958440 5981775 -1835 5958499 5981775 -1894
Chr17 Complement NT_010641.13 AGGTCAAGGGGACCT 5327904 SDK2 5326069 5225974 -1835 5326069 5225974 -1835 5323816 5226553 -4088
Chr11 Normal NT_009237.15 GGGTCACTGCAACCT 38682688 MADD 38684518 38745141 -1830 38684518 38745141 -1830 38689025 38744260 -6337
Chr16 Complement NT_024812.10 CGGGCACAATGACCT 824653 LOC348193 822824 802497 -1829 822824 802497 -1829 810989 802502 -13664



Chr9 Complement NT_078081.1 GGGTCACCTTGCCCA 5302 LOC349330 3473 1332 -1829 3473 1332 -1829 3040 2090 -2262
Chr9 Normal NT_024000.15 CGGTCTCCCTGACCC 832383 SSNA1 834178 835897 -1795 834212 835894 -1829 834258 835445 -1875
Chr11 Normal NT_033899.5 TGGCCAGGCTGACCT 12834764 LOC143891 12836591 12840143 -1827 12836591 12840143 -1827 12838076 12838669 -3312
Chr1 Normal NT_077948.1 AGGTTGCCGTGACCT 69 LOC116228 1895 72635 -1826 1895 72635 -1826 2229 71047 -2160
Chr4 Normal NT_006316.15 GCGTCACTATGACCA 17037709 KBF2 16840482 17111899 197227 17039534 17111899 -1825 17092504 17108009 -54795
Chr11 Normal NT_033903.5 AGCTCAGACTGACCC 6376559 LOC283200 6378384 6379755 -1825 6378384 6379755 -1825 6379233 6379729 -2674
Chr9 Normal NT_008470.15 TGGTCACTTGGACCC 11924293 LOC347285 11926117 11981364 -1824 11926117 11981364 -1824 11948734 11981364 -24441
Chr19 Complement NT_011109.15 GGCTCACCGCGACCT 31140982 LOC162968 31139159 31136456 -1823 31139159 31136456 -1823 31138821 31138366 -2161
Chr2 Normal NT_005403.13 AGGTCGCAGTGACTC 26800599 LOC351322 26802419 26836268 -1820 26802419 26836268 -1820 26802419 26836268 -1820
Chr19 Complement NT_011109.15 GGGCCATGCTGACCA 25723899 LOC125893 25722080 25720834 -1819 25722080 25720834 -1819 25722007 25721138 -1892
Chr2 Complement NT_005120.13 GGGTCAAGGGGACCC 3344625 FLJ22527 3346645 3163266 2020 3342809 3163266 -1816 3342775 3163455 -1850
Chr5 Normal NT_006713.13 TGGTCAGGGAGACCC 5716597 HSU84971 5718367 5724015 -1770 5718413 5724015 -1816 5718724 5723715 -2127
Chr22 Normal NT_019197.3 GGGTCAAAGCCACCT 208497 PP2447 199353 213015 9144 210313 212130 -1816 210807 211292 -2310
Chr3 Normal NT_005612.13 AGGCCAGCCTGACCA 44126781 CLDN18 44117194 44152026 9587 44128595 44149540 -1814 44128604 44149519 -1823
Chr14 Complement NT_026437.10 AGGTCGGGCCGACCC 40897390 LOC348044 40895577 40880801 -1813 40895577 40880801 -1813 40895577 40880801 -1813
Chr7 Complement NT_007933.12 GGGTCAGGGTGGCCT 25474556 TFR2 25473986 25451627 -570 25472743 25451921 -1813 25472716 25452064 -1840
Chr19 Complement NT_011255.13 GGGTCGCGGTGGCCC 3987953 DKFZp547O146 3986143 3984664 -1810 3986143 3984664 -1810 3985659 3985333 -2294
Chr16 Complement NT_010498.13 GGGTCACAGCGTCCC 16993401 FLJ21918 16991592 16984573 -1809 16991592 16984573 -1809 16991505 16985686 -1896
Chr16 Complement NT_024797.13 TGGACACCCTGACCC 7945890 KIAA1879 7944082 7858000 -1808 7944082 7875377 -1808 7910002 7886667 -35888
Chr11 Complement NT_028310.10 CGGTCATTCTGGCCT 3459009 LOC338639 3457201 3442232 -1808 3457201 3442232 -1808 3457201 3442232 -1808
Chr10 Normal NT_008705.14 TGTTCATGTTGACCT 9556623 LOC349589 9558431 9592831 -1808 9558431 9592831 -1808 9558431 9592831 -1808
Chr11 Complement NT_033927.5 TGGTCAGGCTGGCCT 4991416 LOC349685 4989612 4989331 -1804 4989612 4989331 -1804 4989612 4989331 -1804
ChrX Normal NT_011568.12 AGGTCATTATTACCC 9871363 UBE1 9870128 9894394 1235 9873163 9894394 -1800 9878070 9894196 -6707
Chr12 Complement NT_009775.13 AGGTTACAGTGACCA 826158 SCA2 824359 676979 -1799 824359 677134 -1799 824197 677498 -1961
Chr22 Normal NT_011519.10 TGGCCACTGTGACCT 3100422 COMT 3081459 3108680 18963 3102220 3108680 -1798 3102350 3108409 -1928
Chr9 Normal NT_008470.15 AGGTCAAACCAACCT 7588481 CYLC2 7584012 7607188 4469 7590279 7607188 -1798 7590279 7594379 -1798
Chr8 Complement NT_008183.16 TGGTCAGGCTGGCCT 18390780 FLJ10511 18388982 18357260 -1798 18388982 18357625 -1798 18382182 18359178 -8598
Chr11 Normal NT_033927.5 GGGTCAGCCTGGCCG 8107248 KIAA1372 8098887 8124778 8361 8109045 8124778 -1797 8109671 8123888 -2423
Chr10 Normal NT_077569.2 AGGTTGCAGTGACCC 7233470 LOC221042 7235267 7238831 -1797 7235267 7238831 -1797 7235437 7235745 -1967
Chr16 Normal NT_024812.10 AGGTCGGTGTGAGCC 5355104 LOC284190 5356901 5369582 -1797 5356901 5369582 -1797 5356975 5366902 -1871
Chr3 Complement NT_005612.13 GGGTCGGGGCGACCT 20357376 ZNF80 20355579 20352639 -1797 20355579 20352639 -1797 20355075 20354254 -2301
Chr3 Complement NT_022517.15 AGGTCTTGCTGACCA 1604899 FLJ25449 1603183 1570814 -1716 1603103 1570814 -1796 1602925 1591914 -1974
ChrX Normal NT_011568.12 GGGTCAGCCTGACCT 729451 SYTL5 731244 824084 -1793 731244 824084 -1793 731244 824084 -1793
Chr1 Complement NT_004852.15 AGATCAGCCTGACCA 1637813 VMD2L2 1636020 1631902 -1793 1636020 1631902 -1793 1636020 1632525 -1793
Chr1 Normal NT_021937.15 AGGTCGCAATGAGCT 3257832 LOC126767 3259624 3270030 -1792 3259624 3270030 -1792 3262958 3269441 -5126
Chr9 Complement NT_008470.15 TCGTCAACTTGACCC 13447457 ACTL7B 13445666 13443290 -1791 13445666 13443290 -1791 13444629 13443382 -2828
Chr17 Complement NT_010799.13 AGGTCATACTTACCT 1710455 KIAA0100 1709171 1678466 -1284 1708665 1678466 -1790 1706966 1679076 -3489
Chr2 Normal NT_005403.13 AGGTCAGAAGGACCA 53157986 LOC339809 53159776 53221922 -1790 53159776 53221922 -1790 53162437 53221110 -4451
Chr6 Complement NT_034880.2 GGCTCACTGCGACCT 598731 HUS1b 596944 596108 -1787 596944 596108 -1787 596944 596108 -1787
Chr20 Complement NT_011362.8 GGGTCAGGAGGACCC 9935028 CDH22 9933242 9855284 -1786 9933242 9855284 -1786 9932841 9856053 -2187
Chr19 Complement NT_011109.15 GGGTCAGCGCGGCCC 27244939 LENG9 27243153 27241171 -1786 27243153 27241171 -1786 27242899 27241460 -2040
Chr8 Complement NT_008046.13 GGATCAGCCTGACCA 22221431 LOC340419 22219645 22129718 -1786 22219645 22129718 -1786 22219538 22131476 -1893
Chr1 Normal NT_032962.4 GGGTCGCAGTGAGCC 1792251 PSMB4 1794006 1796408 -1755 1794037 1796408 -1786 1794060 1796301 -1809
Chr22 Complement NT_011520.9 ATGTCAGAATGACCA 16482954 RABL4 16481454 16463309 -1500 16481168 16463309 -1786 16480805 16463409 -2149
Chr11 Complement NT_009237.15 TGGTCCTTTTGACCC 19315528 HSPCAL3 19313743 19310807 -1785 19313743 19311490 -1785 19313684 19312653 -1844
Chr1 Complement NT_004836.14 AGGTCGCAGTGAGCT 458136 LOC200169 456357 454346 -1779 456357 454346 -1779 456187 455810 -1949
Chr14 Normal NT_026437.10 AGGTAATGATGACCC 29269289 LOC350032 29271068 29333602 -1779 29271068 29333602 -1779 29271068 29333602 -1779
Chr12 Complement NT_029419.10 GGGGCAGCTTGACCA 16923566 ZFP385 16928376 16906226 4810 16921787 16906226 -1779 16921604 16907346 -1962
Chr2 Complement NT_022184.12 TGGTCACTCTGACCC 2646132 LOC285120 2644354 2640560 -1778 2644354 2640560 -1778 2644354 2640560 -1778
Chr14 Complement NT_026437.10 AGGTTGCAGTGACCT 3348224 C14orf94 3346485 3335566 -1739 3346448 3335566 -1776 3344491 3335862 -3733
Chr17 Complement NT_010799.13 AGGTCACTGCAACCT 8542729 LOC342615 8540954 8520273 -1775 8540954 8520273 -1775 8540954 8520273 -1775
Chr20 Normal NT_011387.8 GGTTCAAAATGACCA 16667228 OTOR 16669003 16672809 -1775 16669003 16672809 -1775 16669047 16671763 -1819
Chr5 Complement NT_023133.11 GGGTAACGACGACCT 4497855 FLJ14166 4549131 4488229 51276 4496082 4488229 -1773 4490308 4489943 -7547
Chr4 Complement NT_022792.15 GGGGCATGCTGACCC 18932605 PRO0618 18930832 18929229 -1773 18930832 18929229 -1773 18930829 18930557 -1776
Chr8 Complement NT_028251.10 AGGTTGGTTTGACCC 6857044 LOC349177 6855272 6852911 -1772 6855272 6852911 -1772 6855272 6852911 -1772
Chr14 Complement NT_026437.10 GGGTCAGCCAGACCT 85538608 JAG2 85536837 85509752 -1771 85536837 85509752 -1771 85536433 85510708 -2175
Chr2 Normal NT_005403.13 TGGTCACTGGGACCT 70518640 LOC344498 70520410 70522244 -1770 70520410 70522244 -1770 70520410 70522244 -1770
Chr17 Normal NT_078100.1 GGTTCATATTGACCT 220723 MGC4172 222385 231383 -1662 222492 231383 -1769 225643 230784 -4920
Chr6 Complement NT_025741.12 AGGTCACTACAACCT 53973369 PPIL4 53971600 53930060 -1769 53971600 53930060 -1769 53971570 53931018 -1799
Chr4 Complement NT_016606.15 AGGTCAGCTTCACCC 9722025 LOC351651 9720258 9614713 -1767 9720258 9614713 -1767 9720258 9614713 -1767
Chr7 Normal NT_033968.4 CGGTCATTCTCACCT 5567934 LOC349075 5544538 5597683 23396 5569700 5597683 -1766 5569738 5597068 -1804
Chr16 Complement NT_078099.1 AGGTCACTCTCACCC 366692 LOC350370 364926 361261 -1766 364926 361261 -1766 364926 361261 -1766
Chr10 Complement NT_033985.5 AGGTCAGGGCCACCT 2598336 DEPP 2596572 2593891 -1764 2596572 2593891 -1764 2595792 2595154 -2544
Chr22 Complement NT_011520.9 TAGTCAACATGACCC 18500972 DNAL4 18499208 18483567 -1764 18499208 18483567 -1764 18487790 18484508 -13182
Chr7 Complement NT_007933.12 AGGACACACTGACCC 63521233 ATP6V0A4 63519470 63427572 -1763 63519470 63427572 -1763 63492536 63427901 -28697
Chr5 Complement NT_034772.4 TGGTCAACATCACCC 34409048 LOC345816 34407286 34406282 -1762 34407286 34406282 -1762 34407286 34406282 -1762
Chr3 Complement NT_005962.15 GGGTCACTGCAACCT 14536659 MRPL47 14534897 14518720 -1762 14534897 14518720 -1762 14528997 14519123 -7662
Chr18 Normal NT_010966.13 GGGACATGTTGACCC 4784483 LOC284249 4786244 4786918 -1761 4786244 4786918 -1761 4786244 4786918 -1761
Chr7 Complement NT_007819.13 AGGTCACAAAGACCC 34348523 KIAA0877 34346763 34254619 -1760 34346763 34254619 -1760 34344561 34264723 -3962
Chr17 Normal NT_010783.13 AGGTCGCAGTGAGCT 21398701 KPNA2 21400437 21411571 -1736 21400461 21411571 -1760 21401862 21411325 -3161
Chr6 Complement NT_007592.13 AGGTCAAGTTGATCA 12300498 LOC346136 12298738 12181297 -1760 12298738 12181297 -1760 12298738 12181297 -1760
Chr8 Complement NT_008183.16 GGGTTAAGGTGACCC 14446588 ASPH 14469683 14258338 23095 14444835 14419833 -1753 14469479 14258467 22891
Chr8 Complement NT_008183.16 GGGTTAAGGTGACCC 14446588 ASPH 14469683 14258338 23095 14444835 14419833 -1753 14444796 14381382 -1792
Chr15 Normal NT_010274.15 AGATCAACCTGACCA 1756874 LOC338985 1758626 1766888 -1752 1758626 1766888 -1752 1758626 1766888 -1752
Chr3 Complement NT_022517.15 AGGTCATTGTGGCCC 6629070 LOC344649 6627318 6576364 -1752 6627318 6576364 -1752 6627318 6576364 -1752
Chr13 Normal NT_024524.12 GAGTCAAGTTGACCT 46889983 FLJ30046 46847510 46912855 42473 46891733 46912855 -1750 46893000 46911848 -3017
Chr11 Complement NT_009237.15 TGATCAAAATGACCT 26741916 SLC1A2 26842128 26677072 100212 26740168 26683503 -1748 26740168 26683545 -1748
Chr19 Complement NT_011255.13 CGGTCACCCCGACCC 2585598 LOC199733 2583851 2581827 -1747 2583851 2581827 -1747 2583535 2582750 -2063
Chr19 Complement NT_011295.10 AGGTCAGGGTGGCCC 3709050 LOC147837 3707336 3691093 -1714 3707304 3691093 -1746 3707098 3692210 -1952
Chr9 Normal NT_008413.15 GGGTCATTTTAACCA 14916890 LOC349342 14918636 14968448 -1746 14918636 14968448 -1746 14918636 14968448 -1746
Chr20 Normal NT_011387.8 ATGTCACAGTGACCT 14949599 LOC350956 14951345 14985030 -1746 14951345 14985030 -1746 14951345 14985030 -1746
ChrX Complement NT_011786.13 AGGTCAAGCCCACCT 10158607 LOC139581 10156862 10148643 -1745 10156862 10148643 -1745 10156862 10148643 -1745
Chr10 Normal NT_008583.15 GGTTCAAAATGACCC 24220714 PLAU 24220107 24228424 607 24222457 24228424 -1743 24222486 24227495 -1772
Chr18 Complement NT_010966.13 AAGTCACTCTGACCT 12512410 LOC342710 12510670 12242769 -1740 12510670 12242769 -1740 12510569 12242769 -1841
Chr7 Normal NT_007914.12 AGGTCATAGTGTCCT 2020528 TAS2R3 2022266 2023216 -1738 2022266 2023216 -1738 2022266 2023216 -1738
Chr3 Complement NT_005612.13 AGGTTAGAATGACCC 56102428 LOC285330 56100691 56099002 -1737 56100691 56099002 -1737 56100631 56099501 -1797
Chr9 Complement NT_008413.15 GGGTCGTGTTCACCT 4974266 LOC347177 4972530 4934670 -1736 4972530 4934670 -1736 4972530 4934670 -1736
Chr5 Complement NT_034772.4 GGGTCAGTGTGAGCT 18327251 SEMA6A 18325643 18194273 -1608 18325515 18197218 -1736 18255661 18197330 -71590
Chr19 Normal NT_011109.15 AGGTCAGACTGAACA 31254250 FLJ20626 31253537 31269089 713 31255985 31260787 -1735 31256776 31260283 -2526
Chr19 Complement NT_011109.15 AGGTTACTGTGACCA 13061146 AKT2 13059505 13006454 -1641 13059412 13007934 -1734 13039392 13007997 -21754
Chr9 Complement NT_008470.15 AGTTCAGGCTGACCT 26746383 NDUFA8 26744724 26728966 -1659 26744649 26729032 -1734 26744582 26729146 -1801
Chr17 Complement NT_010748.12 AGGTTGGAGTGACCC 1700967 CRF 1699454 1690867 -1513 1699234 1690867 -1733 1699221 1691361 -1746
Chr9 Normal NT_008413.15 GAGTCAGGATGACCT 35737608 KIAA0258 35739289 35747923 -1681 35739341 35747923 -1733 35739754 35742870 -2146



Chr12 Complement NT_029419.10 AGATCAGCCTGACCA 18921636 LOC338791 18919903 18917451 -1733 18919903 18917451 -1733 18919903 18917451 -1733
Chr17 Complement NT_024871.10 GGGTCGCCCTGTCCC 1409668 LOC284181 1407937 1404610 -1731 1407937 1404610 -1731 1406949 1406395 -2719
Chr18 Normal NT_010859.12 AGGTCGGCTTGTCCC 12296528 TUBB-5 12298242 12334321 -1714 12298259 12316569 -1731 12298294 12316131 -1766
Chr13 Normal NT_024524.12 ATGTCAGCATGACCA 11419051 AKAP11 11420780 11471893 -1729 11420780 11471893 -1729 11434976 11467855 -15925
Chr7 Complement NT_007933.12 AGGTCATCTTGGCCT 53872698 TRN-SR 53871331 53770390 -1367 53870969 53773458 -1729 53870969 53773458 -1729
Chr16 Normal NT_037887.3 GTGTCAGGGTGACCT 548696 LOC146325 550423 555529 -1727 550423 555529 -1727 553296 555308 -4600
Chr15 Complement NT_010194.15 AGGTCGCAGTGAGCC 11612037 LOC283745 11610312 11607766 -1725 11610312 11607766 -1725 11609763 11609467 -2274
Chr2 Complement NT_005403.13 GGGTCAGAGGGACCA 70045483 LOC200760 70043759 70042313 -1724 70043759 70042313 -1724 70043688 70043051 -1795
Chr3 Normal NT_005825.15 AGGTCAAAACAACCT 1421393 CGI-58 1423037 1454853 -1644 1423116 1450929 -1723 1423122 1450661 -1729
Chr19 Complement NT_011109.15 AGGCCGAAGTGACCC 15691885 PSG10 15690162 15674782 -1723 15690162 15674782 -1723 15690162 15674782 -1723
Chr12 Normal NT_019546.15 AGGTTGCAGTGACCT 637837 HIP14 639559 729665 -1722 639559 729665 -1722 640208 726956 -2371
Chr20 Complement NT_028392.4 AGGTCACAGTGAGCC 3849076 C20orf188 3847386 3756983 -1690 3847355 3756983 -1721 3847352 3757717 -1724
Chr17 Complement NT_010799.13 AGGTTATTATGACCT 4377833 EVI2B 4376112 4365811 -1721 4376112 4365814 -1721 4367648 4366302 -10185
Chr10 Complement NT_030059.10 AGGTCACAAAGACCT 21381775 LOC340680 21380055 21365367 -1720 21380055 21365367 -1720 21380055 21365367 -1720
Chr15 Normal NT_010194.15 AGGTCTTTATGACCT 756033 LOC283697 757751 761924 -1718 757751 761924 -1718 760733 761212 -4700
Chr4 Complement NT_016354.15 TGGTAACATTGACCT 46582323 TNIP3 46580607 46547694 -1716 46580607 46547694 -1716 46580411 46548917 -1912
Chr15 Complement NT_077661.1 CAGTCATAGTGACCC 1069476 BNC 1067761 1038948 -1715 1067761 1038948 -1715 1067673 1040487 -1803
Chr19 Normal NT_011109.15 AGGTCAGCCTGCCCA 17725141 CLPTM1 17726820 17764816 -1679 17726856 17764816 -1715 17726871 17764373 -1730
Chr8 Complement NT_008183.16 GGGTTAAGGTGACCC 14446588 ASPH 14469683 14258338 23095 14444876 14380008 -1712 14444796 14381382 -1792
Chr8 Complement NT_008183.16 GGGTTAAGGTGACCC 14446588 ASPH 14469683 14258338 23095 14444876 14380008 -1712 14469479 14258467 22891
Chr11 Complement NT_033899.5 GGGTCATGTTGACCG 22517742 DPAGT1 22516531 22510900 -1211 22516031 22510900 -1711 22516020 22511387 -1722
Chr16 Normal NT_010552.13 GGGACAAAGTGACCT 464894 LOC348183 466604 473386 -1710 466604 473386 -1710 466604 473386 -1710
Chr6 Normal NT_007592.13 AGGTCTCTGTGACCC 37516883 LOC221399 37518591 37523269 -1708 37518591 37523269 -1708 37522893 37523192 -6010
Chr14 Complement NT_026437.10 GCGTCAGTTTGACCA 29493619 LOC341852 29491912 29420511 -1707 29491912 29420511 -1707 29491912 29420511 -1707
ChrX Complement NT_078115.1 AGGTCCCTCTGACCT 44470 LOC352879 42763 10826 -1707 42763 10826 -1707 38788 10826 -5682
Chr13 Normal NT_009799.12 GGGTCAGTATGTCCC 3192193 LOC348022 3193899 3224453 -1706 3193899 3224453 -1706 3193899 3224453 -1706
Chr16 Normal NT_037887.3 GGGCCAGCCCGACCT 1219807 LOC348206 1221513 1221950 -1706 1221513 1221950 -1706 1221513 1221950 -1706
Chr17 Complement NT_010718.13 AGGTCATAATCACCT 3648994 CHRNE 3647289 3641986 -1705 3647289 3641986 -1705 3647278 3642951 -1716
Chr17 Normal NT_010748.12 GGGTCACAAAGACCA 1878226 HIS1 1879931 1883529 -1705 1879931 1883529 -1705 1880620 1881699 -2394
Chr1 Normal NT_004559.10 GGGTCAGCCTCACCC 1434310 IMAGE3451454 1429677 1482244 4633 1436015 1482244 -1705 1436429 1481692 -2119
Chr19 Normal NT_011109.15 CGGTGAGCGTGACCC 21249591 LOC284356 21251296 21253760 -1705 21251296 21253760 -1705 21252275 21252583 -2684
Chr8 Complement NT_028251.10 TGGTCAAACTGCCCT 2637574 LOC346791 2635870 2409779 -1704 2635870 2409779 -1704 2635870 2409779 -1704
Chr13 Complement NT_027140.5 GGGTCGCAATGTCCT 1555981 LOC122282 1554278 1550794 -1703 1554278 1550794 -1703 1553529 1552870 -2452
Chr18 Complement NT_010859.12 TGGTCACCCTGATCT 12229404 LOC342852 12227701 12219963 -1703 12227701 12219963 -1703 12227701 12219963 -1703
Chr11 Complement NT_009237.15 AGGTCAGTCAGACCC 2677077 LOC341264 2675375 2638771 -1702 2675375 2638771 -1702 2675375 2638771 -1702
Chr11 Complement NT_033899.5 AGGTCAGGCTGACCT 32282206 KCNJ1 32280505 32251152 -1701 32280505 32251152 -1701 32253375 32252257 -28831
Chr7 Complement NT_007933.12 AGGTCACAATGTCCC 29586386 LOC346615 29584685 29562046 -1701 29584685 29562046 -1701 29584685 29562046 -1701
Chr3 Complement NT_005927.15 GGGTCAGACGGACCC 13025171 LOC348823 13023471 13011907 -1700 13023471 13011907 -1700 13023471 13011907 -1700
Chr5 Normal NT_034772.4 GGGTCACTCCCACCC 39286099 LOC285557 39287798 39288682 -1699 39287798 39288682 -1699 39287900 39288274 -1801
Chr1 Normal NT_032977.5 TGGTCACTCTGCCCT 247625 UMP-CMPK 249231 294246 -1606 249324 294246 -1699 249354 292153 -1729
Chr19 Complement NT_011109.15 TGGTCATTCTGCCCT 14403343 CEACAM4 14401646 14393562 -1697 14401646 14393562 -1697 14401549 14393921 -1794
Chr3 Normal NT_005825.15 TGGTCACACTGAACT 5533593 DDX30 5535036 5582319 -1443 5535288 5582319 -1695 5551385 5582247 -17792
Chr8 Complement NT_008183.16 GGGTTAAGGTGACCC 14446588 ASPH 14469683 14258338 23095 14444894 14419833 -1694 14444796 14381382 -1792
Chr8 Complement NT_008183.16 GGGTTAAGGTGACCC 14446588 ASPH 14469683 14258338 23095 14444894 14419833 -1694 14469479 14258467 22891
Chr2 Normal NT_022135.13 GGCTCACTGCGACCT 2591188 IL1RN 2583213 2599335 7975 2592881 2599335 -1693 2592945 2598191 -1757
Chr19 Normal NT_011109.15 GGGTCACCTCGGCCC 14479063 CEACAM5 14480755 14501931 -1692 14480755 14499490 -1692 14480869 14499454 -1806
Chr19 Normal NT_011295.10 TGGCCAGGCTGACCT 6458987 LOC126370 6460679 6461746 -1692 6460679 6461746 -1692 6460679 6461746 -1692
Chr5 Complement NT_023133.11 GAGTCACTGTGACCA 3704531 LOC285627 3702839 3685122 -1692 3702839 3685122 -1692 3685581 3685159 -18950
Chr7 Normal NT_078033.1 GGGTCAGCATCACCT 10213 LOC349078 11905 15731 -1692 11905 15731 -1692 11905 15731 -1692
Chr14 Complement NT_026437.10 AGGACAACTTGACCC 60764629 LOC341919 60762939 60602820 -1690 60762939 60602820 -1690 60762939 60602820 -1690
Chr1 Complement NT_004559.10 GGGTCTTGCTGACCC 2554541 LOC284663 2552852 2550278 -1689 2552852 2550278 -1689 2551787 2551326 -2754
Chr19 Complement NT_011109.15 GGGCCGAAGTGACCC 15979621 PSG4 15978038 15965074 -1583 15977933 15965121 -1688 15970532 15970188 -9089
Chr19 Complement NT_011109.15 AGGTTGAAGTGACCT 11631278 LOC126432 11629591 11627825 -1687 11629591 11627825 -1687 11628467 11627982 -2811
Chr20 Normal NT_011333.5 GGGGCAGCCTGACCA 171140 OGFR 172827 181982 -1687 172827 181982 -1687 175526 181632 -4386
Chr2 Complement NT_005334.13 AGGTCAGCCCGAGCT 2234118 LOC344343 2232433 2204279 -1685 2232433 2204279 -1685 2232433 2204279 -1685
Chr18 Complement NT_010966.13 AGGCCAGCCTGACCA 1488663 CTAGE-2 1486980 1482673 -1683 1486980 1482673 -1683 1486876 1484612 -1787
Chr17 Complement NT_010783.13 TGGTCAGGCTGCCCT 11724445 SUPT4H1 11722925 11715738 -1520 11722762 11715738 -1683 11722695 11716806 -1750
Chr1 Normal NT_019273.15 AGGTCACTGCAACCT 3727291 LOC128322 3728973 3729353 -1682 3728973 3729353 -1682 3728973 3729353 -1682
Chr6 Complement NT_034874.2 TGGTCATCAGGACCT 2819710 ATP6V1G2 2818030 2815642 -1680 2818030 2815642 -1680 2817348 2816588 -2362
Chr6 Complement NT_007592.13 TGGTCATCAGGACCT 22370893 ATP6V1G2 22369214 22366830 -1679 22369214 22366830 -1679 22368536 22367776 -2357
Chr6 Complement NT_033951.3 TGGTCATCAGGACCT 2962468 ATP6V1G2 2960789 2958405 -1679 2960789 2958405 -1679 2960111 2959351 -2357
Chr2 Normal NT_022184.12 AGGTCAGGCTGACGG 6116189 EMILIN 6117443 6125196 -1254 6117867 6125196 -1678 6117867 6124816 -1678
Chr1 Normal NT_004873.14 TGGGCAAAATGACCT 1855716 FLJ10199 1856239 1924138 -523 1857394 1924037 -1678 1918749 1923404 -63033
Chr19 Complement NT_011109.15 AGGCCGAAGTGACCC 15691885 PSG6 15690261 15674457 -1624 15690207 15675986 -1678 0 0 -15691885
Chr16 Normal NT_024797.13 GGGTGGCCTTGACCC 11394634 C16orf44 11393955 11412510 679 11396311 11407760 -1677 11396319 11407584 -1685
Chr2 Complement NT_022184.12 TGGTCACAGTGTCCT 52746076 CML2 52744399 52743570 -1677 52744399 52743570 -1677 52744364 52743681 -1712
Chr9 Normal NT_008413.15 TGGTCAGTCTGACCA 19330991 FLJ20686 19278622 19363540 52369 19332667 19362856 -1676 19336077 19362044 -5086
Chr17 Normal NT_010783.13 GGGTCATGCCCACCT 1102133 TBX21 1103809 1116684 -1676 1103809 1116684 -1676 1104020 1115931 -1887
Chr12 Normal NT_029419.10 AGGTCGCAGTGAGCC 15664120 LOC253028 15665794 15668906 -1674 15665794 15668906 -1674 15665858 15668906 -1738
Chr18 Normal NT_010966.13 GGGTCACACTAACCA 28615189 LOC350553 28616860 28648552 -1671 28616860 28648552 -1671 28616931 28648552 -1742
Chr12 Normal NT_009714.15 AGGTCATAAAGACCT 1591528 KIAA1238 1593198 1694661 -1670 1593198 1688760 -1670 1625437 1685354 -33909
Chr19 Complement NT_011109.15 GGGACACGCTGACCA 10029953 LOC284412 10028283 10025061 -1670 10028283 10025061 -1670 10027275 10026871 -2678
Chr1 Normal NT_004511.15 AGGTTGCAGTGACCC 2318445 FLJ10315 2319217 2350050 -772 2320114 2350050 -1669 2323979 2349859 -5534
Chr17 Complement NT_010799.13 AGGTCACACTCACCT 738264 LOC342658 736595 726785 -1669 736595 726785 -1669 736595 726785 -1669
Chr2 Complement NT_005334.13 AGATCAGCCTGACCA 8127981 LOC351285 8126312 7915059 -1669 8126312 7915059 -1669 8126312 7915059 -1669
ChrY Complement NT_011903.9 AGGTCACGCTGAACA 2475392 LOC84664 2473723 2469926 -1669 2473723 2469926 -1669 2473715 2473023 -1677
Chr12 Normal NT_029419.10 AGGCCACGGTGACCC 16520592 HOXC10 16522260 16527366 -1668 16522260 16527366 -1668 16522350 16526536 -1758
ChrX Normal NT_011757.12 AGGTCAACATGTCCC 6274851 PDHA1 6276488 6295442 -1637 6276518 6292432 -1667 6276623 6292238 -1772
Chr6 Normal NT_007299.12 GGGTCAAACAGACCT 20960889 LOC346030 20962554 21113480 -1665 20962554 21113480 -1665 20962554 21113480 -1665
Chr13 Normal NT_009799.12 GGGTCACTGCAACCT 2729185 MRP63 2730356 2732152 -1171 2730850 2732152 -1665 2731056 2731364 -1871
Chr7 Normal NT_007933.12 AGGTCATTGTCACCT 25550343 EPO 25552007 25554905 -1664 25552007 25554905 -1664 25552188 25554340 -1845
Chr2 Complement NT_005058.13 AGGTTACATTGACCA 5753665 LOC351236 5752002 5719262 -1663 5752002 5719262 -1663 5752002 5719262 -1663
Chr6 Complement NT_007299.12 GGGTCACTCCCACCC 17501674 PHIP 17608124 17470437 106450 17500012 17470437 -1662 17495627 17470581 -6047
Chr16 Normal NT_037887.3 GGGTCACACTGCCCA 2015251 SLC9A3R2 2016913 2028397 -1662 2016913 2028397 -1662 2017009 2028253 -1758
Chr19 Complement NT_011109.15 AGGCCAGACTGACCA 20812423 CABP3 20810764 20801413 -1659 20810764 20801413 -1659 20810764 20802004 -1659
Chr3 Complement NT_005927.15 AGCTCACTGTGACCT 11818861 LOC132001 11817202 11760769 -1659 11817202 11760769 -1659 11816959 11760828 -1902
Chr1 Normal NT_004668.15 TGGTCACACTGGCCT 14619178 TBX19 14565805 14654221 53373 14620837 14654221 -1659 14620888 14652799 -1710
Chr14 Complement NT_026437.10 GGGTCATTTTTACCT 31717470 LOC341855 31715812 31673357 -1658 31715812 31673357 -1658 31715812 31673357 -1658
Chr17 Normal NT_010799.13 GGGTCAATTTGGCCC 7221439 LOC342611 7223097 7313509 -1658 7223097 7313509 -1658 7223097 7313509 -1658
Chr1 Normal NT_028050.12 TGGTCATAATGATCC 2057310 VCAM1 2058968 2078270 -1658 2058968 2078270 -1658 2059088 2077510 -1778
Chr15 Normal NT_010194.15 TGGTCAGGGTGAGCC 9956610 LOC350136 9958267 10079589 -1657 9958267 10079589 -1657 9958267 10079589 -1657
Chr17 Complement NT_010663.13 AGGTCAGCCTAACCT 134925 LOC147111 133269 124492 -1656 133269 124492 -1656 132893 124945 -2032
Chr19 Complement NT_011109.15 AGGTCACAGTGAGCG 8875667 POLR2I 8874449 8872830 -1218 8874011 8872830 -1656 8873976 8872875 -1691



Chr20 Complement NT_011362.8 AGGTCAGACTGACTG 9574488 C20orf163 9572834 9570190 -1654 9572834 9570190 -1654 9572538 9570305 -1950
Chr6 Complement NT_034880.2 CGGTCAGACTGAGCC 2522574 LOC345971 2520921 2454105 -1653 2520921 2454105 -1653 2520921 2454105 -1653
Chr8 Complement NT_023736.15 AGGTCAATTTGACTG 6158392 LOC352427 6156739 6134866 -1653 6156739 6134866 -1653 6156739 6134866 -1653
Chr19 Complement NT_011109.15 GGCTCACTGTGACCT 25594726 LOC253839 25593076 25572917 -1650 25593076 25572917 -1650 25589401 25573016 -5325
Chr2 Normal NT_005334.13 GGGTCACAATGCCCA 4601543 LOC344349 4603193 4713619 -1650 4603193 4713619 -1650 4603309 4713619 -1766
Chr14 Complement NT_026437.10 AGGTCTTTGTGACCT 51606526 C14orf56 51604877 51600271 -1649 51604877 51600271 -1649 51603503 51602913 -3023
Chr1 Normal NT_077960.1 TGGTCATCGAGACCC 201990 LOC350875 203639 207854 -1649 203639 207854 -1649 203639 207854 -1649
Chr1 Normal NT_077967.1 GGCTCACTTCGACCT 16612 LOC350879 18261 109304 -1649 18261 109304 -1649 18261 109304 -1649
Chr12 Complement NT_029419.10 AGGCCAGAATGACCA 25691543 AVPR1A 25689896 25682320 -1647 25689896 25683522 -1647 25687922 25684445 -3621
Chr12 Normal NT_029419.10 AGGACAGACTGACCT 12496940 AQP5 12498585 12502769 -1645 12498585 12502266 -1645 12499107 12502266 -2167
Chr15 Normal NT_010194.15 AGGTCACCGTGATCA 45071768 PML 45073412 45125507 -1644 45073412 45125507 -1644 45073552 45123747 -1784
Chr19 Complement NT_011109.15 GGGCCGAAGTGACCC 15514479 PSG3 15538048 15494013 23569 15512835 15494013 -1644 15512754 15496354 -1725
Chr19 Complement NT_011109.15 GGGCCGAAGTGACCC 16043541 PSG9 16041898 16025656 -1643 16041898 16025656 -1643 16041801 16025979 -1740
Chr6 Complement NT_034880.2 AGGGCAATGTGACCA 1320568 LOC345967 1318926 1258047 -1642 1318926 1258047 -1642 1318926 1258047 -1642
Chr12 Complement NT_029419.10 AGGTCGCAGTGAGCC 11390853 U5-100K 11389277 11366846 -1576 11389211 11366846 -1642 11382871 11367558 -7982
Chr15 Normal NT_035325.4 AGGTCACATTGCCCC 3149870 LOC283780 3151511 3152762 -1641 3151511 3152762 -1641 3151851 3152731 -1981
Chr13 Normal NT_009952.13 AGGGCGCCCTGACCC 13722355 ZIC2 13723995 13728694 -1640 13723995 13728694 -1640 13723995 13727612 -1640
Chr6 Normal NT_007592.13 AGGTCATTGTTACCT 39581691 LOC346219 39583329 39907765 -1638 39583329 39907765 -1638 39583329 39907765 -1638
Chr4 Normal NT_016354.15 TGGTGAGTATGACCT 49188913 LOC285419 49190550 49281859 -1637 49190550 49281859 -1637 49280726 49281052 -91813
Chr17 Normal NT_010755.13 GGGTCAGCAAGACCG 3690288 FKBP10 3691924 3702192 -1636 3691924 3702192 -1636 3692010 3701383 -1722
Chr14 Normal NT_026437.10 GGGTCACTTTGACGT 84523869 KIF26A 84525505 84567272 -1636 84525505 84567272 -1636 84538522 84566168 -14653
Chr13 Normal NT_009799.12 AGGTAAGACTGACCT 8110254 WASF3 8111887 8243063 -1633 8111887 8243063 -1633 8196408 8239982 -86154
Chr19 Normal NT_011255.13 AGCTCACTGTGACCT 3804815 LOC350623 3806446 3811715 -1631 3806446 3811715 -1631 3806446 3811715 -1631
Chr15 Normal NT_010274.15 TGGTCATTTTGACAT 5772839 NEUGRIN 5774466 5781089 -1627 5774467 5780966 -1628 5775099 5780547 -2260
Chr19 Complement NT_011109.15 AGGTCACAGTGAGCT 22353622 NOSIP 22364222 22327160 10600 22351994 22327160 -1628 22332138 22327198 -21484
Chr14 Complement NT_026437.10 AGGTCAGAATGTCCC 1379071 LOC338880 1377445 1371649 -1626 1377445 1371649 -1626 1377422 1371649 -1649
Chr5 Complement NT_077451.2 GGGTCAGACCCACCC 1220014 LOC340040 1218388 1166820 -1626 1218388 1166820 -1626 1218346 1166820 -1668
Chr10 Normal NT_024040.14 AGGTCATGGTGACTC 271254 DPYSL4 272877 291739 -1623 272877 291739 -1623 273041 290907 -1787
Chr6 Complement NT_007592.13 AGGTTGCAGTGACCC 34395541 GTPBP2 34394102 34385360 -1439 34393919 34385360 -1622 34391223 34386478 -4318
Chr12 Normal NT_029419.10 TGGTCAGGCTGGCCT 38016221 GLIPR1 38017766 38036784 -1545 38017840 38036197 -1619 38017967 38036064 -1746
Chr12 Normal NT_009775.13 GGGTCAGCATGCCCG 6074167 LOC283453 6075786 6078313 -1619 6075786 6078313 -1619 6076886 6077167 -2719
Chr19 Complement NT_011109.15 GGGCCGAATTGACCC 15960489 PSG5 15958870 15940114 -1619 15958870 15940114 -1619 15958775 15942465 -1714
Chr16 Complement NT_010393.13 AGGTTAGAGTGACCT 7861715 LOC348154 7860097 7797587 -1618 7860097 7797587 -1618 7860097 7797587 -1618
Chr1 Normal NT_077382.2 TGGTCTCCTTGACCC 106185 LOC339553 107801 109607 -1616 107801 109607 -1616 107949 109113 -1764
Chr2 Normal NT_022184.12 GGCTCACTGCGACCT 11667496 FLJ20272 11669049 11862049 -1553 11669111 11862049 -1615 11669293 11861938 -1797
Chr2 Complement NT_022184.12 GAGTCATTGTGACCA 6535634 FRCP1 6534042 6530684 -1592 6534019 6530684 -1615 6533479 6531243 -2155
Chr2 Normal NT_005120.13 AGGTCGCGGTGAGCC 4529784 LRRFIP1 4531258 4659479 -1474 4531399 4604376 -1615 4531569 4603253 -1785
Chr9 Normal NT_023932.15 AGGTCGCAGTGAGCC 632548 CKS2 634160 643343 -1612 634160 639664 -1612 634255 639387 -1707
Chr22 Complement NT_011523.9 CGATCAGATTGACCT 2524695 LOC284933 2523083 2514597 -1612 2523083 2514597 -1612 2522279 2515080 -2416
Chr16 Complement NT_010393.13 AGGTTGCAGTGACCC 13177035 LOC348162 13175423 13119132 -1612 13175423 13119132 -1612 13141917 13119257 -35118
Chr7 Complement NT_007819.13 AGGTCAAGGTAACCC 4766157 LOC352246 4764545 4761104 -1612 4764545 4761104 -1612 4764545 4761104 -1612
Chr10 Complement NT_033985.5 GGGTTGATGTGACCC 1268230 ZNF32 1266640 1261625 -1590 1266618 1261625 -1612 1263895 1261812 -4335
Chr16 Normal NT_024773.11 AGGTCACCCTCACCG 208246 LOC283911 209857 215586 -1611 209857 215586 -1611 212739 213182 -4493
Chr6 Complement NT_034880.2 AAGTCAGTGTGACCG 3827485 LOC345980 3825874 3812728 -1611 3825874 3812728 -1611 3825874 3812728 -1611
ChrX Complement NT_011568.12 AGGTCTTTATGACCT 724143 LOC352776 722532 705666 -1611 722532 705666 -1611 722532 705666 -1611
Chr1 Normal NT_004873.14 AAGTCAGTGTGACCT 2460469 FBLP-1 2460277 2490242 192 2462079 2490242 -1610 2468644 2488321 -8175
Chr17 Complement NT_010783.13 TGGTCACCATGATCC 9094950 FLJ10970 9102644 9090189 7694 9093341 9090189 -1609 9091630 9091226 -3320
Chr3 Normal NT_005825.15 TGGTCCCAGTGACCC 6170698 HSPC016 6172282 6176247 -1584 6172307 6176078 -1609 6172344 6175927 -1646
Chr12 Normal NT_029419.10 AGGTCACTCTGACCC 31502392 LOC341339 31503998 31544403 -1606 31503998 31544403 -1606 31503998 31544403 -1606
Chr6 Normal NT_025741.12 AGGTCACAAAGACCT 16747865 LOC345880 16749471 16753542 -1606 16749471 16753542 -1606 16749471 16753542 -1606
Chr1 Normal NT_004487.15 AAGTCACTGTGACCT 8990875 LHX4 8992458 9037225 -1583 8992479 9037138 -1604 8992702 9036751 -1827
Chr8 Complement NT_007995.13 AGGTCCGGATGACCA 7400634 LOC352480 7399030 7336833 -1604 7399030 7336833 -1604 7399030 7336833 -1604
Chr16 Normal NT_037887.3 AGTTCATGATGACCC 2008139 PPL8 2009742 2010752 -1603 2009742 2010752 -1603 2010060 2010621 -1921
Chr1 Complement NT_004873.14 GGGTCAAGGAGACCA 48984 LOC339545 47382 45576 -1602 47382 45576 -1602 47234 46070 -1750
Chr21 Complement NT_011512.8 AGGTCACTGCAACCT 17372033 LOC140256 17370432 17369809 -1601 17370432 17369809 -1601 17370432 17369809 -1601
ChrX Complement NT_028405.9 AAGTCAGCCTGACCA 1113077 LOC139808 1111477 1085589 -1600 1111477 1085589 -1600 1111477 1085589 -1600
ChrX Normal NT_011786.13 TGGTCTGATTGACCT 8945710 LOC347475 8947310 8948287 -1600 8947310 8948287 -1600 8947310 8948287 -1600
Chr6 Complement NT_023451.12 AGTTCACAGTGACCT 6357041 LOC345850 6355442 6287608 -1599 6355442 6287608 -1599 6355442 6287608 -1599
Chr7 Complement NT_007914.12 AGATCAGACTGACCA 12749466 LOC352333 12747867 12699267 -1599 12747867 12699267 -1599 12747867 12699267 -1599
Chr7 Normal NT_007914.12 AAGTCATTCTGACCC 11266710 ABCB8 11268301 11285423 -1591 11268308 11285423 -1598 11268374 11285207 -1664
Chr1 Complement NT_004668.15 GGCTCACGGTGACCT 6767453 COPA 6765856 6711465 -1597 6765856 6711465 -1597 6765361 6712348 -2092
Chr9 Complement NT_035014.3 AGGTCAACATCACCA 1733790 CRSP8 1732193 1512439 -1597 1732193 1512439 -1597 1732171 1512865 -1619
Chr17 Normal NT_010718.13 GGGTCAGGGTGAGCG 6445999 EFNB3 6447439 6453548 -1440 6447596 6451849 -1597 6447809 6451786 -1810
Chr17 Normal NT_010748.12 TGGTCACACTGCCCT 128594 ARF4L 130132 132308 -1538 130190 132113 -1596 130906 131511 -2312
Chr20 Normal NT_011387.8 TGGTCCTGATGACCC 23438188 IMAGE:4837709 23439783 23462647 -1595 23439783 23462647 -1595 0 0 23438188
Chr16 Normal NT_010393.13 AGGTTACAGTGACCT 3072959 SNN 3074554 3085212 -1595 3074554 3085212 -1595 3082128 3082394 -9169
Chr6 Complement NT_007592.13 AGGTCACAGTGAGCC 33820158 KIAA0076 33818781 33802483 -1377 33818564 33802483 -1594 33817653 33802553 -2505
Chr19 Complement NT_011109.15 GGGTCACTGCAACCT 12300636 MGC20452 12299042 12297667 -1594 12299042 12297667 -1594 12298625 12298227 -2011
Chr7 Normal NT_007914.12 CTGTCACCTTGACCC 11232050 NOS3 11233643 11254446 -1593 11233643 11254086 -1593 11233663 11254028 -1613
Chr22 Normal NT_011523.9 TGGTCAGGCTGATCT 2273462 LOC348640 2275054 2303684 -1592 2275054 2303684 -1592 2275054 2303684 -1592
Chr19 Complement NT_011109.15 AGGTCAACGTGCCCC 5435887 DKFZP434L0718 5434320 5356132 -1567 5434297 5356132 -1590 5418139 5357269 -17748
Chr4 Normal NT_022853.14 AGGTCATGGTGACCT 4153330 FLJ13621 4154889 4166974 -1559 4154920 4166974 -1590 4158180 4165866 -4850
ChrX Complement NT_077819.2 AGATCAGCCTGACCA 2988646 NRF 2999756 2982245 11110 2987056 2982245 -1590 2986403 2984165 -2243
Chr5 Complement NT_006576.13 GGGTTAGGGTGACCC 18669827 FLJ30596 18669062 18619733 -765 18668238 18621075 -1589 18652459 18621991 -17368
Chr10 Normal NT_077569.2 AGGTTAAGGTGACCG 11632611 VIM 11634173 11642488 -1562 11634199 11642484 -1588 11634318 11642166 -1707
Chr17 Complement NT_024871.10 GGGTGGGGCTGACCC 1509012 AATK 1507425 1492775 -1587 1507425 1492775 -1587 1506562 1493879 -2450
Chr5 Normal NT_077451.2 CAGTCATACTGACCT 1461844 LOC285676 1463430 1488640 -1586 1463430 1488640 -1586 1464999 1488180 -3155
Chr1 Complement NT_004511.15 GGGTCACGGCGGCCC 7939326 FLJ20508 7939465 7928794 139 7937743 7928794 -1583 7937103 7930346 -2223
Chr2 Normal NT_005334.13 GGGTCATTCTGACCT 6499353 GREB1 6500936 6609606 -1583 6500936 6609606 -1583 6523435 6607274 -24082
Chr16 Complement NT_010498.13 AGGCCAGCCTGACCA 19138792 LOC283972 19137209 19134921 -1583 19137209 19134921 -1583 19136535 19136104 -2257
Chr8 Complement NT_023666.15 GGGTCTTTGTGACCT 6071220 TOPK 6069804 6041428 -1416 6069637 6041428 -1583 6064918 6042110 -6302
Chr12 Normal NT_029419.10 AGATCAGCCTGACCA 20058351 MBD6 20059931 20067237 -1580 20059931 20067237 -1580 20061393 20066323 -3042
Chr12 Normal NT_009759.15 TGGTCACCATGACCA 5008998 LOC349872 5010577 5044746 -1579 5010577 5044746 -1579 5015440 5044746 -6442
Chr17 Normal NT_030843.6 AGGTCAGGGCCACCT 410799 ALDH3A2 411745 441194 -946 412377 441189 -1578 412571 439171 -1772
Chr3 Complement NT_005612.13 GGGTCATTATGATCT 55106611 LOC285329 55105034 55101508 -1577 55105034 55101508 -1577 55104989 55103184 -1622
Chr20 Normal NT_011362.8 AGGACAGCATGACCC 24749423 LOC343636 24751000 24798079 -1577 24751000 24798079 -1577 24751000 24798079 -1577
Chr2 Normal NT_005416.10 GGGTCAGTACCACCC 1464115 FARP2 1465691 1604235 -1576 1465691 1604235 -1576 1482503 1603520 -18388
ChrX Normal NT_011757.12 TGGTCAGTATGACCA 14760902 LOC139423 14762477 14787958 -1575 14762477 14787958 -1575 14762477 14787958 -1575
Chr12 Normal NT_029419.10 AGATCAGCCTGACCA 19765283 SHMT2 19766800 19772024 -1517 19766858 19772020 -1575 19766868 19771450 -1585
Chr19 Normal NT_011255.13 AGGTCACAGGGACCA 2187549 AMH 2188694 2192071 -1145 2189122 2192071 -1573 2189332 2191956 -1783
Chr14 Normal NT_026437.10 AGCTCACTGCGACCT 83487183 C14orf73 83488755 83496934 -1572 83488755 83496925 -1572 83493862 83496601 -6679
Chr12 Normal NT_029419.10 TGGTCAGGCTGATCT 13040503 FLJ34278 13042074 13217348 -1571 13042074 13217348 -1571 13042230 13216000 -1727
Chr11 Normal NT_009237.15 GGGTCACCCCGCCCC 37337691 FLJ35207 37336731 37344206 960 37339260 37344206 -1569 37341314 37342943 -3623



Chr18 Normal NT_010859.12 AGGTAAGAATGACCA 10712864 LOC342843 10714429 10716939 -1565 10714429 10716939 -1565 10714429 10716939 -1565
Chr22 Complement NT_011525.5 AGGGCAGGGCGACCC 926409 BRD1 927553 873327 1144 924845 873330 -1564 924358 874274 -2051
Chr10 Normal NT_008583.15 AGATCACCCTGACCA 23918560 LOC349577 23920124 23941795 -1564 23920124 23941795 -1564 23920124 23941795 -1564
Chr2 Complement NT_022135.13 CGGTCAGGGTGACCC 9930515 LOC351103 9928951 9849087 -1564 9928951 9849087 -1564 9900937 9849087 -29578
Chr7 Normal NT_007819.13 AGGTCATGGTGCCCA 30083797 INMT 30085359 30225609 -1562 30085359 30090826 -1562 30085375 30089075 -1578
Chr2 Normal NT_022184.12 TGGTCACAGTGTCCT 52686417 LOC200420 52687978 52744026 -1561 52687978 52728635 -1561 52715543 52728149 -29126
Chr6 Complement NT_007422.12 TGGTCATGCTAACCT 2236491 LOC256457 2234930 2234366 -1561 2234930 2234383 -1561 2234729 2234433 -1762
Chr16 Complement NT_010552.13 AGGTTGCAGTGACCC 276235 LOC342339 274674 249647 -1561 274674 249647 -1561 274674 249647 -1561
Chr16 Normal NT_010498.13 TGATCAACTTGACCT 1991407 FLJ12178 1992967 2085281 -1560 1992967 2005993 -1560 1996198 2005337 -4791
Chr1 Normal NT_077915.1 AGATCAGTCTGACCA 1865 LOC350846 3425 4266 -1560 3425 4266 -1560 3425 4266 -1560
Chr19 Complement NT_011109.15 AGGTCACTGCAACCT 1601367 LOC126404 1599808 1551719 -1559 1599808 1551719 -1559 1599808 1551719 -1559
Chr8 Complement NT_023736.15 AGGTCTTTATGACCT 4971628 LOC340375 4970069 4949218 -1559 4970069 4949218 -1559 4970069 4949218 -1559
Chr21 Normal NT_011512.8 AGGTCACTGTGCCCC 25363681 LOC343788 25365237 25394744 -1556 25365237 25394744 -1556 25367564 25394744 -3883
Chr12 Complement NT_009482.13 GGGACAGTGTGACCG 242404 LOC349826 240850 206714 -1554 240850 206714 -1554 240850 206714 -1554
Chr2 Complement NT_005416.10 GGGGCAGCCTGACCC 1002984 FLJ22671 1006236 995445 3252 1001432 995445 -1552 1001336 996467 -1648
ChrX Complement NT_025965.11 GGGGCACGGTGACCT 1217027 deltaNEMO 1215477 1206592 -1550 1215477 1206592 -1550 0 0 -1217027
Chr19 Normal NT_011109.15 CGGGCACAGTGACCC 13991492 AXL 13993041 14035889 -1549 13993041 14035889 -1549 13993516 14034027 -2024
Chr10 Normal NT_030059.10 GGGTCATCTGGACCC 7217081 LOC340645 7218630 7225764 -1549 7218630 7225764 -1549 7218630 7225764 -1549
Chr19 Normal NT_011295.10 GGGTCAGTGTGATCT 7405818 FLJ25328 7407366 7415747 -1548 7407366 7415747 -1548 7408304 7409544 -2486
Chr5 Normal NT_034772.4 GGGTGGGAGTGACCC 12841342 TA-WDRP 12842890 12880422 -1548 12842890 12877677 -1548 12843007 12877601 -1665
Chr19 Normal NT_011295.10 AGGTCACTGCAACCT 7166147 LOC284433 7167692 7168591 -1545 7167692 7168591 -1545 7168232 7168342 -2085
Chr16 Complement NT_010393.13 GGGTCAGACTGGCCT 19174059 MGC18079 19347577 19075254 173518 19172516 19075254 -1543 19168929 19075729 -5130
Chr5 Normal NT_006431.13 GGCTCACTGTGACCT 5996009 LOC166975 5997549 5998101 -1540 5997549 5998101 -1540 5997549 5998101 -1540
Chr7 Normal NT_007758.10 TAGTCATGTTGACCT 8064489 LOC352234 8066029 8094802 -1540 8066029 8094802 -1540 8066029 8094802 -1540
Chr14 Normal NT_026437.10 TGGTCAGGTGGACCT 36122738 LOC341868 36124277 36153506 -1539 36124277 36153506 -1539 36124277 36153506 -1539
Chr9 Normal NT_023935.15 GGGTCACAGCAACCT 17703962 FLJ21613 17705500 17781029 -1538 17705500 17781028 -1538 17706514 17780904 -2552
Chr20 Normal NT_011362.8 AGGACAAGGTGACCC 22399839 LOC149774 22401377 22402763 -1538 22401377 22402763 -1538 22402335 22402682 -2496
ChrX Complement NT_011669.13 AGGTCATAGTCACCA 2371894 LOC139280 2370358 2280298 -1536 2370358 2280298 -1536 2370358 2280298 -1536
Chr7 Normal NT_007819.13 CGCTCATGGTGACCT 47091653 MGC16075 47093189 47098485 -1536 47093189 47098485 -1536 47097703 47097858 -6050
Chr4 Complement NT_022853.14 GGGGCAATCTGACCT 2654306 LOC254938 2652773 2646552 -1533 2652773 2646552 -1533 2652718 2649835 -1588
Chr17 Normal NT_010718.13 GGGTCACTGCGACCT 11504147 LOC284035 11505680 11507768 -1533 11505680 11507768 -1533 11505739 11506098 -1592
Chr19 Complement NT_011255.13 AGCTCACTGTGACCT 3804815 LOC342957 3803282 3797763 -1533 3803282 3797763 -1533 3803282 3797763 -1533
Chr19 Normal NT_011255.13 AGGTCTTTGTGACCT 867798 DRIL1 869329 912807 -1531 869329 912807 -1531 869529 912065 -1731
Chr17 Complement NT_010783.13 GGGCCACGGTGACCC 15998335 LOC284169 15996804 15995833 -1531 15996804 15995833 -1531 15996445 15996116 -1890
Chr16 Complement NT_010393.13 AGGTCAGTGTGACCA 12690347 LOC348160 12688816 12687722 -1531 12688816 12687722 -1531 12688771 12687722 -1576
Chr10 Complement NT_008705.14 AGGTCACAGTTACCG 5361092 LOC256809 5359562 5355722 -1530 5359562 5355722 -1530 5359515 5359207 -1577
Chr1 Normal NT_077930.1 TGGTCATCAGGACCT 57499 LOC350854 59029 60990 -1530 59029 60990 -1530 59805 60990 -2306
Chr2 Normal NT_005403.13 AGGTGATGCTGACCA 29342780 OSBPL6 29218565 29420212 124215 29344309 29420212 -1529 29344429 29419624 -1649
Chr17 Complement NT_010718.13 AGGTCGATCTGTCCT 6431338 TP53 6429809 6410631 -1529 6429809 6410631 -1529 6418804 6411819 -12534
Chr1 Complement NT_004668.15 GGGCCAGAGTGACCT 3129303 CRABP2 3128009 3121804 -1294 3127776 3121804 -1527 3127639 3122219 -1664
Chr1 Complement NT_034471.3 GGCTCACTGCGACCT 243044 FLJ22639 241518 240219 -1526 241518 240219 -1526 241203 240712 -1841
Chr20 Complement NT_028392.4 TGGTCAGTGTGACAT 3903436 C20orf31 3901911 3869938 -1525 3901911 3869938 -1525 3901829 3870004 -1607
Chr1 Normal NT_031730.8 GGGTGGGAGTGACCT 197356 LOC343171 198880 199824 -1524 198880 199824 -1524 198880 199824 -1524
Chr17 Normal NT_010718.13 GGGTGGGCCTGACCC 16849633 MYO15A 16851157 16922252 -1524 16851157 16922252 -1524 16861252 16921321 -11619
Chr20 Normal NT_011387.8 AGGTCAAAATTACCA 5045959 CDS2 5047432 5111987 -1473 5047482 5111987 -1523 5047739 5110880 -1780
ChrX Normal NT_011568.12 CGGTCAGTGTGCCCT 11890609 JM1 11892061 11907101 -1452 11892131 11907100 -1522 11892217 11906842 -1608
ChrY Normal NT_011896.7 AGGTCAAAATGATCA 280037 LOC286562 281559 283188 -1522 281559 283188 -1522 281573 281932 -1536
Chr10 Complement NT_077567.2 GGGTGAGGTTGACCA 2724563 LOC340811 2723041 2692312 -1522 2723041 2692312 -1522 2723041 2692312 -1522
Chr16 Complement NT_024797.13 GGGTCAGCTGGACCT 4181881 ADAMTS18 4180360 4038526 -1521 4180360 4038526 -1521 4180279 4038600 -1602
Chr12 Complement NT_029419.10 TGGTCATCATCACCT 10244601 FLJ21908 10243109 10200381 -1492 10243080 10200381 -1521 10239929 10200594 -4672
Chr4 Complement NT_016354.15 AGGTTGACTTGACCC 45484613 MAD2L1 45483358 45475459 -1255 45483092 45475721 -1521 45483018 45476402 -1595
Chr1 Normal NT_037485.3 AGGACATGGTGACCT 2396194 FLJ10307 2397182 2405813 -988 2397713 2405813 -1519 2397790 2404920 -1596
Chr6 Complement NT_007592.13 AGGTCGAGGAGACCC 15579173 FLJ12619 15577654 15563345 -1519 15577654 15563401 -1519 15577147 15564616 -2026
Chr17 Complement NT_010799.13 AGGTTACAGTGACCA 8600060 LOC348247 8598542 8575842 -1518 8598542 8575842 -1518 8583178 8575901 -16882
ChrX Complement NT_025965.11 GGGGCATGGTGACCT 1216992 deltaNEMO 1215477 1206592 -1515 1215477 1206592 -1515 0 0 -1216992
Chr17 Normal NT_010783.13 AGGTTGGCCTGACCC 18608669 LOC147220 18610184 18658690 -1515 18610184 18658690 -1515 18610184 18658690 -1515
Chr20 Complement NT_030871.1 GGTTCACCTTGACCT 775762 PSMA7 774280 767564 -1482 774247 767564 -1515 774132 767686 -1630
Chr13 Normal NT_009799.12 AGGTCACAGTGACTG 8824101 LOC254109 8825612 8827819 -1511 8825612 8827819 -1511 8825623 8827631 -1522
Chr9 Complement NT_008470.15 CTGTCATAGTGACCT 232194 LOC347255 230683 199171 -1511 230683 199171 -1511 230683 199171 -1511
Chr3 Normal NT_005825.15 AGGTCTTTATGACCT 540126 CCBP2 536886 599415 3240 541635 597857 -1509 596635 597789 -56509
Chr16 Complement NT_024797.13 AGGTCAAACCGAGCC 7945590 KIAA1879 7944082 7858000 -1508 7944082 7875377 -1508 7910002 7886667 -35588
Chr7 Normal NT_007933.12 AGGTGGCTCTGACCT 52110881 LOC346646 52112388 52112819 -1507 52112388 52112819 -1507 52112388 52112819 -1507
Chr2 Normal NT_022171.13 TGGTTACCATGACCT 350727 LOC130639 352233 385542 -1506 352233 385542 -1506 371471 385288 -20744
Chr17 Complement NT_010718.13 AGGTCCAGTTGACCA 6977832 FLJ22170 6989937 6968733 12105 6976327 6969676 -1505 6974250 6970038 -3582
Chr12 Normal NT_024477.12 AGGTCATAAAGACCT 650408 ZNF140 651913 678484 -1505 651913 678464 -1505 652380 677710 -1972
Chr7 Complement NT_007819.13 AGGTCACGTAGACCC 29361377 FKBP14 29359908 29346492 -1469 29359874 29346492 -1503 29359732 29347959 -1645
Chr1 Normal NT_021953.15 GGGTCACACTGAGCC 883401 LOC199890 884904 923236 -1503 884904 923236 -1503 885016 923236 -1615
Chr7 Normal NT_007914.12 TGATCATAATGACCC 1994980 SSBP1 1996435 2051696 -1455 1996483 2008564 -1503 1997274 2008461 -2294
ChrX Normal NT_011568.12 TGGGCAAGCTGACCC 11463322 GATA1 11464824 11472578 -1502 11464824 11472578 -1502 11469380 11472434 -6058
Chr4 Complement NT_016354.15 AGGTTGCAGTGACCC 19751995 PGDS 19758708 19714418 6713 19750494 19715160 -1501 19750484 19715335 -1511
Chr1 Complement NT_021877.15 AGGTCATTGCAACCT 6402530 DC8 6401030 6336184 -1500 6401030 6346837 -1500 6401011 6347656 -1519
Chr8 Complement NT_008127.14 GGCTCACTGCGACCT 287301 CYP11B2 285802 278518 -1499 285802 278518 -1499 285799 279939 -1502
Chr5 Complement NT_029289.9 GGGTCACAAAGACCT 1847859 ORNT2 1846360 1845124 -1499 1846360 1845124 -1499 1846360 1845455 -1499
Chr17 Normal NT_010748.12 AGGTCAATATGGCCA 1790987 NMT1 1792485 1840185 -1498 1792485 1840185 -1498 1792503 1836812 -1516
Chr17 Complement NT_010641.13 GGGTCCTCATGACCC 6435581 CMRF35 6434086 6429051 -1495 6434086 6429051 -1495 6433725 6429532 -1856
Chr19 Normal NT_011109.15 GGGTCTTTGTGACCT 30547734 FLJ20070 30549228 30580152 -1494 30549228 30560133 -1494 30549401 30558904 -1667
Chr8 Normal NT_077531.2 AGGTCTTTCTGACCC 1267947 LOC346696 1269440 1288748 -1493 1269440 1288748 -1493 1269440 1288748 -1493
Chr17 Normal NT_010799.13 TGGTCAGCCTGACCC 6051245 ALLP17 6052662 6058673 -1417 6052737 6058576 -1492 6052737 6058576 -1492
Chr3 Complement NT_005612.13 TGGTCACGGTGACAC 33524034 LOC351490 33522542 33325468 -1492 33522542 33325468 -1492 33522542 33325468 -1492
Chr1 Normal NT_004434.15 AGGTAAGCATGACCT 177094 FLJ21272 178585 180659 -1491 178585 180659 -1491 178917 179297 -1823
Chr19 Complement NT_011109.15 AGGTCGAGGTGACCC 2865966 LOC339314 2864477 2806680 -1489 2864477 2806680 -1489 2864477 2806680 -1489
Chr12 Normal NT_009775.13 TGGTCAGTTTTACCC 9757558 RNF10 9759036 9802269 -1478 9759047 9801569 -1489 9759494 9801348 -1936
Chr16 Normal NT_037887.3 GGGTCACGCCGCCCC 2508496 CGI-14 2509923 2519288 -1427 2509984 2519288 -1488 2510017 2519121 -1521
Chr15 Complement NT_010194.15 CGGTCACTATGACTT 35786314 OAZ2 35784826 35769148 -1488 35784826 35769148 -1488 35784619 35770275 -1695
ChrY Complement NT_011903.9 AGGTCAGTTTGGCCC 2475210 LOC84664 2473723 2469926 -1487 2473723 2469926 -1487 2473715 2473023 -1495
Chr2 Normal NT_005416.10 GGGTCAGCGTGGCCC 1920566 NEU4 1920268 1928714 298 1922053 1928714 -1487 1922504 1928354 -1938
Chr3 Complement NT_029928.10 AGGTCATGATGGCCG 1377862 MFI2 1376408 1348352 -1454 1376376 1349890 -1486 1376307 1349977 -1555
Chr11 Complement NT_009237.15 GGGTCATTTCGATCC 19315228 HSPCAL3 19313743 19310807 -1485 19313743 19311490 -1485 19313684 19312653 -1544
Chr1 Normal NT_004668.15 AGGTCATAAAGACCT 1729672 FDPS 1731011 1742857 -1339 1731156 1742857 -1484 1731982 1742801 -2310
Chr5 Complement NT_023133.11 AGGTCACAAAGACCT 12817630 PANK3 12816146 12792188 -1484 12816146 12792188 -1484 12815846 12794134 -1784
Chr1 Complement NT_004668.15 AGGTCAGTCTGACTA 7444816 F11R 7461157 7418385 16341 7443334 7418385 -1482 7443264 7421062 -1552
Chr8 Complement NT_008046.13 GGGTCATTATGACCA 17530646 LOC257152 17529164 17473946 -1482 17529164 17473946 -1482 17476943 17476668 -53703
Chr7 Normal NT_007933.12 GGGGCAAAGCGACCT 24204432 ARPC1B 24205913 24226023 -1481 24205913 24225986 -1481 24216922 24225696 -12490



ChrX Complement NT_078115.1 GGGACATCGTGACCC 44243 LOC352879 42763 10826 -1480 42763 10826 -1480 38788 10826 -5455
Chr7 Normal NT_007819.13 GGGTCACTTCCACCT 20761861 SP4 20763319 20846986 -1458 20763341 20846986 -1480 20763522 20846539 -1661
Chr11 Normal NT_033899.5 GGGTCATTTTGGCCA 36675907 LOC338669 36677386 36688751 -1479 36677386 36688751 -1479 36677386 36688751 -1479
Chr6 Complement NT_007592.13 GGGTCAGTGTGACTG 34277029 LOC221424 34275551 34271834 -1478 34275551 34271834 -1478 34274650 34272103 -2379
Chr8 Normal NT_008251.13 TGGTCATAATTACCC 5189770 LOC340441 5191248 5406243 -1478 5191248 5406243 -1478 5191248 5406243 -1478
Chr6 Normal NT_007592.13 GGATCAAGCCGACCC 26231846 RPL10A 26233308 26235685 -1462 26233324 26235685 -1478 26233339 26235654 -1493
Chr1 Complement NT_032962.4 AGGTCACAGTCACCA 2389768 S100A10 2388862 2377390 -906 2388292 2377390 -1476 2380702 2377635 -9066
Chr12 Normal NT_029419.10 GGGACAGGCTGACCA 12620842 SMARCD1 12622318 12637796 -1476 12622318 12637731 -1476 12622576 12636089 -1734
Chr3 Normal NT_005927.15 GGGTTGACCTGACCT 9569805 LOC348821 9571278 9572499 -1473 9571278 9572499 -1473 9571278 9572499 -1473
Chr13 Complement NT_009799.12 TGGTCATCCTGTCCT 8727501 USP12L1 8726029 8620293 -1472 8726029 8620293 -1472 8725776 8623420 -1725
Chr8 Complement NT_008046.13 AGGTCACAATGAGCC 14791583 LOC157567 14790112 14751175 -1471 14790112 14751175 -1471 14760234 14752956 -31349
Chr1 Complement NT_077947.1 TGGTCAGGCTGGCCT 29818 LOC348479 28347 23073 -1471 28347 23073 -1471 28339 23701 -1479
Chr8 Complement NT_008183.16 AGGTCACTGCAACCT 29724556 LOC157681 29723086 29720767 -1470 29723086 29720767 -1470 29721760 29721464 -2796
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 23146768 NR1H2 23101139 23154833 45629 23148238 23154429 -1470 23149053 23154049 -2285
Chr5 Normal NT_006713.13 GGCTCACTGTGACCT 9094554 ZFYVE16 9095975 9167304 -1421 9096024 9167091 -1470 9122099 9165328 -27545
Chr4 Normal NT_022792.15 GGGTCCCATTGACCA 17585965 LOC348884 17587434 17587941 -1469 17587434 17587941 -1469 17587434 17587941 -1469
Chr22 Normal NT_011522.4 GGGACACACTGACCT 945610 UPK3 947079 957965 -1469 947079 957965 -1469 947106 957811 -1496
Chr12 Complement NT_029419.10 TGCTCAAGGTGACCT 18267583 CD63 18266797 18259623 -786 18266115 18262559 -1468 18265431 18262651 -2152
Chr3 Complement NT_005612.13 TGGTCCCCATGACCT 46987626 LOC285354 46986161 46983453 -1465 46986161 46983453 -1465 46986048 46985707 -1578
Chr7 Normal NT_007758.10 AAGTCAGCTTGACCT 1056612 LOC285896 1058077 1059420 -1465 1058077 1059420 -1465 1058507 1058884 -1895
Chr2 Normal NT_005403.13 TGGTCACCTTCACCC 65670187 LOC200790 65671651 65722124 -1464 65671651 65722124 -1464 65671651 65722124 -1464
Chr12 Normal NT_009755.15 TGGTCATGGTGACAC 44401 MGC35140 45865 81597 -1464 45865 81597 -1464 65861 81569 -21460
Chr8 Normal NT_023684.15 GGGTCGGGGTGCCCT 1130659 LOC349169 1132121 1134642 -1462 1132121 1134642 -1462 1132131 1132553 -1472
Chr9 Complement NT_008470.15 TGGGCAGGGTGACCT 26467984 LOC138886 26466524 26436419 -1460 26466524 26436419 -1460 26466524 26436419 -1460
Chr1 Normal NT_004873.14 AGGCCAGCTTGACCA 2550066 SHARP 2551524 2644115 -1458 2551524 2644115 -1458 2551728 2643087 -1662
Chr6 Normal NT_007592.13 AGGTCAGTTTGTCCT 29486568 DNAH8 29488025 29795694 -1457 29488025 29795428 -1457 29499418 29795295 -12850
Chr11 Complement NT_008984.15 AGGTCTTTATGACCT 4577006 LOC349715 4575549 4549565 -1457 4575549 4549565 -1457 4575549 4549565 -1457
Chr14 Complement NT_026437.10 GGGTCACTGCAACCT 33083913 ERO1L 33082684 33028645 -1229 33082457 33028645 -1456 33082237 33030326 -1676
Chr8 Complement NT_008046.13 GTGTCAAAGTGACCT 37274126 MGC3067 37272798 37244567 -1328 37272670 37245624 -1456 37272540 37245865 -1586
Chr12 Normal NT_009714.15 TGGTCACAATGGCCT 8821802 CGI-26 8823080 8949194 -1278 8823257 8949185 -1455 8823257 8948654 -1455
Chr6 Complement NT_007592.13 AGGTCATAGTGTCCA 42902527 IL17F 42906335 42898594 3808 42901073 42898594 -1454 42906335 42898837 3808
Chr6 Complement NT_007592.13 AGGTCATAGTGTCCA 42902527 IL17F 42906335 42898594 3808 42901073 42898594 -1454 42900727 42898837 -1800
Chr17 Normal NT_010641.13 CGGTCAGCATGTCCT 8755104 FLJ25132 8756556 8792207 -1452 8756556 8792207 -1452 8756870 8792117 -1766
Chr1 Complement NT_004525.15 TGGTCAGGCTGATCT 1845717 P5CR2 1844302 1839878 -1415 1844265 1839880 -1452 1844110 1840455 -1607
Chr12 Normal NT_029419.10 GGGACACTGTGACCT 13232700 KIAA1463 13234150 13285756 -1450 13234150 13285756 -1450 13234245 13281928 -1545
Chr12 Complement NT_019546.15 TGGGCACTCTGACCC 11906810 FLJ35821 11906205 11856007 -605 11905367 11856007 -1443 11902930 11856299 -3880
Chr17 Complement NT_010748.12 AGCTCACTGTGACCT 2364818 LOC147080 2363375 2351779 -1443 2363375 2351779 -1443 2362526 2362230 -2292
Chr11 Complement NT_033903.5 AGGTCGTCCTGGCCT 13882500 MGC21621 13881124 13872256 -1376 13881057 13872256 -1443 13877758 13873135 -4742
Chr3 Complement NT_005825.15 AGGTCATCAAGACCA 4857102 HYPB 4856422 4748559 -680 4855662 4748816 -1440 4855253 4749220 -1849
Chr1 Normal NT_004852.15 GGGTCACTGCAACCT 184678 MPL 186118 202778 -1440 186118 202778 -1440 186163 201086 -1485
Chr7 Normal NT_007933.12 AGGTCAGAGGGACCT 62797811 AKR1D1 62725124 62841102 72687 62799250 62841102 -1439 62799319 62839460 -1508
Chr14 Complement NT_026437.10 GGGACAATTTGACCA 20660134 LOC341842 20658695 20610467 -1439 20658695 20610467 -1439 20658569 20610467 -1565
Chr17 Normal NT_010799.13 TGGTCCTCTTGACCC 6593471 LOC147004 6594909 6633144 -1438 6594909 6633144 -1438 6595298 6602246 -1827
Chr22 Normal NT_011520.9 GGGTGAGGATGACCT 15222616 LOC351053 15224052 15274961 -1436 15224052 15274961 -1436 15232730 15274961 -10114
Chr17 Complement NT_010748.12 TGGTCAGTCTGATCT 2285018 LOC147071 2283583 2278179 -1435 2283583 2278179 -1435 2281768 2279156 -3250
Chr12 Complement NT_009775.13 AGTTCAAGACGACCT 146679 MYL2 145405 135507 -1274 145244 135507 -1435 143878 135760 -2801
Chr11 Normal NT_033903.5 AGGTTGCAGTGACCC 9207519 FLJ37970 9208950 9226261 -1431 9208950 9226252 -1431 9208994 9221540 -1475
ChrX Complement NT_025965.11 AGGGCAGGGTGACCA 211513 LOC340598 210082 207912 -1431 210082 207912 -1431 210082 207912 -1431
Chr2 Normal NT_022184.12 ACGTCAAGACGACCT 26218295 LOC344135 26219725 26282006 -1430 26219725 26282006 -1430 26219736 26282006 -1441
Chr6 Complement NT_025741.12 TGATCACAGTGACCC 48627875 LOC285741 48626611 48625806 -1264 48626447 48625806 -1428 48626401 48626013 -1474
Chr2 Normal NT_005334.13 GGATCGTGCTGACCT 1843199 cig5 1844577 1864148 -1378 1844626 1862767 -1427 1844626 1862767 -1427
Chr3 Complement NT_029928.10 GGGTCCTGCTGACCC 666306 MGC33212 664904 637824 -1402 664879 637833 -1427 664757 637932 -1549
Chr3 Normal NT_005612.13 GGGACAAACCGACCC 43881736 SOX14 43883163 43883885 -1427 43883163 43883885 -1427 43883163 43883885 -1427
Chr19 Complement NT_011109.15 CGGGCACCTTGACCC 23286758 LOC284363 23286137 23283048 -621 23285332 23283048 -1426 23285270 23283079 -1488
Chr10 Normal NT_008583.15 AGGCCAGCCTGACCA 18869994 LCX 18871419 19005388 -1425 18871419 19005388 -1425 18883244 19002719 -13250
Chr16 Normal NT_010393.13 GGGTCAAAATCACCC 9536458 LOC339049 9537883 9552301 -1425 9537883 9552301 -1425 9537883 9552301 -1425
Chr17 Complement NT_010783.13 TGGTCAGTCTGATCT 18265276 KIAA0563 18263852 18258448 -1424 18263852 18258448 -1424 18262037 18259425 -3239
Chr19 Normal NT_011109.15 TGGTCGAGCTGACCC 23495929 LOC348318 23497352 23499941 -1423 23497352 23499941 -1423 23499501 23499941 -3572
Chr2 Normal NT_022184.12 TGGTCCAGTTGACCT 25584670 ARHQ 25586023 25660109 -1353 25586092 25624154 -1422 25586092 25624152 -1422
Chr20 Complement NT_030871.1 GGGTCCACGTGACCC 868252 LOC343712 866830 865811 -1422 866830 865811 -1422 866830 865811 -1422
Chr16 Complement NT_010542.13 GGGTCAGGATAACCC 823829 LOC146429 822767 819992 -1062 822408 819992 -1421 820916 820230 -2913
Chr7 Normal NT_029998.6 AGGTCACACCGCCCC 252244 LOC154834 253665 259279 -1421 253665 259279 -1421 256642 258434 -4398
Chr1 Complement NT_021979.15 AGCTCACTGTGACCT 782227 LOC339408 780811 711619 -1416 780811 711619 -1416 780811 711619 -1416
ChrX Normal NT_025348.13 TGGCCAGGCTGACCT 157109 SSX8 158525 163914 -1416 158525 163914 -1416 158525 163914 -1416
Chr1 Normal NT_077957.1 AGGTCAGGGTGGCCA 57377 CLCNKB 58712 72260 -1335 58792 71916 -1415 59428 71851 -2051
Chr6 Complement NT_025741.12 GGGTCACTCCCACCC 46171858 LOC352029 46170446 46061455 -1412 46170446 46061455 -1412 46170446 46061455 -1412
Chr16 Complement NT_078099.1 GGCTCACACCGACCT 286057 LOC283980 284646 252696 -1411 284646 263543 -1411 284574 274263 -1483
Chr1 Complement NT_077914.1 GGGACGGGATGACCC 152046 LOC339453 150636 146300 -1410 150636 146300 -1410 150630 146300 -1416
Chr15 Complement NT_077631.1 GAGTCACACTGACCT 229796 LOC342231 228387 220710 -1409 228387 220710 -1409 228387 220710 -1409
Chr3 Complement NT_006014.14 AGATCGCCTTGACCC 1475380 HYAL2 1475273 1470313 -107 1473973 1470313 -1407 1472993 1470633 -2387
Chr10 Complement NT_024040.14 GGGTGGCCCTGACCC 933478 DKFZp434A1721 943709 894370 10231 932073 894370 -1405 922840 894398 -10638
Chr5 Complement NT_034772.4 AGGCCAGCTTGACCA 34778666 FLJ20094 34777317 34747701 -1349 34777261 34747701 -1405 34777250 34749296 -1416
ChrY Complement NT_011896.7 AGGGCATTTTGACCC 3128622 LOC347593 3127217 3126918 -1405 3127217 3126918 -1405 3127217 3126918 -1405
Chr3 Normal NT_022459.12 GAGTCAGAGCGACCC 14486163 LOC351402 14487568 14502200 -1405 14487568 14502200 -1405 14487568 14502200 -1405
Chr21 Complement NT_011512.8 ATGTCAAATTGACCT 17297991 LOC350997 17296587 17290531 -1404 17296587 17290531 -1404 17296587 17290531 -1404
Chr6 Normal NT_007592.13 TGGTCAGGCTGATCT 34408553 FLJ30845 34409914 34437463 -1361 34409954 34437463 -1401 34409963 34435851 -1410
Chr14 Normal NT_026437.10 AGGTCACATTGACCA 58203962 LOC57143 58186480 58320335 17482 58205363 58319775 -1401 58205363 58319775 -1401
Chr19 Normal NT_077812.1 AGATCAGCCTGACCA 1057891 RAB11B 1059236 1073311 -1345 1059292 1072475 -1401 1059297 1072438 -1406
Chr14 Normal NT_026437.10 GGCTCACCGTGACCT 38673392 C14orf107 38674792 38675909 -1400 38674792 38675909 -1400 38675677 38675838 -2285
Chr18 Normal NT_010966.13 GGGTCATCCTGACTT 10667379 LOC342703 10668779 10690180 -1400 10668779 10690180 -1400 10668779 10690180 -1400
Chr3 Normal NT_005612.13 GAGTCACTTTGACCA 4648636 GPR15 4650032 4651114 -1396 4650032 4651114 -1396 4650032 4651114 -1396
Chr4 Complement NT_016354.15 AGGTTGCAGTGACCC 8752404 HPSE 8751010 8708320 -1394 8751010 8708320 -1394 8750640 8711202 -1764
Chr6 Complement NT_007592.13 GGGTCTGTTTGACCA 5338231 LOC346109 5336837 5320870 -1394 5336837 5320870 -1394 5336837 5320870 -1394
Chr2 Complement NT_005334.13 TGGTCAGGCTGGCCT 5842783 LOC351281 5841389 5821676 -1394 5841389 5821676 -1394 5841389 5821676 -1394
Chr7 Complement NT_007933.12 AGGTCTTCCTGACCT 60077027 LOC352387 60075633 60069654 -1394 60075633 60069654 -1394 60075633 60069654 -1394
Chr7 Normal NT_007933.12 TGGTCATCCTGAACC 5823090 LOC346563 5824481 5893340 -1391 5824481 5893340 -1391 5824481 5893340 -1391
Chr8 Normal NT_008046.13 TGGCCAATTTGACCT 40468384 LOC352525 40469774 40551586 -1390 40469774 40551586 -1390 40469774 40551586 -1390
Chr17 Complement NT_010663.13 GGGTCGTCATAACCC 95162 MGC13090 93772 90256 -1390 93772 90256 -1390 91505 91443 -3657
Chr14 Complement NT_026437.10 GGGTCACGGCCACCC 74345196 ASB2 74363117 74320540 17921 74343808 74320554 -1388 74343319 74321043 -1877
Chr1 Normal NT_077967.1 AGATCAAAATGACCC 976423 KIAA0268 977811 1017341 -1388 977811 1017341 -1388 978034 1014951 -1611
Chr1 Normal NT_077938.1 AGATCAAAATGACCC 1125896 LOC348477 1127284 1166816 -1388 1127284 1166816 -1388 1127507 1164429 -1611
Chr2 Normal NT_022184.12 AGGTCAGTCTCACCC 48055033 TEM8 48056243 48292232 -1210 48056421 48292232 -1388 48056564 48288549 -1531
Chr15 Complement NT_010194.15 GGGTCACTCCCACCC 14732037 CATSPER2 14827948 14712372 95911 14730650 14712383 -1387 14729870 14712510 -2167



Chr10 Complement NT_008705.14 GGGTCACTGCAACCT 9769883 LOC340914 9768496 9662548 -1387 9768496 9662548 -1387 9678504 9662548 -91379
Chr18 Complement NT_010966.13 GGGTCACTGCAACCT 775214 ABHD3 773828 719960 -1386 773828 719960 -1386 773728 720654 -1486
Chr7 Complement NT_007914.12 TGGTCAGGCTGGCCT 9331943 DKFZp762I137 9330610 9309351 -1333 9330558 9309351 -1385 9330503 9310286 -1440
Chr11 Normal NT_028310.10 AGGTCGCAGTGAGCC 463699 LOC341026 465084 502827 -1385 465084 502827 -1385 465084 502827 -1385
Chr3 Complement NT_005999.15 GGGTCAGCATGACAG 1419358 LOC56920 1417973 1406198 -1385 1417973 1406198 -1385 1417973 1408549 -1385
Chr21 Normal NT_011512.8 AGGTCGCGGTAACCC 8031308 NCAM2 8032504 8574285 -1196 8032693 8574285 -1385 8032753 8572149 -1445
Chr17 Normal NT_010641.13 AGATCAGCCTGACCA 8939041 LOC350386 8940422 8976855 -1381 8940422 8976855 -1381 8940422 8976855 -1381
Chr10 Normal NT_008583.15 AGGTCAACCTGTCCT 25421259 FLJ25082 25422639 25487621 -1380 25422639 25487621 -1380 25461459 25487184 -40200
Chr10 Complement NT_037753.3 GGGACAGACTGACCC 1199890 LOC119587 1198510 1012909 -1380 1198510 1052338 -1380 1198355 1053460 -1535
Chr3 Complement NT_005612.13 GAGTCAGGCTGACCT 49051035 LOC344837 49049656 49013038 -1379 49049656 49013038 -1379 49049656 49013038 -1379
Chr6 Complement NT_034880.2 GGGTCAGTTTCACCC 146862 LOC285766 145484 121466 -1378 145484 121466 -1378 145264 144953 -1598
Chr14 Normal NT_026437.10 AGCTCACTGCGACCT 3430052 LOC122706 3431428 3432465 -1376 3431428 3432465 -1376 3431428 3432465 -1376
Chr1 Complement NT_037485.3 AGATCAGCCTGACCA 1640675 LOC284609 1639299 1637740 -1376 1639299 1637740 -1376 1639173 1638868 -1502
Chr16 Normal NT_010552.13 AGGTTGCAGTGACCT 653854 FLJ39639 655228 661627 -1374 655228 661627 -1374 655247 656005 -1393
Chr19 Complement NT_011295.10 AGGTCACCCCGACTC 5492603 PRKACA 5491355 5465311 -1248 5491230 5465316 -1373 5491161 5466726 -1442
Chr19 Complement NT_011109.15 TGGTCAGGCTGATCT 20764085 LOC339347 20762715 20748159 -1370 20762715 20748159 -1370 20762715 20748159 -1370
Chr1 Complement NT_004668.15 TGGTCATAATGAGCC 14803897 LOC350802 14802527 14789458 -1370 14802527 14789458 -1370 14802527 14789458 -1370
Chr3 Normal NT_022459.12 AGGTCTGTCTGACCT 5919267 LOC344705 5920636 5989875 -1369 5920636 5989875 -1369 5920636 5989875 -1369
Chr7 Normal NT_007819.13 AAGTCAGCTTGACCT 4639046 LOC285922 4640413 4642174 -1367 4640413 4642174 -1367 4640839 4641234 -1793
Chr20 Complement NT_011387.8 GGGTCAGAATGACCT 22931167 LOC339600 22929800 22927310 -1367 22929800 22927310 -1367 22929717 22929427 -1450
ChrX Normal NT_019686.7 TGGTCAAGTTGTCCC 1371076 LOC352845 1372443 1384073 -1367 1372443 1384073 -1367 1372443 1384073 -1367
Chr9 Normal NT_008413.15 AGGTCACAGTCACCA 5439193 B7-H1 5440559 5458475 -1366 5440559 5458475 -1366 5446114 5457862 -6921
Chr3 Normal NT_005999.15 AAGTCATGGTGACCT 14766339 LOC344946 14767705 14784630 -1366 14767705 14784630 -1366 14767705 14784630 -1366
Chr8 Complement NT_008046.13 TGGTCAGGCTGGCCT 12526156 FLJ13955 12524794 12422560 -1362 12524794 12422560 -1362 12524538 12423452 -1618
Chr17 Complement NT_010783.13 AGGCCAGGCTGACCC 1970376 HOXB6 1975533 1966312 5157 1969015 1966312 -1361 1968711 1966974 -1665
Chr2 Complement NT_022184.12 AGGTCACAGTGCCCT 64547246 LOC339718 64545885 64534628 -1361 64545885 64534628 -1361 64545885 64534628 -1361
Chr5 Complement NT_077451.2 TGGCCAGCCTGACCT 21149 ENIGMA 19808 5603 -1341 19790 5603 -1359 18719 5851 -2430
Chr11 Complement NT_033899.5 TGGTCATTTTTACCT 16079407 LOC349634 16078048 15906219 -1359 16078048 15906219 -1359 16078048 15906219 -1359
Chr4 Complement NT_037623.3 GGCTCACTGCGACCT 86463 LOC348893 85105 78987 -1358 85105 78987 -1358 79445 79074 -7018
Chr2 Normal NT_005120.13 GGGCCAGTGTGACCC 530819 UGT1A@ 456825 612479 73994 532176 612479 -1357 475703 611739 55116
Chr1 Normal NT_032962.4 AGGTCAGACTGCCCC 3618348 LOC348376 3619704 3620157 -1356 3619704 3620157 -1356 3619704 3620157 -1356
Chr16 Complement NT_019609.11 TGGTCAAGTTGCCCT 19270 LOC350307 17914 2692 -1356 17914 2692 -1356 17914 2692 -1356
Chr7 Normal NT_007914.12 AGGTCATTGTGACCC 3449778 PIP 3448907 3458794 871 3451134 3458794 -1356 3451170 3458695 -1392
Chr1 Normal NT_004511.15 TGGTCAGGCTGATCT 2897054 RBBP4 2898356 2928521 -1302 2898409 2927837 -1355 2898493 2926891 -1439
Chr17 Normal NT_010718.13 TGGTCTCTGTGACCT 5779602 LOC201232 5780956 5784302 -1354 5780956 5784302 -1354 5780961 5784146 -1359
Chr19 Normal NT_011109.15 AGGTCTGTGTGACCT 8093341 FLJ22814 8094693 8096375 -1352 8094693 8096375 -1352 0 0 8093341
Chr11 Normal NT_033899.5 AGGTCAATCTCACCC 38197730 LOC349663 38199082 38209149 -1352 38199082 38209149 -1352 38199082 38209149 -1352
Chr20 Normal NT_011362.8 GGGTCAACTTGAACA 22739779 LOC348546 22741130 22745328 -1351 22741130 22745328 -1351 22741130 22745328 -1351
Chr5 Complement NT_029289.9 TGGTCATTGTGTCCC 1864630 TAF7 1863279 1860985 -1351 1863279 1860985 -1351 1862539 1861490 -2091
Chr20 Complement NT_011387.8 TGATCACTTTGACCT 5214943 LOC284767 5213593 5211751 -1350 5213593 5211751 -1350 5213477 5213034 -1466
Chr16 Complement NT_024812.10 TGGTCTATGTGACCT 2855363 MGC46336 2854013 2845482 -1350 2854013 2845482 -1350 2847837 2845990 -7526
Chr18 Normal NT_010879.13 AGGTCATATCGGCCC 2094016 KIAA0863 2095314 2125601 -1298 2095365 2125601 -1349 2103606 2124872 -9590
Chr6 Complement NT_007627.10 AGTTCGGAGTGACCC 406696 TCTE3 405389 393925 -1307 405348 393925 -1348 405264 393991 -1432
Chr19 Normal NT_077812.1 AGGTCGCAGTGAGCC 430749 CD209L 432077 438486 -1328 432096 438486 -1347 432149 437870 -1400
Chr14 Complement NT_026437.10 GGGTCAGGATGACTC 1415334 NDRG2 1414063 1405051 -1271 1413987 1405062 -1347 1411602 1405883 -3732
Chr3 Complement NT_005927.15 GGGTCACTGCAACCT 10080106 MGC40179 10078761 10051851 -1345 10078761 10051851 -1345 10075304 10074771 -4802
Chr3 Normal NT_005612.13 TGGTCAGGCTGATCT 4849374 ST3GALVI 4850284 4913843 -910 4850719 4911990 -1345 4886439 4911759 -37065
Chr11 Complement NT_009237.15 GGGTCACTGCAACCT 38313365 LRP4 38312021 38271978 -1344 38312021 38271978 -1344 38311066 38274093 -2299
Chr2 Normal NT_005079.12 AGGTCATGCTGACAT 3177847 LOC151123 3179189 3259290 -1342 3179189 3259290 -1342 3179189 3259290 -1342
Chr3 Normal NT_005825.15 AGGTCAGAGTGATCC 1017391 SNRK 1018700 1083267 -1309 1018733 1083267 -1342 1035333 1080686 -17942
Chr6 Normal NT_007592.13 AGCTCGTGGTGACCC 22486872 CSNK2B 22487576 22496243 -704 22488213 22492392 -1341 22489165 22492252 -2293
Chr6 Normal NT_033951.3 AGCTCGTGGTGACCC 3078443 CSNK2B 3079147 3087817 -704 3079784 3083970 -1341 3080736 3083830 -2293
Chr6 Normal NT_034874.2 AGCTCGTGGTGACCC 2935719 CSNK2B 2936423 2941246 -704 2937060 2941246 -1341 2938012 2941106 -2293
Chr11 Complement NT_033899.5 AGGGCGTAGTGACCC 28729233 LOC349649 28727892 28709092 -1341 28727892 28709092 -1341 28727892 28709092 -1341
Chr11 Normal NT_033903.5 TGGTCAGGCTGACCT 10391770 SCYL1 10392909 10406700 -1139 10393109 10406700 -1339 10393151 10406534 -1381
Chr9 Complement NT_008470.15 AGGTGACACTGACCT 15230379 LOC347296 15229043 15192297 -1336 15229043 15192297 -1336 15207490 15192297 -22889
Chr20 Normal NT_011333.5 AGGCCAGCCTGACCA 1227864 C20orf135 1229199 1230971 -1335 1229199 1230971 -1335 1229524 1230933 -1660
Chr11 Complement NT_033903.5 GCGTCAGGACGACCC 13082452 CGI-85 13081475 13024964 -977 13081118 13024964 -1334 13057904 13025543 -24548
Chr11 Complement NT_033927.5 AGGTCAGAGTGACCT 17867736 LOC349703 17866403 17766515 -1333 17866403 17766515 -1333 17866403 17766515 -1333
Chr7 Complement NT_007933.12 GGCTCACTGCGACCT 60234443 CNOT4 60233158 60084834 -1285 60233111 60084839 -1332 60161365 60085923 -73078
Chr19 Complement NT_011295.10 AGGTCACAGCAACCT 5328325 FLJ23447 5326995 5305970 -1330 5326995 5305970 -1330 5311464 5306320 -16861
Chr17 Normal NT_010799.13 GGCTCACTGTGACCT 480695 LOC147123 482025 495642 -1330 482025 495642 -1330 489577 494210 -8882
Chr6 Complement NT_033951.3 AGGCCAGCCTGACCA 352630 RFP 351300 330311 -1330 351300 330311 -1330 350944 331378 -1686
Chr16 Complement NT_024812.10 AGGTCAAATTGACAG 1781894 DKFZP434P1750 1780750 1768088 -1144 1780566 1768088 -1328 1780344 1768930 -1550
ChrX Complement NT_011669.13 AGGTCAGCCTGACAC 9739725 HDAC8 9738642 9495111 -1083 9738397 9495111 -1328 9738355 9495648 -1370
Chr14 Normal NT_026437.10 GGCTCACTGCGACCT 50619626 LOC350061 50620954 50621572 -1328 50620954 50621572 -1328 50620954 50621572 -1328
ChrX Normal NT_011757.12 AGGTCACAGTGAGCC 266740 LOC286478 268066 274411 -1326 268066 274411 -1326 269025 274372 -2285
Chr4 Normal NT_077444.2 GAGTCATTTTGACCA 1885655 PROL5 1886981 1891859 -1326 1886981 1891859 -1326 1886981 1891859 -1326
Chr5 Normal NT_077451.2 AGGTCAGCCTGGCCA 2215957 CANX 2217200 2249189 -1243 2217282 2249157 -1325 2223948 2246908 -7991
Chr15 Complement NT_035325.4 AGTTCGTAGTGACCC 1232784 FLJ12572 1233159 1118266 375 1231460 1118266 -1324 1210654 1121371 -22130
Chr11 Complement NT_035113.4 TGGTCAGGCTGGCCT 871619 PYPAF5 870295 863561 -1324 870295 863561 -1324 870295 863561 -1324
Chr11 Normal NT_028310.10 GGGTAAACTTGACCC 2875097 RRM1 2876420 2920514 -1323 2876420 2920514 -1323 2876652 2920022 -1555
Chr1 Normal NT_034410.4 AGGTCAGCTTGGCCC 1089018 LOC343246 1090339 1108139 -1321 1090339 1108139 -1321 1090339 1108139 -1321
Chr1 Complement NT_019273.15 GGGTGGTACTGACCT 3697443 MGC19531 3696176 3690862 -1267 3696122 3690862 -1321 3693839 3691031 -3604
Chr1 Normal NT_004668.15 GGGTCATACTGTCCC 8046186 FREB 8047321 8054695 -1135 8047506 8054695 -1320 8047614 8053729 -1428
Chr11 Normal NT_033903.5 AGGTCACTGCAACCT 2413644 LOC219537 2414964 2419006 -1320 2414964 2419006 -1320 2415044 2418850 -1400
Chr1 Normal NT_077389.2 TGGGCAGACTGACCT 206518 LOC350840 207837 213964 -1319 207837 213964 -1319 207837 213964 -1319
Chr5 Complement NT_034772.4 AGGTCGCCACGACCC 33978899 P4HA2 34046029 33942552 67130 33977580 33943324 -1319 33969340 33943724 -9559
Chr20 Normal NT_030871.1 AGTTCAGTCTGACCC 822927 GTPBP5 824244 833581 -1317 824244 833264 -1317 824250 831906 -1323
Chr4 Complement NT_006051.15 TGGTCAGCTTGATCC 2744366 LOC285486 2743051 2742076 -1315 2743051 2742076 -1315 2742543 2742136 -1823
Chr1 Complement NT_004754.14 GGGTCACTCCCACCC 3955426 LOC343502 3954111 3953341 -1315 3954111 3953341 -1315 3954060 3953341 -1366
Chr20 Complement NT_011387.8 GGGTGAATTTGACCT 21027438 LOC343682 21026124 21022471 -1314 21026124 21022471 -1314 21026124 21022471 -1314
Chr11 Normal NT_033903.5 TGGTCACCAAGACCC 9791650 PPP2R5B 9792685 9802469 -1035 9792964 9802469 -1314 9793731 9801840 -2081
Chr13 Normal NT_009799.12 GGGCCACCATGACCA 2693373 SAP18 2694685 2702974 -1312 2694685 2702974 -1312 2694749 2701481 -1376
Chr20 Normal NT_011387.8 AGGTCATAATCACCA 5234912 LOC284768 5236222 5238369 -1310 5236222 5238369 -1310 5236231 5236713 -1319
Chr7 Normal NT_007819.13 AGGTCACCCTGATCC 42198153 LOC349115 42199463 42200455 -1310 42199463 42200455 -1310 42199535 42200345 -1382
ChrX Complement NT_011786.13 GGGTGAGCCTGACCT 12434169 LOC352830 12432859 12383157 -1310 12432859 12383157 -1310 12432859 12383157 -1310
Chr16 Complement NT_010498.13 AGGTGGTGCTGACCT 19008685 MTR3 19007375 19006065 -1310 19007375 19006065 -1310 19007330 19006512 -1355
Chr7 Normal NT_007933.12 AGGTCATACTGACAG 24886807 ZNF38 24880974 24896244 5833 24888117 24896244 -1310 24888214 24895824 -1407
Chr15 Complement NT_010274.15 GGGTCGTGTTGATCC 5261376 IR1899308 5260068 5258634 -1308 5260068 5258634 -1308 5259989 5258902 -1387
Chr5 Complement NT_034772.4 AGGTCTCTGTGACCT 36163918 MGC13017 36162610 36152803 -1308 36162610 36152825 -1308 36162566 36153627 -1352
Chr10 Complement NT_077569.2 CAGTCAGTCTGACCC 9777258 LOC221061 9775951 9616547 -1307 9775951 9616547 -1307 9775947 9617810 -1311
Chr1 Complement NT_032962.4 AGATCAGCCTGACCA 1837986 POGZ 1853928 1797196 15942 1836679 1797196 -1307 1836676 1797655 -1310



Chr20 Complement NT_011333.5 AGGTCGGTCTGACTT 12588 FLJ32154 11496 8702 -1092 11282 8702 -1306 11038 9951 -1550
Chr11 Complement NT_033903.5 GGGTCACAGTGAGCA 7443919 EEF1G 7442618 7428340 -1301 7442618 7428340 -1301 7442581 7428418 -1338
Chr11 Complement NT_033927.5 GGGTCAGTCTCACCT 2014652 FLJ20625 2013455 1995061 -1197 2013351 2007368 -1301 2013299 2007897 -1353
Chr16 Complement NT_024797.13 AGGACAGCTTGACCC 11854636 LOC339145 11853335 11843804 -1301 11853335 11843804 -1301 11853302 11843986 -1334
Chr3 Normal NT_037565.3 GGGTCACTGCAACCT 144714 OSR1 146015 235964 -1301 146015 235964 -1301 146357 233371 -1643
Chr2 Normal NT_022171.13 GGGACACATTGACCA 7194577 LOC343999 7195877 7230890 -1300 7195877 7230890 -1300 7195877 7230890 -1300
Chr1 Complement NT_004754.14 TGCTCAGGGTGACCT 3678715 LOC343495 3677418 3676795 -1297 3677418 3676795 -1297 3677418 3676795 -1297
Chr16 Complement NT_010498.13 ATGTCATCACGACCC 19195789 SIAT4B 19194493 19136815 -1296 19194493 19136815 -1296 19153936 19137098 -41853
Chr10 Normal NT_030059.10 AGGTCTTTTTGACCG 8783775 LOC142910 8785067 8805281 -1292 8785067 8805281 -1292 8788993 8805212 -5218
Chr17 Complement NT_010663.13 TGGTCACAATGAGCC 15322 LOC339157 14030 11437 -1292 14030 11437 -1292 13951 11437 -1371
Chr7 Complement NT_007741.12 AGGTCATGCTGCCCA 3606317 LOC352211 3605026 3586879 -1291 3605026 3586879 -1291 3605026 3586879 -1291
Chr12 Normal NT_029419.10 TGGTCAGTTTGAGCT 20878128 LOC338806 20879418 20932142 -1290 20879418 20932142 -1290 20879749 20932142 -1621
Chr17 Normal NT_010641.13 GGGTCAGCGTGTCCT 10958447 FLJ21865 10959736 10973396 -1289 10959736 10973396 -1289 10959744 10971812 -1297
Chr6 Complement NT_007592.13 TGGTCAGGCTGTCCT 17057017 HIST1H3D 17055729 17055263 -1288 17055729 17055263 -1288 17055729 17055319 -1288
Chr12 Normal NT_009755.15 GGGTCACCATGGCCT 1881803 LOC341492 1883089 1893703 -1286 1883089 1893703 -1286 1883089 1893703 -1286
Chr6 Complement NT_007422.12 AGGTCAGAATGTCCT 9329356 RPS6KA2 9563340 9112060 233984 9328070 9112060 -1286 9327848 9113591 -1508
Chr11 Complement NT_033903.5 AGGTGATGCTGACCG 6761562 FADS3 6760790 6742266 -772 6760277 6742266 -1285 6760120 6742553 -1442
Chr19 Complement NT_011255.13 GGGTGGGGCTGACCC 2516355 LOC148166 2515070 2512613 -1285 2515070 2512613 -1285 2514179 2513889 -2176
Chr6 Complement NT_007299.12 AGGTAGGAATGACCT 25683449 LOC346041 25682165 25652156 -1284 25682165 25652156 -1284 25682165 25652156 -1284
Chr20 Normal NT_011362.8 TGGTCACACTGACAC 7246368 SGK2 7240601 7269767 5767 7247652 7267187 -1284 7248051 7266571 -1683
Chr4 Normal NT_016606.15 TGGTCAGGCTGATCT 4158683 IL15 4077419 4174276 81264 4159965 4174276 -1282 4161967 4173666 -3284
Chr22 Complement NT_011519.10 TGGTCACTGTCACCT 3461039 DGCR6L 3459758 3453952 -1281 3459758 3453952 -1281 3459661 3454348 -1378
Chr20 Complement NT_011387.8 GGGTAAGACTGACCT 1258832 FLJ20802 1257552 1256214 -1280 1257552 1256214 -1280 1257330 1256935 -1502
Chr8 Normal NT_015280.15 GGGCCAGGGTGACCA 245549 LOC286029 246829 249812 -1280 246829 249812 -1280 246978 247376 -1429
Chr1 Normal NT_077960.1 GGGTCTTTGTGACCA 140559 LOC254099 141838 148873 -1279 141838 148873 -1279 147564 147977 -7005
Chr7 Complement NT_007933.12 AGGTCGCAATGAGCC 54768925 UBE2H 54767983 54645777 -942 54767646 54649003 -1279 54767595 54649977 -1330
Chr3 Complement NT_005612.13 TGGTCTTTGTGACCC 34612591 MGC2306 34611901 34597808 -690 34611313 34597808 -1278 34605410 34599398 -7181
Chr17 Complement NT_010755.13 GGGTCAGTCTGGCCC 3385864 KRT13 3384587 3379955 -1277 3384587 3379955 -1277 3384524 3380230 -1340
Chr5 Complement NT_023148.11 AGGTCTTTATGACCT 4458789 ARTS-1 4463708 4409115 4919 4457513 4410392 -1276 4453500 4412775 -5289
Chr2 Complement NT_022184.12 AGGTCATAAAGACCT 12769840 LOC151325 12768564 12763721 -1276 12768564 12763721 -1276 12768502 12764502 -1338
Chr5 Complement NT_029289.9 AAGTCAGCATGACCT 11879260 SLC36A2 11877984 11875193 -1276 11877984 11875193 -1276 11877976 11875689 -1284
Chr12 Complement NT_035243.4 GGGTCACAGTGTCCA 151546 LOC349821 150271 130448 -1275 150271 130448 -1275 150271 130448 -1275
Chr13 Complement NT_024524.12 AGGTTACAGTGACCT 46177022 FBXL3A 46175823 46153889 -1199 46175750 46153889 -1272 46170488 46155773 -6534
Chr8 Normal NT_008251.13 TGGTCACTGGGACCC 5433753 LOC286172 5435025 5572079 -1272 5435025 5572079 -1272 5435025 5572079 -1272
Chr21 Normal NT_011512.8 GGGTCAGCGAGACCC 18904753 HUNK 18906024 19077342 -1271 18906024 19036773 -1271 18906384 19031893 -1631
Chr16 Complement NT_024797.13 AGGTTGCGGTGACCC 7860548 LOC283928 7859277 7846175 -1271 7859277 7846175 -1271 7855368 7854991 -5180
Chr4 Normal NT_016606.15 GGGCCATACTGACCC 14312211 LOC345067 14313482 14326622 -1271 14313482 14326622 -1271 14313482 14326622 -1271
Chr10 Normal NT_077575.2 GGATCAACCTGACCA 118801 SFTPA1 119193 123664 -392 120070 122357 -1269 120070 122357 -1269
Chr16 Normal NT_024797.13 AGGTCATAAAGACCT 10552199 HSBP1 10553394 10563928 -1195 10553467 10557110 -1268 10553521 10554867 -1322
Chr11 Complement NT_028310.10 TGGCCAGCTTGACCC 6579930 JCG3 6578662 6577694 -1268 6578662 6577694 -1268 6578662 6577694 -1268
Chr19 Complement NT_011109.15 AGGTGGGGATGACCC 554292 LOC148189 553025 549620 -1267 553025 549620 -1267 550600 550307 -3692
Chr17 Complement NT_010783.13 TGGTCAGGCTGAGCT 11652762 MPO 11651495 11640401 -1267 11651495 11640416 -1267 11651318 11641216 -1444
Chr4 Normal NT_006081.15 AGGGCAGACTGACCG 682003 FLJ35424 683269 697385 -1266 683269 697385 -1266 694306 695716 -12303
Chr16 Normal NT_037887.3 AGGCCACTGTGACCA 2225385 DNASE1L2 2225741 2228635 -356 2226650 2228535 -1265 2226742 2228343 -1357
Chr1 Normal NT_034410.4 TGGTAAAACTGACCC 1089074 LOC343246 1090339 1108139 -1265 1090339 1108139 -1265 1090339 1108139 -1265
Chr19 Normal NT_077812.1 GGGTCAGTCTGACCT 304753 STXBP2 305992 316754 -1239 306017 316693 -1264 306032 316692 -1279
Chr8 Complement NT_030032.8 TGCTCACTCTGACCC 674952 LOC349181 673690 652898 -1262 673690 652898 -1262 673690 652898 -1262
Chr11 Complement NT_033899.5 AGGTCATAAAGACCT 15294865 LOC91893 15295683 15285820 818 15293603 15288640 -1262 15293572 15289362 -1293
Chr3 Complement NT_005612.13 TGATCACCTTGACCT 39781488 TOPBP1 39780273 39718987 -1215 39780226 39719023 -1262 39776279 39719630 -5209
Chr2 Complement NT_022184.12 AGGTCTTTGTGACCT 67061506 LOC344165 67060245 67019831 -1261 67060245 67019831 -1261 67060036 67019831 -1470
Chr10 Complement NT_030059.10 AGGTCTTAATGACCC 18467826 LOXL4 18466565 18446008 -1261 18466565 18446008 -1261 18461334 18447236 -6492
Chr7 Complement NT_033968.4 GGGTCGCTTTGAGCT 6394912 LOC346297 6393652 6343546 -1260 6393652 6343546 -1260 6393652 6343546 -1260
Chr2 Complement NT_005334.13 GGGTCACCACAACCT 5842648 LOC351281 5841389 5821676 -1259 5841389 5821676 -1259 5841389 5821676 -1259
Chr22 Complement NT_011520.9 TGGTCTCTCTGACCT 9055740 C22orf3 9054505 9046413 -1235 9054483 9046413 -1257 9052184 9046618 -3556
Chr2 Normal NT_005403.13 TGGTAACCCTGACCC 27174195 HOXD4 27175451 27177289 -1256 27175451 27177289 -1256 27175700 27177008 -1505
Chr11 Complement NT_028310.10 GGGTGATGCTGACCA 5466003 MRPL17 5464747 5462557 -1256 5464747 5463053 -1256 5464700 5463522 -1303
ChrX Complement NT_011757.12 AGGTCACAGTGAGCT 17511636 FLJ11577 17510428 17491408 -1208 17510381 17491408 -1255 17492939 17492034 -18697
Chr13 Normal NT_009799.12 TGGTTAGGGTGACCC 6396764 TDRD4 6398017 6434056 -1253 6398017 6434056 -1253 6398803 6433423 -2039
Chr9 Complement NT_008413.15 GGGTCACTGCAACCT 32517575 RIG-I 32516323 32445706 -1252 32516323 32445706 -1252 32516165 32447121 -1410
Chr1 Complement NT_004852.15 GGGCCATACTGACCC 1001643 LOC128208 1000392 986136 -1251 1000392 986136 -1251 1000392 986136 -1251
Chr12 Normal NT_024477.12 AGGTCATAAAGACCT 650662 ZNF140 651913 678484 -1251 651913 678464 -1251 652380 677710 -1718
Chr3 Normal NT_022517.15 AGGTCAAACTGAGCT 7379392 FLJ20604 7380642 7385095 -1250 7380642 7385095 -1250 7381583 7385056 -2191
Chr11 Complement NT_033927.5 AGGTCACTGCAACCT 3509459 KIAA0280 3508209 3310894 -1250 3508209 3310894 -1250 3378548 3317605 -130911
Chr11 Complement NT_008984.15 AGGTCGCAGTGAGCT 8339231 MAML2 8337981 7973049 -1250 8337981 7973049 -1250 8088117 7973721 -251114
Chr12 Normal NT_019546.15 TGGTCACGGTGACAC 32004406 KIAA0789 32005655 32126085 -1249 32005655 32126085 -1249 32071800 32124310 -67394
Chr16 Normal NT_078099.1 GGGTCACTCCCACCC 466537 LOC348210 467786 468538 -1249 467786 468538 -1249 467786 468538 -1249
Chr13 Normal NT_024524.12 GGGTCAGCCCGTCCT 10208939 WBP4 10209901 10232628 -962 10210188 10232628 -1249 10210301 10231541 -1362
Chr3 Complement NT_005962.15 AGGTCGCCAAGACCC 4077799 EVI1 4076556 4014732 -1243 4076556 4014732 -1243 4061728 4015160 -16071
Chr17 Complement NT_010641.13 AGGTCACCGTGAACT 180661 SLC16A6 179418 156924 -1243 179418 156924 -1243 166622 157398 -14039
Chr7 Normal NT_007819.13 GGGTAAGTGTGACCA 11756889 LOC346373 11758129 11806963 -1240 11758129 11806963 -1240 11758136 11806963 -1247
Chr20 Normal NT_011362.8 GGGTCGCTGTGACTT 10389794 SLC2A10 10391034 10417891 -1240 10391034 10417891 -1240 10391284 10415381 -1490
Chr19 Complement NT_011109.15 GGGTCACCATGGCCA 6282139 PEPD 6280900 6146074 -1239 6280900 6146077 -1239 6280884 6146468 -1255
Chr6 Normal NT_025741.12 GTGTCACTGTGACCA 36319126 LOC345910 36320364 36355143 -1238 36320364 36355143 -1238 36320364 36355143 -1238
Chr3 Normal NT_005927.15 AGGTCACAGTGAGCC 10084974 MDS027 10086122 10097699 -1148 10086212 10097447 -1238 10086232 10096825 -1258
Chr7 Complement NT_007819.13 GGGTCACCATGGCCC 5345585 PMS2 5344354 5308491 -1231 5344348 5308547 -1237 5344324 5308705 -1261
Chr9 Complement NT_024000.15 GGGTCATCACGAGCT 816710 LOC352620 815474 814385 -1236 815474 814385 -1236 815474 814385 -1236
Chr13 Complement NT_027140.5 AGGCCAGCCTGACCA 1605080 ARH2 1603845 1572266 -1235 1603845 1572954 -1235 1603758 1573143 -1322
Chr6 Complement NT_023451.12 GGGTCAGCTAGACCT 953994 LOC345836 952759 923413 -1235 952759 923413 -1235 952759 923413 -1235
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 22283494 FCGRT 22283726 22297780 -232 22284728 22297780 -1234 22284848 22297566 -1354
Chr3 Normal NT_029928.10 AGGTTGCAGTGACCC 573313 MGC39807 563139 580032 10174 574546 580032 -1233 574757 579804 -1444
Chr10 Complement NT_008583.15 AGGTCAACCTGTCCT 25421259 DUSP13 25420115 25405366 -1144 25420027 25405371 -1232 25408814 25405606 -12445
Chr19 Complement NT_011255.13 AGGTCGCAGTGAGCC 3567978 LOC148055 3566748 3563936 -1230 3566748 3563936 -1230 3566666 3563936 -1312
Chr11 Normal NT_009237.15 AGATCATGCTGACCC 38684013 MADD 38684518 38745141 -505 38685243 38745141 -1230 38689025 38744260 -5012
Chr2 Normal NT_005058.13 AGTTCAAACTGACCA 4896740 R3HDM 4897942 5091737 -1202 4897970 5091735 -1230 4971315 5090761 -74575
Chr10 Complement NT_033224.4 GGGTCTTTGTGACCT 167595 LOC340735 166367 112287 -1228 166367 112287 -1228 166367 112287 -1228
Chr1 Complement NT_032977.5 GAGTCATTTTGACCC 16276643 LOC348380 16275415 16274511 -1228 16275415 16274511 -1228 16275415 16274511 -1228
Chr15 Normal NT_010194.15 AGGTCACTCCTACCC 17857729 LOC350144 17858955 17909769 -1226 17858955 17909769 -1226 17858955 17909769 -1226
Chr7 Complement NT_007819.13 TGGTCAAGGTGTCCC 474792 MGC11257 473567 332296 -1225 473567 332317 -1225 462695 332935 -12097
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877035 CASP7 33877521 33929220 -486 33878257 33929220 -1222 33895811 33927857 -18776
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877035 CASP7 33877521 33929220 -486 33878257 33929220 -1222 33890289 33927857 -13254
Chr2 Complement NT_022184.12 GGGTCATGATGGCCA 67172338 FABP1 67171173 67166039 -1165 67171116 67166048 -1222 67171074 67166111 -1264
Chr3 Normal NT_005999.15 GGGTTGCCATGACCT 1427340 NISCH 1428064 1466015 -724 1428562 1466015 -1222 1428588 1465428 -1248
Chr1 Complement NT_004668.15 GGCTCACCGCGACCT 7600936 B4GALT3 7600131 7593502 -805 7599715 7593502 -1221 7598251 7594007 -2685



Chr5 Normal NT_006431.13 AGGTTGCAGTGACCT 19077151 MRPS36 19078314 19090723 -1163 19078372 19090034 -1221 19078399 19089792 -1248
Chr9 Complement NT_008476.14 TGGTCACCCTGTCCT 727565 DIRAS2 726347 694839 -1218 726347 694839 -1218 697313 696714 -30252
Chr17 Complement NT_010641.13 TGGTCACTATGACCA 8288673 E2-230K 8341046 8277290 52373 8287456 8277635 -1217 8286805 8278782 -1868
Chr2 Normal NT_022184.12 AGGTAACAATGACCT 61925051 LOC344044 61926268 62040190 -1217 61926268 62040190 -1217 61926268 62040190 -1217
Chr15 Complement NT_010194.15 AGGTTGCGGTGACCC 35858359 LOC348093 35857142 35830056 -1217 35857142 35830056 -1217 35856890 35830139 -1469
Chr4 Normal NT_016354.15 AGGACAATATGACCC 32047240 LOC351621 32048456 32125833 -1216 32048456 32125833 -1216 32048456 32125833 -1216
Chr2 Complement NT_005416.10 GGGTCACACTGTCCT 1078063 LOC200772 1076848 1064018 -1215 1076848 1064018 -1215 1068759 1066782 -9304
Chr7 Complement NT_007819.13 AGATCAATTTGACCT 44270486 LOC352290 44269271 44243856 -1215 44269271 44243856 -1215 44269271 44243856 -1215
Chr6 Normal NT_007299.12 AGGTCGCAGTGAGCC 21722089 MGC13523 21723254 21726425 -1165 21723304 21726422 -1215 21724342 21726162 -2253
Chr22 Normal NT_011520.9 TGGTCCTCCTGACCT 17345218 SH3BP1 17346432 17361095 -1214 17346432 17361095 -1214 17347633 17360745 -2415
Chr6 Normal NT_034880.2 TGGCCAGGGTGACCT 7189068 LOC221738 7190276 7192211 -1208 7190276 7192211 -1208 7190633 7190966 -1565
Chr7 Complement NT_007819.13 AGGTCATCTCCACCT 26668342 LOC349111 26667135 26661873 -1207 26667135 26661873 -1207 26667135 26661873 -1207
Chr14 Normal NT_026437.10 AGGTCGACGTGGCCC 85762162 LOC283641 85763368 85766159 -1206 85763368 85766159 -1206 85763658 85764347 -1496
Chr4 Normal NT_016606.15 GGGTCCATGTGACCC 17183742 LRAT 17181658 17191858 2084 17184948 17191858 -1206 17185144 17189953 -1402
Chr7 Complement NT_007819.13 GGGTCACTAGGACCA 36057711 AOAH 36056627 35845050 -1084 36056508 35845092 -1203 36056236 35845341 -1475
Chr7 Normal NT_007933.12 TGGTCTCAGTGACCT 4997176 GNAI1 4998379 5082963 -1203 4998379 5082963 -1203 4998715 5081047 -1539
Chr1 Complement NT_021953.15 GGGTCAGTTTGACAT 737651 LOC343075 736448 691202 -1203 736448 691202 -1203 736448 691202 -1203
Chr7 Complement NT_007933.12 AGGTGGCAGTGACCC 24909829 ZNF3 24912943 24895054 3114 24908626 24895054 -1203 24908564 24895435 -1265
Chr7 Complement NT_007933.12 AGGTGGCAGTGACCC 24909829 ZNF3 24912943 24895054 3114 24908626 24895054 -1203 24906784 24902350 -3045
ChrX Normal NT_025965.11 AGGTTGCAGTGACCC 754217 OPN1LW 755419 763786 -1202 755419 763786 -1202 755472 763680 -1255
Chr2 Normal NT_022184.12 TGGTCACCATGACCC 47698192 LOC344014 47699393 47770937 -1201 47699393 47770937 -1201 47699393 47770937 -1201
Chr2 Complement NT_005403.13 GTGTCAAAGTGACCA 8225968 LOC351302 8224767 8189580 -1201 8224767 8189580 -1201 8224767 8189580 -1201
Chr3 Normal NT_005927.15 GGGTCAACCTGACTA 12257072 PPARG 12258215 12404696 -1143 12258273 12404696 -1201 12321941 12404493 -64869
Chr3 Normal NT_005927.15 GGGTCAACCTGACTA 12257072 PPARG 12258215 12404696 -1143 12258273 12404689 -1201 12321941 12404493 -64869
Chr3 Complement NT_005927.15 GGGTGACTGTGACCA 12130449 TIMP4 12129700 12123422 -749 12129248 12123427 -1201 12129189 12123864 -1260
Chr19 Complement NT_011109.15 TGGTCAGACTGACGC 12095590 GMFG 12094944 12087218 -646 12094390 12087220 -1200 12094390 12087335 -1200
Chr5 Complement NT_034772.4 AGATCACCGTGACCA 20526721 LOC345595 20525521 20451650 -1200 20525521 20451650 -1200 20525521 20451650 -1200
Chr2 Complement NT_022184.12 GGGTCAGATTGACAA 34276580 FLJ31438 34275631 34217859 -949 34275381 34218718 -1199 34265479 34218858 -11101
Chr14 Normal NT_026437.10 GGGTCAACGTGATCA 4520188 LOC161247 4521387 4522184 -1199 4521387 4522184 -1199 4521870 4522160 -1682
Chr11 Complement NT_033899.5 GGGACAGTCTGACCT 33843323 ADAMTS8 33842125 33818057 -1198 33842125 33818452 -1198 33841418 33818690 -1905
ChrX Normal NT_011651.13 AGGTCGCAGTGAGCC 30080241 KIAA1817 30081439 30086283 -1198 30081439 30086283 -1198 30081807 30084407 -1566
Chr12 Complement NT_009482.13 AGGTCATGCTGGCCC 1771811 LOC253934 1770614 1567666 -1197 1770614 1567666 -1197 1770579 1567666 -1232
Chr3 Complement NT_005962.15 GGGTCAGGCTGAGCC 29244252 LOC254808 29243055 29226717 -1197 29243055 29229887 -1197 29242891 29236010 -1361
Chr11 Normal NT_033903.5 TGGTCACACTGAGCT 10181662 CDC42EP2 10182857 10190421 -1195 10182857 10190421 -1195 10188896 10189528 -7234
Chr3 Complement NT_006014.14 GGCTCAGAATGACCA 172270 FLJ10496 173533 167990 1263 171075 167990 -1195 171063 170518 -1207
Chr1 Complement NT_077386.2 TGGTCAGGCTGATCT 288655 LOC339442 287460 281728 -1195 287460 281728 -1195 285132 284480 -3523
Chr15 Normal NT_010194.15 AGGTCACACTGACAG 48719312 LOC253044 48720506 48727979 -1194 48720506 48727979 -1194 48727264 48727785 -7952
Chr20 Complement NT_011333.5 GGGTGGCCCTGACCC 1448688 RGS19 1447992 1441167 -696 1447495 1441167 -1193 1444869 1441836 -3819
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 94420 89107 -12330
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 95320 89107 -11430
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 95821 89107 -10929
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 102583 89107 -4167
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 108984 89112 2234
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 163742 89107 56992
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 163963 89107 57213
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 105558 89081 -1192 93790 89107 -12960
Chr5 Normal NT_006576.13 GGGACACTGTGACCT 15136830 NPR3 15115369 15213621 21461 15138022 15212720 -1192 15138076 15212644 -1246
Chr1 Complement NT_021877.15 TGGTCAACATGAACT 5150053 LOC343035 5148862 5111174 -1191 5148862 5111174 -1191 5148862 5111174 -1191
Chr2 Normal NT_022184.12 GGGTCATTTTGACCC 16855447 LOC344382 16856638 16861037 -1191 16856638 16861037 -1191 16856638 16861037 -1191
Chr16 Normal NT_010498.13 AGGTGGTCCTGACCT 17491515 CDH1 17492704 17590954 -1189 17492704 17590953 -1189 17492828 17588911 -1313
Chr1 Complement NT_077980.2 AGGTCACTCTGACCT 130958 LOC348520 129769 127299 -1189 129769 127299 -1189 127843 127409 -3115
Chr6 Normal NT_007627.10 AGGTCGCTCTGCCCT 442939 FLJ13162 444127 456679 -1188 444127 456679 -1188 454740 455126 -11801
Chr5 Complement NT_006713.13 GGGTCAGTGTGACAG 5776350 ZBED3 5775162 5764664 -1188 5775162 5764664 -1188 5765835 5765131 -10515
Chr4 Normal NT_022853.14 AGGTTGCAGTGACCC 4169729 KIAA0635 4165737 4239153 3992 4170915 4239153 -1186 4171747 4230652 -2018
Chr7 Normal NT_007819.13 GGTTCAGGCTGACCC 34684236 LOC285951 34685422 34709607 -1186 34685422 34709607 -1186 34707869 34708438 -23633
Chr2 Complement NT_005403.13 AGGTCACAGTGAGCC 19533274 LOC344283 19532089 19506898 -1185 19532089 19506898 -1185 19532089 19506898 -1185
Chr1 Normal NT_077982.1 GAGTCAGCTCGACCC 86686 LOC284597 87527 90434 -841 87870 90434 -1184 88761 89907 -2075
Chr4 Normal NT_016354.15 AGGTGAACTTGACCT 7293632 LOC345254 7294816 7327868 -1184 7294816 7327868 -1184 7294816 7327868 -1184
Chr17 Normal NT_078100.1 AGGTGGACGTGACCC 164372 LOC284098 165555 169302 -1183 165555 169302 -1183 167103 168617 -2731
Chr5 Complement NT_006576.13 AGGTCGATTTCACCT 14601750 GOLPH3 14600613 14551011 -1137 14600569 14551017 -1181 14600333 14552511 -1417
Chr3 Normal NT_005927.15 TGGTCAGAGTGATCT 11241663 LOC344864 11242844 11253701 -1181 11242844 11253701 -1181 11242844 11253701 -1181
Chr7 Normal NT_007914.12 AGGTCATACAGACCT 10562195 MGC3036 10549401 10578015 12794 10563376 10578009 -1181 10576722 10577501 -14527
Chr3 Complement NT_005962.15 AAGTCAAGCTGACCT 28767485 LOC344908 28766305 28665053 -1180 28766305 28665053 -1180 28766305 28665053 -1180
Chr3 Complement NT_005962.15 GGGTCAGAGTGAACT 18757007 FLJ12748 18755845 18746133 -1162 18755828 18746133 -1179 18755798 18747607 -1209
Chr1 Normal NT_077914.1 AGGTGATCCTGACCT 59363 LOC219293 60541 81010 -1178 60541 81010 -1178 61536 79382 -2173
Chr1 Normal NT_077936.1 GGGTCACTGCAACCT 256706 LOC343238 257883 264832 -1177 257883 264832 -1177 257883 264832 -1177
Chr15 Complement NT_010194.15 AGGTCAACATGACCT 46448499 MAN2C1 46447332 46434502 -1167 46447322 46434533 -1177 46447322 46434579 -1177
Chr22 Normal NT_011520.9 TGGTCAGGCTGACTT 8957285 LOC351048 8958461 8974735 -1176 8958461 8974735 -1176 8958461 8974735 -1176
Chr15 Normal NT_010194.15 GGGTCACAGTTACCC 52372692 IL16 52261493 52391501 111199 52373867 52391501 -1175 52378171 52387539 -5479
Chr1 Complement NT_004836.14 AGGTCTTTATGACCT 9938168 LOC339530 9936993 9935140 -1175 9936993 9935140 -1175 9936993 9935140 -1175
Chr12 Complement NT_009759.15 AGGGCATCTTGACCT 2759479 LOC283441 2758305 2756007 -1174 2758305 2756007 -1174 2757781 2757446 -1698
Chr11 Normal NT_033903.5 AGGTCACAGTGAGCT 11124408 KLC2 11125581 11135663 -1173 11125581 11135663 -1173 11126399 11134760 -1991
Chr1 Normal NT_004487.15 AGGTCATAATGAGCC 6441208 LOC343312 6442381 6534045 -1173 6442381 6534045 -1173 6442381 6534045 -1173
Chr11 Normal NT_033903.5 GGGTAGGGCTGACCT 13371823 C11orf23 13372995 13483183 -1172 13372995 13483104 -1172 13405518 13480969 -33695
Chr1 Normal NT_004671.15 AGGTTAGGGTGACCT 14413595 ADORA1 14414766 14491517 -1171 14414766 14491516 -1171 14452954 14490012 -39359
Chr13 Complement NT_009799.12 GGGTCAGAGTGCCCA 1698598 GJA3 1697427 1696120 -1171 1697427 1696120 -1171 1697427 1696120 -1171
Chr8 Normal NT_008046.13 AGGTCAGCCTGACTT 5299609 CGI-77 5300597 5317492 -988 5300779 5315338 -1170 5300786 5315256 -1177
Chr7 Complement NT_007933.12 GGGTCAACTTGACCG 17982656 FLJ20073 17981486 17963048 -1170 17981486 17963048 -1170 17966749 17964857 -15907
Chr17 Complement NT_010718.13 AGGCCAGCACGACCC 8703072 GAS7 8940895 8653063 237823 8701903 8658432 -1169 8701760 8659682 -1312
Chr12 Complement NT_009714.15 TGGTGAAACTGACCT 19927280 TM7SF3 19926382 19885097 -898 19926112 19885097 -1168 19926075 19885872 -1205
Chr16 Complement NT_024797.13 AGGTTGCAGTGACCC 7753337 DC13 7752410 7721390 -927 7752170 7721390 -1167 7742690 7721681 -10647
Chr1 Normal NT_004538.14 GGGTCAATCAGACCT 330443 OPRD1 331610 383161 -1167 331610 383161 -1167 331852 382751 -1409
Chr7 Normal NT_007933.12 CTGTCACACTGACCC 30947329 LOC222258 30948495 30949271 -1166 30948495 30949271 -1166 30948733 30949271 -1404
Chr15 Complement NT_010274.15 AGGTTAACATGACCA 9715651 LOC342150 9714485 9682739 -1166 9714485 9682739 -1166 9714485 9682739 -1166
Chr3 Complement NT_005825.15 AGGTGAGTCTGACCA 4198456 LTF 4197290 4168141 -1166 4197290 4168141 -1166 4196994 4168323 -1462
Chr5 Complement NT_029289.9 GGGTCAAATTGATCG 11792098 LOC340076 11790933 11790125 -1165 11790933 11790125 -1165 11790933 11790125 -1165
Chr1 Normal NT_021937.15 GGGTCATCCTGGCCC 554644 LOC343062 555809 557257 -1165 555809 557257 -1165 555809 557257 -1165
ChrY Normal NT_011903.9 TGGTCATTCTGAACC 2852704 LOC352903 2853869 2983103 -1165 2853869 2983103 -1165 2853869 2983103 -1165
Chr1 Complement NT_034471.3 AGGTGGAGGTGACCT 225706 LOC339437 224543 142167 -1163 224543 214891 -1163 224232 215083 -1474
Chr19 Complement NT_011295.10 GAGTCATCATGACCC 2793970 RGL3 2792808 2767534 -1162 2792808 2767534 -1162 2792756 2767880 -1214
Chr4 Normal NT_016354.15 AGGACAGAATGACCT 40013879 UGT8 40014871 40092882 -992 40015040 40092616 -1161 40039167 40092574 -25288
Chr15 Complement NT_010194.15 AGGTCTCTCTGACCT 52786633 LOC145968 52785473 52784990 -1160 52785473 52784990 -1160 52785381 52785091 -1252
Chr5 Complement NT_034772.4 GTGTCGAAATGACCT 16932036 TRIM36 16930876 16875481 -1160 16930876 16875481 -1160 16930754 16877220 -1282



Chr6 Complement NT_034880.2 AGGTAAGTCTGACCC 3535688 LOC349009 3534529 3530079 -1159 3534529 3530079 -1159 3534529 3530079 -1159
Chr8 Complement NT_023736.15 AGGCCACCCTGACCC 553861 LOC254266 552705 543581 -1156 552705 543581 -1156 546571 546203 -7290
Chr6 Complement NT_034880.2 TTGTCACAATGACCC 1042723 LOC285768 1041567 901242 -1156 1041567 901242 -1156 1040295 1039951 -2428
Chr8 Complement NT_023666.15 AGGGCACTCTGACCT 23221 LOC346741 22065 6553 -1156 22065 6553 -1156 22065 6553 -1156
Chr20 Normal NT_011362.8 AGGTTAAGGTGACCA 8172234 LOC149705 8173389 8176157 -1155 8173389 8176157 -1155 8173401 8173787 -1167
Chr2 Complement NT_005403.13 AGGTTGAGGTGACCT 48810564 BOLL 48810635 48750950 71 48809411 48752308 -1153 48805911 48752616 -4653
Chr6 Complement NT_034880.2 GGATCGTGCTGACCC 4118905 LOC345984 4117752 4103249 -1153 4117752 4103249 -1153 4117752 4103249 -1153
Chr17 Complement NT_010783.13 ATGTCACTGTGACCC 17501263 FLJ30999 17500111 17498044 -1152 17500111 17498044 -1152 17499810 17499409 -1453
Chr3 Complement NT_037565.3 GGGTGGGGGTGACCT 1135227 AXUD1 1135028 1122322 -199 1134076 1122322 -1151 1127148 1123521 -8079
Chr3 Normal NT_005999.15 AGCTCACTGTGACCT 11841875 LOC339939 11843025 11850418 -1150 11843025 11850418 -1150 11843025 11850418 -1150
Chr16 Normal NT_037887.3 AGGTTGCAGTGACCC 169186 HBQ1 170335 171178 -1149 170335 171178 -1149 170486 171107 -1300
Chr22 Normal NT_011520.9 GGGTCTTAATGACCC 23116799 LOC343896 23117948 23160512 -1149 23117948 23160512 -1149 23117948 23160512 -1149
Chr2 Complement NT_005403.13 AGGTCACTCTGCCCA 31747863 LOC351328 31746714 31678244 -1149 31746714 31678244 -1149 31746714 31678244 -1149
Chr19 Complement NT_011255.13 CGGACAAGCTGACCT 3547716 TBXA2R 3546831 3534778 -885 3546567 3535518 -1149 3540632 3535686 -7084
Chr22 Complement NT_011526.5 GGGCCGTTCTGACCT 164465 ECGF1 163626 157294 -839 163318 159044 -1147 163001 159062 -1464
Chr7 Complement NT_007914.12 GGGTCAGAGAGACCA 2100739 LOC136242 2099592 2094393 -1147 2099592 2094393 -1147 2099156 2094502 -1583
Chr11 Complement NT_033899.5 TGGTCACTCTGACTC 21243632 FXYD2 21242486 21234469 -1146 21242486 21234469 -1146 21239072 21235066 -4560
Chr11 Complement NT_033899.5 TGGTCACTCTGACTC 21243632 FXYD2 21242486 21234469 -1146 21242486 21234469 -1146 21242407 21235066 -1225
Chr15 Complement NT_010194.15 GGGTCAGCTTGAGCT 36875105 IRLB 36873959 36742332 -1146 36873959 36742332 -1146 36838161 36743562 -36944
Chr2 Normal NT_026970.9 GGGTGGGAGTGACCC 597507 LOC348706 598653 599351 -1146 598653 599351 -1146 598686 599310 -1179
Chr19 Normal NT_011109.15 GGGTCGGGGTGCCCT 15123654 EGFL4 15124799 15150156 -1145 15124799 15150156 -1145 15128319 15147998 -4665
Chr7 Normal NT_007933.12 AGGCCAGCATGACCA 53201790 LOC349155 53202933 53208543 -1143 53202933 53208543 -1143 53203662 53208327 -1872
Chr20 Normal NT_011387.8 AGGTCGTAAAGACCT 1122956 LOC284758 1124098 1128916 -1142 1124098 1128916 -1142 1124161 1127746 -1205
ChrX Normal NT_011786.13 GGGGCATGTTGACCC 16546931 MAGEC1 16548073 16553552 -1142 16548073 16553552 -1142 16549252 16553012 -2321
Chr12 Normal NT_029419.10 GGGTCAGAGGGACCG 15228555 LOC338784 15229695 15233875 -1140 15229695 15233875 -1140 15229761 15233576 -1206
Chr17 Complement NT_010663.13 AGGTCACAGAGACCT 815412 LOC56270 814584 780503 -828 814273 780503 -1139 796916 781845 -18496
Chr14 Complement NT_026437.10 GGGTCATTATCACCT 50242350 LOC350060 50241212 50189530 -1138 50241212 50189530 -1138 50229935 50189530 -12415
Chr3 Normal NT_005612.13 GAGTCAACGTGACCG 50089311 MGC33365 50090449 50110743 -1138 50090449 50110739 -1138 50090711 50108219 -1400
Chr20 Normal NT_011362.8 TGGTCACATAGACCC 8426266 KCNK15 8427403 8432581 -1137 8427403 8432581 -1137 8427467 8432394 -1201
Chr12 Complement NT_009775.13 TGGTCAGCATGCCCC 6083984 LOC283454 6082847 6080829 -1137 6082847 6080829 -1137 6081390 6081076 -2594
Chr6 Normal NT_034880.2 AGGGCGTCGTGACCC 3167021 LOC285772 3168158 3170941 -1137 3168158 3170941 -1137 3169451 3169855 -2430
Chr16 Complement NT_037887.3 GGGTCAGACTGACGG 696947 MGC33974 695810 682507 -1137 695810 682507 -1137 687406 684276 -9541
Chr2 Normal NT_022135.13 TGGTCAGAATGTCCC 2870580 LOC343948 2871715 2901439 -1135 2871715 2901439 -1135 2871715 2901439 -1135
Chr5 Normal NT_006431.13 GGGTGGGAGTGACCC 7217812 LOC345649 7218945 7278411 -1133 7218945 7278411 -1133 7218945 7278411 -1133
Chr16 Complement NT_010498.13 AGGTCGCCATGAGCC 16700704 LCAT 16699828 16695210 -876 16699572 16695344 -1132 16699561 16695364 -1143
Chr2 Normal NT_022184.12 TGGTCAGAGTTACCC 11667980 FLJ20272 11669049 11862049 -1069 11669111 11862049 -1131 11669293 11861938 -1313
Chr8 Complement NT_008046.13 AGGTCAGCCTGACCA 38791636 MTSS1 38958879 38781209 167243 38790505 38781209 -1131 38788298 38783411 -3338
Chr9 Normal NT_008470.15 GGGCCGTAGTGACCC 4414299 NR4A3 4410556 4455592 3743 4415428 4455592 -1129 4416744 4452568 -2445
Chr9 Normal NT_008470.15 GGGCCGTAGTGACCC 4414299 NR4A3 4410556 4455592 3743 4415428 4455592 -1129 4415472 4452568 -1173
Chr10 Normal NT_030059.10 GGGTCGGGGTGAACT 33877129 CASP7 33877521 33929220 -392 33878257 33929220 -1128 33895811 33927857 -18682
Chr10 Normal NT_030059.10 GGGTCGGGGTGAACT 33877129 CASP7 33877521 33929220 -392 33878257 33929220 -1128 33890289 33927857 -13160
Chr7 Normal NT_007819.13 AGGCCAGTCTGACCA 22822679 LOC256355 22823807 22824637 -1128 22823807 22824637 -1128 22823923 22824441 -1244
Chr4 Normal NT_006238.10 AGATCAGCGTGACCA 4381322 FLJ13220 4382412 4404662 -1090 4382449 4403168 -1127 4382606 4402658 -1284
Chr7 Normal NT_033968.4 GGGTGGGAGTGACCC 5240119 LOC285881 5241245 5248847 -1126 5241245 5248847 -1126 5241245 5248847 -1126
Chr1 Complement NT_019273.15 TGGTCAGGATGGCCT 3600751 ST7L 3601261 3503957 510 3599625 3504698 -1126 3599549 3506449 -1202
Chr1 Complement NT_028054.12 GGGTCAGCACGAACC 3292651 LOC148918 3291526 3287424 -1125 3291526 3287424 -1125 3287949 3287623 -4702
Chr5 Normal NT_006713.13 GGCTCACTGCGACCT 7047415 SCAMP1 7048510 7167010 -1095 7048540 7164442 -1125 7048628 7163623 -1213
Chr9 Complement NT_008470.15 AGGTCAACTTGTCCA 4942717 FLJ20287 4941640 4890787 -1077 4941593 4890791 -1124 4938064 4890892 -4653
Chr14 Normal NT_026437.10 CTGTCAACATGACCT 81278183 LOC283602 81279306 81280727 -1123 81279306 81280727 -1123 81280060 81280377 -1877
Chr15 Normal NT_010194.15 TGGTCAACATGAGCC 53340431 LOC146083 53341552 53363665 -1121 53341552 53343630 -1121 53341902 53343611 -1471
Chr6 Normal NT_007302.11 GAGTCAGTGTGACCC 726466 LOC154321 727587 728242 -1121 727587 728242 -1121 727832 728104 -1366
Chr7 Normal NT_007933.12 TGGTCAGAGTGTCCT 25007810 STAG3 25008931 25052694 -1121 25008931 25045587 -1121 25051118 25052458 -43308
Chr22 Complement NT_011526.5 GGGCCAGGCTGACCG 80922 LOC284935 79802 77616 -1120 79802 77616 -1120 78807 78535 -2115
Chr8 Normal NT_023684.15 TGGCCACACTGACCC 757432 LOC286078 758552 762415 -1120 758552 762415 -1120 760743 761111 -3311
Chr6 Normal NT_007422.12 GGGTCATTATGAGCA 2615438 LOC346070 2616557 2660626 -1119 2616557 2660626 -1119 2616557 2660626 -1119
Chr1 Normal NT_032962.4 AGGTCTCAATGACCA 3271675 MCSP 3272794 3279519 -1119 3272794 3279519 -1119 3278895 3279245 -7220
Chr14 Normal NT_026437.10 AGGTCACCGTCACCT 42054854 LOC341888 42055971 42068280 -1117 42055971 42068280 -1117 42055971 42068280 -1117
Chr9 Complement NT_008413.15 GGGTCGGTGTCACCT 206857 FLJ31158 205741 203462 -1116 205741 203462 -1116 205396 204509 -1461
Chr18 Normal NT_010966.13 AGGTCGCAGTGAGCC 25172311 LOC115106 25173427 25197400 -1116 25173427 25197400 -1116 25173480 25197193 -1169
Chr9 Normal NT_008413.15 GGGTCACTGGGACCA 26614258 LOC352708 26615374 26675870 -1116 26615374 26675870 -1116 26615374 26675870 -1116
Chr3 Normal NT_037565.3 AGGTAAAAATGACCT 3022966 LOC344685 3024080 3101927 -1114 3024080 3101927 -1114 3024080 3101927 -1114
Chr3 Complement NT_005825.15 GGGTCACACAGACCT 4414762 FLJ36525 4425831 4401316 11069 4413649 4402692 -1113 4412649 4403111 -2113
ChrX Normal NT_011786.13 TGGTCAGTGTGACAC 16538384 MAGEC3 16482495 16542011 55889 16539497 16542011 -1113 16540832 16541872 -2448
Chr6 Normal NT_007592.13 TGGTCATGGGGACCC 32310180 LOC116113 32311291 32365491 -1111 32311291 32365485 -1111 32330626 32363801 -20446
Chr8 Normal NT_077531.2 CGGTGATCATGACCT 3514077 FLJ25033 3515187 3533630 -1110 3515187 3533630 -1110 3523662 3532345 -9585
Chr8 Complement NT_037704.3 TGGGCATCATGACCC 119804 FBXL6 118774 115655 -1030 118695 115655 -1109 118670 115754 -1134
Chr8 Normal NT_077531.2 AGGTCAGCCTGGCCA 1491487 LOC157273 1492594 1502623 -1107 1492594 1502623 -1107 1493688 1500060 -2201
Chr21 Normal NT_011515.10 TGGTCATTTTGCCCC 162749 LOC150095 163855 165835 -1106 163855 165835 -1106 165105 165590 -2356
Chr17 Complement NT_010799.13 AGGTTGTGGTGACCC 8088457 LOC117584 8150094 8069914 61637 8087352 8072767 -1105 8087352 8072767 -1105
Chr6 Normal NT_007299.12 AGGTCAAGCTGAGCC 9949664 LOC346009 9950769 9991065 -1105 9950769 9991065 -1105 9950778 9991065 -1114
Chr9 Normal NT_024000.15 GGGGCACACTGACCG 307356 ZNEU1 304387 318208 2969 308461 318208 -1105 313814 317817 -6458
Chr19 Normal NT_011109.15 GGGTGGCTTTGACCC 8093591 FLJ22814 8094693 8096375 -1102 8094693 8096375 -1102 0 0 8093591
Chr19 Complement NT_011295.10 GGCTCGCCCTGACCT 5328097 FLJ23447 5326995 5305970 -1102 5326995 5305970 -1102 5311464 5306320 -16633
Chr13 Complement NT_009952.13 AGGTCACAGTGAGCT 20607411 LOC122335 20606310 20605840 -1101 20606310 20605840 -1101 20606310 20605840 -1101
Chr20 Normal NT_030871.1 GGGTCCACGTGACCC 868252 OSBPL2 867747 927042 505 869353 927042 -1101 887014 924716 -18762
Chr1 Complement NT_004559.10 GGGTAACTGTGACCT 2118723 TRIM17 2117665 2108959 -1058 2117624 2109058 -1099 2116091 2109220 -2632
Chr22 Normal NT_011520.9 GGGTCAGGGTGACAT 17610320 MIRAB13 17611418 17648658 -1098 17611418 17648658 -1098 17611484 17637624 -1164
Chr5 Normal NT_029289.9 GGGTGATGCTGACCC 15356174 MGC19556 15357271 15360098 -1097 15357271 15360098 -1097 15359067 15359228 -2893
Chr20 Normal NT_011362.8 TGGTCAGGCTGGCCT 8035909 FLJ39654 8037005 8039396 -1096 8037005 8039396 -1096 8037360 8037758 -1451
Chr3 Normal NT_005962.15 GGATCAACCTGACCA 11060191 LOC165672 11061287 11503537 -1096 11061287 11503537 -1096 11061287 11503537 -1096
Chr7 Complement NT_007933.12 AGGTTATGTTGACCA 350715 LOC340318 349619 280719 -1096 349619 280719 -1096 305050 282355 -45665
Chr14 Complement NT_026437.10 AGGTCAGTGGGACCA 27347823 MAMDC1 27346727 27230556 -1096 27346727 27230556 -1096 27309306 27231172 -38517
Chr4 Complement NT_022792.15 TGGTCAATCTGACCA 3337534 KIAA0626 3359882 3319278 22348 3336439 3323138 -1095 3324970 3324050 -12564
Chr8 Normal NT_008046.13 AAGTCAGTGTGACCT 47375635 LOC346940 47376730 47417824 -1095 47376730 47417824 -1095 47376730 47417824 -1095
Chr9 Complement NT_008470.15 AGGTTGCAGTGACCC 30293212 MAPKAP1 30292145 30022311 -1067 30292117 30023387 -1095 30257488 30023801 -35724
Chr3 Normal NT_029928.10 AGCTCACTGCGACCT 54441 LOC348789 55535 59754 -1094 55535 59754 -1094 55597 56201 -1156
Chr4 Complement NT_006238.10 AGTTCACTGTGACCT 948801 LOC351739 947708 918499 -1093 947708 918499 -1093 947708 918499 -1093
Chr1 Complement NT_021979.15 GGGTCACTGCAACCT 671714 HSU15552 670646 660790 -1068 670625 661240 -1089 670608 661370 -1106
Chr2 Complement NT_022184.12 GAGTCACCATGACCT 18569964 LOC344389 18568875 18530587 -1089 18568875 18530587 -1089 18568875 18530587 -1089
Chr2 Normal NT_005120.13 AGGACAGGCTGACCT 4530311 LRRFIP1 4531258 4659479 -947 4531399 4604376 -1088 4531569 4603253 -1258
Chr20 Normal NT_011362.8 AGGTCAGGCAGACCC 19884660 LOC343621 19885747 19952527 -1087 19885747 19952527 -1087 19885789 19952527 -1129
Chr1 Normal NT_030584.9 AGCTCAGGCTGACCC 22035 LOC284731 23121 24876 -1086 23121 24876 -1086 24087 24694 -2052
Chr8 Normal NT_008251.13 TGGTCAGTGGGACCT 5433940 LOC286172 5435025 5572079 -1085 5435025 5572079 -1085 5435025 5572079 -1085



Chr14 Normal NT_026437.10 AGGTCACTGCAACCT 856609 NP 857693 865370 -1084 857693 865327 -1084 857812 864888 -1203
Chr3 Normal NT_005612.13 GGGTCACTCTAACCT 53537569 LOC339899 53538650 53627591 -1081 53538650 53627591 -1081 53538725 53626920 -1156
Chr11 Normal NT_033903.5 GGGTCAACCCGGCCC 9153506 C11ORF4 9153984 9158218 -478 9154586 9158218 -1080 9155252 9158092 -1746
Chr5 Complement NT_029289.9 GGGTCAGTCTGGCCC 890182 DTR 889102 875357 -1080 889102 875357 -1080 888841 877189 -1341
Chr6 Complement NT_007592.13 GGGTCTCCATGACCT 1374117 LOC221715 1373037 1369392 -1080 1373037 1369392 -1080 1372471 1372106 -1646
Chr1 Complement NT_004610.15 AGGCCAGCCTGACCA 2913919 FLJ23277 2912904 2808338 -1015 2912840 2808338 -1079 2912700 2809160 -1219
Chr21 Normal NT_011515.10 GGGCCACCGCGACCC 2274641 LOC343809 2275720 2310145 -1079 2275720 2310145 -1079 2284591 2310145 -9950
Chr7 Normal NT_007933.12 TGGTCAAGTTCACCT 57025820 LOC346666 57026897 57166837 -1077 57026897 57166837 -1077 57026897 57166837 -1077
Chr11 Normal NT_033903.5 TGGGCATGATGACCT 372584 LOC349664 373661 377327 -1077 373661 377327 -1077 373661 377327 -1077
Chr12 Complement NT_009714.15 AAGTCGTTATGACCT 18466227 FLJ36004 18465160 18387990 -1067 18465152 18387990 -1075 18465002 18415668 -1225
Chr14 Complement NT_026437.10 AGGTCAGCCCGCCCC 75902597 LOC283594 75901522 75899425 -1075 75901522 75899425 -1075 75901356 75901078 -1241
Chr11 Normal NT_009237.15 AGATCAGCCTGACCA 9816141 LDHA 9817170 9830497 -1029 9817215 9830497 -1074 9819494 9829932 -3353
Chr11 Complement NT_033899.5 GGGTCAAGCTCACCC 32319903 MGC35558 32318829 32312698 -1074 32318829 32312698 -1074 32317698 32315689 -2205
Chr13 Normal NT_009799.12 AGGTCACCACAACCT 10149499 LOC341784 10150572 10153901 -1073 10150572 10153901 -1073 10150572 10153901 -1073
Chr4 Normal NT_016354.15 GGGGCAACGCGACCC 39177227 LOC351628 39178300 39265921 -1073 39178300 39265921 -1073 39178300 39265921 -1073
Chr21 Complement NT_011512.8 GGGTCACCTTGTCCA 19295364 LOC150054 19294292 19292514 -1072 19294292 19292514 -1072 19293371 19292973 -1993
Chr3 Normal NT_005927.15 GGGTCACAATGCCCA 14094324 MGC3222 14095311 14114029 -987 14095395 14114029 -1071 14095544 14112145 -1220
Chr11 Normal NT_009237.15 ATGTCGATCTGACCT 9195270 LOC340992 9196340 9204385 -1070 9196340 9204385 -1070 9196340 9204385 -1070
Chr17 Normal NT_010718.13 TGGTCAGGCTGATCT 3182780 LOC201305 3183849 3238388 -1069 3183849 3238388 -1069 3184153 3238079 -1373
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 140378 LOC284589 141220 136227 842 139309 136906 -1069 137740 137273 -2638
Chr18 Complement NT_010966.13 GGGGCGTGCTGACCC 1238073 LOC201484 1237005 1236042 -1068 1237005 1236042 -1068 1236689 1236116 -1384
Chr13 Complement NT_009799.12 AGGTCCTGATGACCA 364767 LOC221132 363700 361519 -1067 363700 361519 -1067 363700 361519 -1067
Chr19 Complement NT_011295.10 GGGTCACCCCCACCC 5807878 LOC342981 5806811 5793278 -1067 5806811 5793278 -1067 5806750 5793278 -1128
Chr4 Normal NT_016354.15 GGGTCACTGCAACCT 7293750 LOC345254 7294816 7327868 -1066 7294816 7327868 -1066 7294816 7327868 -1066
Chr7 Complement NT_033968.4 AGGTTGCAGTGACCC 6557848 LOC255992 6556783 6532651 -1065 6556783 6532651 -1065 6556695 6532651 -1153
Chr7 Complement NT_007819.13 AGGTCCAGGTGACCA 4956409 LOC352248 4955344 4942734 -1065 4955344 4942734 -1065 4949207 4942734 -7202
Chr14 Complement NT_026437.10 AGGTCAGATTGAACC 72509119 NDUFB1 72508194 72502511 -925 72508054 72502513 -1065 72504022 72502578 -5097
Chr17 Normal NT_078100.1 TGGTCAAGGAGACCC 67450 LOC350487 68514 72326 -1064 68514 72326 -1064 68514 72326 -1064
Chr17 Complement NT_010718.13 TGGACATCGTGACCT 14015806 LOC284039 14014744 14009915 -1062 14014744 14009915 -1062 14014461 14014135 -1345
Chr3 Complement NT_005612.13 TGCTCACTATGACCT 15927373 LOC348804 15926311 15775120 -1062 15926311 15775120 -1062 15859700 15775120 -67673
Chr2 Normal NT_022184.12 GGCTCACTGCGACCT 53497118 PAPA-1 53498144 53501003 -1026 53498180 53501003 -1062 53498215 53500923 -1097
Chr14 Normal NT_026437.10 AGGTCGATATTACCT 46872069 C14orf53 46873130 46885312 -1061 46873130 46885312 -1061 46873262 46878434 -1193
Chr1 Normal NT_004559.10 AGGGCGTGTTGACCC 2069094 KIAA1639 2070154 2079893 -1060 2070154 2079893 -1060 2070159 2079814 -1065
Chr12 Complement NT_019546.15 AGCTCATGCTGACCG 32216335 CMKLR1 32215276 32166860 -1059 32215276 32167543 -1059 32168923 32167808 -47412
ChrX Complement NT_078106.1 TGGTCAACATTACCC 976121 LOC139202 975062 959002 -1059 975062 959002 -1059 961125 960721 -14996
Chr5 Complement NT_023133.11 AGGGCAAGATGACCT 10089785 LOC340055 10088727 10019346 -1058 10088727 10019346 -1058 10088727 10019346 -1058
Chr2 Normal NT_022184.12 GGGTCACGCAGACCT 46880295 LOC351180 46881353 46948857 -1058 46881353 46948857 -1058 46881353 46948857 -1058
Chr16 Complement NT_037887.3 AGGTCAGGATGCCCC 1762612 NME3 1761730 1760323 -882 1761554 1760346 -1058 1761536 1760651 -1076
Chr19 Normal NT_011295.10 TGGCCAACCTGACCC 2026733 ILF3 2027790 2065897 -1057 2027790 2065897 -1057 2044084 2062790 -17351
Chr1 Complement NT_034410.4 GGGCCAAGATGACCT 1481184 LOC343248 1480129 1479362 -1055 1480129 1479362 -1055 1480129 1479362 -1055
Chr9 Normal NT_023935.15 AGATCAGCCTGACCA 17704448 FLJ21613 17705500 17781029 -1052 17705500 17781028 -1052 17706514 17780904 -2066
Chr1 Complement NT_021937.15 TGGTCACGGTGGCCC 1835549 FRAP1 1834523 1678526 -1026 1834498 1678526 -1051 1831400 1679476 -4149
Chr7 Complement NT_007819.13 GGGTCAGGCTGACCC 43874081 NPC1L1 43873030 43844253 -1051 43873030 43844253 -1051 43872974 43845162 -1107
Chr1 Complement NT_019273.15 AGGTCACAAAGACCC 264633 DDA3 263583 260004 -1050 263583 260004 -1050 263134 260589 -1499
Chr1 Complement NT_077937.1 AGGTTGCAGTGACCC 1363580 FLJ10252 1362530 1161955 -1050 1362530 1161955 -1050 1362434 1162608 -1146
Chr7 Complement NT_007933.12 TGGCCAGGTTGACCC 24567454 CYP3A7 24566405 24536244 -1049 24566405 24536244 -1049 24566300 24536707 -1154
Chr11 Complement NT_033899.5 AGGACAATCTGACCA 23033677 LOC283154 23032628 23026547 -1049 23032628 23026547 -1049 23029071 23028760 -4606
Chr6 Complement NT_034874.2 AGATCACACTGACCT 1160596 LOC347981 1159547 1157745 -1049 1159547 1157745 -1049 1159448 1158939 -1148
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877209 CASP7 33877521 33929220 -312 33878257 33929220 -1048 33895811 33927857 -18602
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877209 CASP7 33877521 33929220 -312 33878257 33929220 -1048 33890289 33927857 -13080
Chr10 Complement NT_030059.10 TGTTCAGGGTGACCC 4371428 LOC283007 4370380 4365534 -1048 4370380 4365534 -1048 4366278 4366003 -5150
Chr1 Complement NT_019273.15 TGGTCAGGCTGGCCT 4106197 LOC284471 4105149 4103097 -1048 4105149 4103097 -1048 4105149 4104715 -1048
Chr6 Complement NT_033951.3 AGATCACACTGACCT 1307435 LOC347998 1306387 1304595 -1048 1306387 1304595 -1048 1306288 1305785 -1147
Chr1 Normal NT_004511.15 CGGTCAGTGTGACCT 8040711 LOC339490 8041757 8043991 -1046 8041757 8043991 -1046 8041790 8043991 -1079
Chr5 Complement NT_023089.13 GGGTTACAGTGACCG 1549779 LOC351784 1548733 1538521 -1046 1548733 1538521 -1046 1548733 1538521 -1046
Chr12 Complement NT_029419.10 TGGACAAATTGACCT 16833896 NFE2 16838127 16829204 4231 16832850 16829204 -1046 16832338 16829464 -1558
Chr1 Normal NT_077957.1 TGGTCATGCTGGCCC 36574 CLCNKA 33884 48983 2690 37619 48642 -1045 37629 48592 -1055
Chr3 Complement NT_005927.15 CGGTCATCATGACTT 6732406 LOC344856 6731363 6692164 -1043 6731363 6692164 -1043 6731363 6692164 -1043
Chr5 Complement NT_034772.4 GGGTCACTGTGACAG 37224105 LOC345607 37223062 37200165 -1043 37223062 37200165 -1043 37223062 37200165 -1043
Chr18 Normal NT_010859.12 AGGTAGTTTTGACCC 13715664 RNMT 13716675 13754557 -1011 13716707 13754557 -1043 13721520 13749981 -5856
Chr9 Complement NT_008470.15 GGGTCACTGCAACCT 32357227 SH2D3C 32363655 32323232 6428 32356186 32323660 -1041 32356143 32323660 -1084
Chr12 Complement NT_029419.10 ATGTCAGGCTGACCA 18987512 TIMELESS 18986473 18953463 -1039 18986473 18954214 -1039 18971260 18954806 -16252
Chr19 Normal NT_011109.15 AGGTCACAGTGAGCT 22353622 PRRG2 22352093 22362451 1529 22354658 22362386 -1036 22354667 22361836 -1045
Chr19 Normal NT_011109.15 AGGTCAGCATGACCA 16843513 ZNF284 16844549 16858545 -1036 16844549 16858545 -1036 16853405 16858183 -9892
Chr8 Normal NT_008046.13 GGGTGGGGCTGACCC 32693663 LOC352512 32694698 32777307 -1035 32694698 32777307 -1035 32694698 32777307 -1035
Chr1 Complement NT_004487.15 TGGTCAAGGTAACCC 8339139 NPHS2 8338124 8312713 -1015 8338105 8312713 -1034 8338036 8313345 -1103
Chr14 Normal NT_026437.10 TGGTCAGGCTGATCT 323164 LOC283621 324194 324889 -1030 324194 324889 -1030 324194 324889 -1030
Chr20 Complement NT_011387.8 AGATCAAGTTGACCT 11932135 LOC350953 11931105 11899803 -1030 11931105 11899803 -1030 11931105 11899803 -1030
Chr22 Complement NT_011520.9 GGGTCTTGATGACCT 16894410 C1QTNF6 16893383 16885260 -1027 16893383 16885263 -1027 16893307 16887282 -1103
Chr2 Normal NT_005403.13 AGGCCATCTTGACCT 52283552 CASP8 52257546 52311768 26006 52284579 52311768 -1027 52290547 52310654 -6995
Chr16 Complement NT_010498.13 GGGTCTCATTGACCA 16423211 DKFZP434A1319 16422853 16418407 -358 16422185 16418407 -1026 16421902 16418621 -1309
Chr10 Complement NT_008705.14 AGGTTATAGTGACCT 9203298 LOC119151 9206255 9195460 2957 9202272 9195460 -1026 9198735 9195490 -4563
Chr11 Complement NT_033899.5 AGCTCATCCTGACCC 25517116 LOC255849 25516090 25442713 -1026 25516090 25442713 -1026 25447760 25443011 -69356
Chr11 Normal NT_033903.5 GAGTCATCCCGACCT 6548154 C11orf11 6549177 6615740 -1023 6549177 6615740 -1023 6588895 6613227 -40741
Chr18 Complement NT_010966.13 AGGTAAGCCTGACCA 10172258 DSC2 10171358 10136536 -900 10171237 10136536 -1021 10171036 10137083 -1222
Chr6 Normal NT_007592.13 TGGTCAGGCTGTCCT 17057017 HIST1H2BF 17058038 17058467 -1021 17058038 17058467 -1021 17058038 17058418 -1021
Chr13 Normal NT_009799.12 AGGTCAGACTGACTG 9498323 LOC283536 9499343 9499710 -1020 9499343 9499710 -1020 9499397 9499552 -1074
Chr19 Complement NT_011255.13 GGCTCACTCTGACCT 140329 LOC284589 141220 136227 891 139309 136906 -1020 137740 137273 -2589
Chr12 Complement NT_009775.13 AGGTGGCCCTGACCT 2629554 SDS 2628570 2617308 -984 2628534 2617308 -1020 2624392 2617625 -5162
Chr19 Normal NT_011295.10 CGGTCAGTGGGACCT 7406347 FLJ25328 7407366 7415747 -1019 7407366 7415747 -1019 7408304 7409544 -1957
Chr11 Normal NT_033927.5 AGGTCACAGTGAACT 2367929 LOC220079 2368948 2431164 -1019 2368948 2431164 -1019 2368948 2431164 -1019
Chr20 Normal NT_011333.5 AGGTCATGGCCACCC 140481 LOC284732 141500 144000 -1019 141500 144000 -1019 142978 143466 -2497
Chr1 Normal NT_004668.15 TGGTCAGCATGCCCC 14655249 LOC343432 14656267 14682845 -1018 14656267 14682845 -1018 14656354 14682845 -1105
Chr8 Complement NT_008046.13 GGCTCACTGTGACCT 37487406 ZHX1 37504725 37478881 17319 37486388 37479162 -1018 37486364 37483743 -1042
Chr22 Complement NT_011525.5 GGGTCATCCTGCCCA 317623 LOC150400 316606 316322 -1017 316606 316322 -1017 316606 316322 -1017
Chr10 Normal NT_033985.5 AGGTCAGAATGGCCC 2875341 LOC220974 2876358 2876885 -1017 2876358 2876885 -1017 2876358 2876885 -1017
Chr18 Normal NT_025004.13 TGGACATACTGACCC 1985232 LOC342763 1986249 2070777 -1017 1986249 2070777 -1017 1986249 2070777 -1017
Chr11 Normal NT_033903.5 GGGTGACCCTGACCC 9978883 TM7SF2 9979884 9984228 -1001 9979900 9984224 -1017 9980155 9984159 -1272
Chr16 Complement NT_010393.13 AGGCCAGCCTGACCA 13660475 CDR2 13722254 13630477 61779 13659459 13630477 -1016 13658815 13631504 -1660
Chr1 Normal NT_004668.15 CGGTCTTCTTGACCT 8971804 DDR2 8972360 9120796 -556 8972819 9120770 -1015 9059413 9120595 -87609
Chr5 Normal NT_034772.4 AGGTTATGGCGACCC 37948274 LOC345626 37949288 37955755 -1014 37949288 37955755 -1014 37949288 37955755 -1014
Chr13 Normal NT_009952.13 CGGTCTTTGTGACCT 24356672 FLJ10769 24357563 24382016 -891 24357684 24382016 -1012 24357698 24380544 -1026
Chr2 Complement NT_015926.13 GGGTCGGCCTGAGCT 4067963 SDC1 4067271 4042637 -692 4066951 4043335 -1012 4066705 4044604 -1258



Chr11 Complement NT_033903.5 GGGTCTTCCTGACCG 13710699 CPT1A 13709766 13622471 -933 13709689 13625464 -1010 13683325 13625495 -27374
Chr18 Complement NT_010859.12 AGGTCAGACGGACCT 259033 THOC1 258047 204246 -986 258023 204522 -1010 258019 204626 -1014
Chr9 Normal NT_035014.3 GGGTCAAAGGGACCC 3019169 MGC43306 3020178 3048159 -1009 3020178 3048159 -1009 3020357 3047485 -1188
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877249 CASP7 33877521 33929220 -272 33878257 33929220 -1008 33895811 33927857 -18562
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877249 CASP7 33877521 33929220 -272 33878257 33929220 -1008 33890289 33927857 -13040
Chr20 Complement NT_011333.5 GGCTCACAGCGACCT 943223 LOC200213 942219 938122 -1004 942219 938122 -1004 940368 938175 -2855
Chr11 Complement NT_033899.5 GGGTCACTGCAACCT 21487384 LOC341042 21486382 21428175 -1002 21486382 21428175 -1002 21486326 21428175 -1058
Chr10 Normal NT_077569.2 AGGTCTTTATGACCT 4567287 LOC283069 4568288 4614353 -1001 4568288 4614353 -1001 4568288 4614353 -1001
Chr16 Complement NT_010498.13 AGGTCATAATGAACA 18871472 LOC348175 18870471 18868113 -1001 18870471 18868113 -1001 18869821 18869258 -1651
Chr22 Complement NT_011519.10 AGGTTGCAGTGACCC 2871922 LOC343833 2870922 2864637 -1000 2870922 2864637 -1000 2870922 2864637 -1000
Chr5 Normal NT_029289.9 AGGTCACATAGACCC 11527414 LOC348946 11528412 11548859 -998 11528412 11548859 -998 11528412 11548859 -998
Chr10 Complement NT_008583.15 AGGCCAGCCTGACCA 23266650 PLA2G13 23265708 23246117 -942 23265652 23246512 -998 23265615 23246547 -1035
Chr8 Complement NT_008183.16 AGGTCATGAAGACCT 18290645 LOC286186 18289648 18281792 -997 18289648 18281792 -997 18286858 18286553 -3787
Chr15 Complement NT_010274.15 AGGTCACCCTGACGG 1304621 FLJ12587 1303678 1268088 -943 1303627 1268088 -994 1278568 1276799 -26053
Chr22 Complement NT_011520.9 AGGTCGCAGTGAGCC 18212360 DDX17 18211396 18188509 -964 18211367 18190768 -993 18192977 18190994 -19383
Chr15 Complement NT_010194.15 AGGTCGTCGTGACTC 35858135 LOC348093 35857142 35830056 -993 35857142 35830056 -993 35856890 35830139 -1245
Chr2 Normal NT_022135.13 TGGTCACCCTGCCCC 9670811 LOC351101 9671803 9679854 -992 9671803 9679854 -992 9671803 9679854 -992
Chr19 Complement NT_011109.15 GGGGCAGCATGACCC 20816485 CABP5 20815494 20801400 -991 20815494 20801400 -991 20815369 20802004 -1116
Chr1 Normal NT_004668.15 AGGCCGCATTGACCC 12247608 LOC149302 12248599 12251406 -991 12248599 12251406 -991 12250980 12251267 -3372
Chr9 Normal NT_008413.15 GGGTCACAATGACTA 35594377 TESK1 35595319 35600038 -942 35595368 35600030 -991 35595618 35599740 -1241
Chr10 Complement NT_033985.5 GGGTCAAGTTGACAT 1290550 LOC283032 1289560 1287787 -990 1289560 1287787 -990 1289419 1289039 -1131
Chr5 Complement NT_023133.11 TGGTCACCCTAACCC 21048139 LOC351845 21047149 21032859 -990 21047149 21032859 -990 21047149 21032859 -990
Chr10 Complement NT_078085.1 GGGTCATTGTGACAT 47955 LOC347784 46967 45747 -988 46967 45747 -988 46967 45747 -988
Chr19 Complement NT_011295.10 AGGTCAGGGTGACCG 1707985 RAVER1 1706997 1689693 -988 1706997 1689693 -988 1706985 1690952 -1000
Chr9 Normal NT_008470.15 AGGTCATTTTGACCG 32884033 FLJ21673 32885019 32886866 -986 32885019 32886866 -986 32885828 32886253 -1795
Chr6 Complement NT_034880.2 AGGTCTCCGTGACCT 3397719 DKFZP434F011 3396734 3213068 -985 3396734 3213068 -985 3396348 3224199 -1371
Chr1 Complement NT_004464.15 GGCTCACTGCGACCT 1266689 DKFZP566D1346 1265708 1171577 -981 1265708 1172211 -981 1265382 1173691 -1307
Chr9 Normal NT_078083.1 GGGTCACGCTGTCCT 83437 FLJ20433 84417 85850 -980 84417 85850 -980 84464 85222 -1027
Chr2 Normal NT_022171.13 GGGTTAGGGTGACCA 9404615 LOC344536 9405595 9477548 -980 9405595 9477548 -980 9405595 9477548 -980
Chr9 Normal NT_008413.15 GGGTCGTGTTCACCT 4974266 JAK2 4975033 5117995 -767 4975245 5117995 -979 5011988 5116791 -37722
Chr6 Complement NT_034880.2 TGGTCAGGCTGAACT 2964835 LOC340157 2963856 2963368 -979 2963856 2963368 -979 2963856 2963368 -979
Chr2 Normal NT_022171.13 AGGTCACAGTGAACC 4155439 LOC351116 4156418 4197815 -979 4156418 4197815 -979 4156418 4197815 -979
Chr17 Complement NT_024871.10 TGGTCAGTTTGCCCC 1347533 LOC284179 1346555 1343697 -978 1346555 1343697 -978 1346192 1345860 -1341
Chr2 Normal NT_005403.13 GGGTCCCTCTGACCC 82416744 LOC285090 82417722 82419030 -978 82417722 82419030 -978 82418116 82418436 -1372
Chr17 Normal NT_010755.13 AGGTCATAGCGTCCC 632321 PSMB3 633298 644773 -977 633298 644773 -977 633376 644716 -1055
Chr10 Normal NT_008583.15 AGGTCAATCTCACCA 26092716 CDA017 26093691 26868296 -975 26093691 26868296 -975 26093906 26868218 -1190
Chr4 Normal NT_078017.1 AGGTCAGGCTGGCCC 61189 LOC145125 62163 63779 -974 62163 63779 -974 62332 62631 -1143
Chr1 Normal NT_004852.15 TGGTCTGAATGACCC 2984504 TSPAN-1 2980042 2990896 4462 2985478 2990896 -974 2986046 2990471 -1542
Chr3 Normal NT_005962.15 AGGTCACGCTGACTG 18198613 B3GNT5 18184069 18203635 14544 18199586 18203635 -973 18200050 18201186 -1437
Chr17 Normal NT_024871.10 GGGTCGCCCTGTCCC 1409668 BAIAP2 1410639 1492909 -971 1410639 1492909 -971 1410732 1491782 -1064
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 140280 LOC284589 141220 136227 940 139309 136906 -971 137740 137273 -2540
ChrY Complement NT_011903.9 GGGTCATCTTGTCCA 4642692 LOC347612 4641722 4516784 -970 4641722 4516784 -970 4611786 4516784 -30906
Chr19 Normal NT_011109.15 AGGTCGCAGTGAGCT 8471079 TZFP 8463653 8476158 7426 8472048 8476158 -969 8473747 8475872 -2668
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACG 33877289 CASP7 33877521 33929220 -232 33878257 33929220 -968 33895811 33927857 -18522
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACG 33877289 CASP7 33877521 33929220 -232 33878257 33929220 -968 33890289 33927857 -13000
Chr2 Complement NT_022171.13 AGGTCGCCCTGCCCT 4071049 CREG2 4070118 4031233 -931 4070081 4031233 -968 4069943 4033409 -1106
Chr12 Complement NT_029419.10 GGGCCGGGCTGACCC 18504068 SILV 18503112 18491196 -956 18503101 18491304 -967 18503101 18491304 -967
Chr10 Complement NT_008583.15 AGGGCACGTTGACCT 24462713 AP3M1 24461993 24432698 -720 24461750 24432698 -963 24449309 24434740 -13404
Chr5 Complement NT_034772.4 GGATCATGGTGACCA 37199022 DCNP1 37198059 37194926 -963 37198059 37194926 -963 37197819 37197085 -1203
Chr20 Normal NT_028392.4 AGGTCAAAGTCACCA 1515996 DNMT3B 1516959 1563929 -963 1516959 1563929 -963 1534898 1562477 -18902
Chr2 Complement NT_005058.13 GGGTCACTGCAACCT 5243843 MCM6 5242933 5206103 -910 5242880 5206103 -963 5242834 5207304 -1009
Chr4 Complement NT_016354.15 TGGCCAAACTGACCC 9915055 NKX6-1 9914292 9909085 -763 9914092 9909141 -963 9914086 9909147 -969
Chr9 Complement NT_024000.15 GGGTCACCCTGAGCC 678606 FUT7 678541 675705 -65 677644 675705 -962 677522 676241 -1084
Chr17 Complement NT_010641.13 AGCTCATCACGACCT 10992501 LOC339162 10991539 10974146 -962 10991539 10976747 -962 10991458 10977396 -1043
Chr1 Normal NT_004668.15 GGGCCAGAGTGACCT 3129303 LOC343058 3130265 3137234 -962 3130265 3137234 -962 3130275 3137234 -972
Chr1 Complement NT_004671.15 TGCTCAACCTGACCT 13485065 PTPN7 13484756 13471127 -309 13484103 13471127 -962 13483631 13472718 -1434
Chr1 Complement NT_004671.15 TGCTCAACCTGACCT 13485065 PTPN7 13484756 13471127 -309 13484103 13471127 -962 13483514 13472718 -1551
Chr2 Complement NT_005403.13 TGGTCAATCTGACGC 69593380 KIAA1594 69592420 69477308 -960 69592420 69477308 -960 69582710 69478987 -10670
Chr13 Normal NT_009952.13 AGCTCATGCCGACCT 13126852 LOC283478 13127811 13128427 -959 13127811 13128427 -959 13127936 13128321 -1084
Chr19 Complement NT_011109.15 CGGTCCCACTGACCC 14864059 LOC284336 14863101 14860868 -958 14863101 14860868 -958 14862923 14862642 -1136
Chr10 Complement NT_008705.14 GGGTCACTGCAACCT 10252661 LOC347807 10251703 10221303 -958 10251703 10221303 -958 10249418 10223125 -3243
Chr2 Complement NT_022184.12 TGGTCACAGTGTCCT 52686417 NAT8 52685459 52683892 -958 52685459 52683892 -958 52684687 52684004 -1730
Chr1 Complement NT_004668.15 GGGTCAACGTGCCCT 7541194 PFDN2 7540295 7522748 -899 7540236 7522748 -958 7540217 7522874 -977
Chr17 Normal NT_024871.10 TGGTCACCAGGACCC 1811555 KIAA1447 1812512 1830654 -957 1812512 1830654 -957 1830088 1830612 -18533
Chr3 Complement NT_005612.13 GGGTCAAGGTGATCA 62832615 LOC339891 62831659 62828732 -956 62831659 62828732 -956 62829230 62828925 -3385
Chr7 Normal NT_007933.12 AGGTGGCAGTGACCT 25504004 GNB2 25504745 25510375 -741 25504959 25510375 -955 25507473 25510008 -3469
Chr1 Complement NT_026943.12 GGGTGGTCATGACCT 2081178 BCL10 2080224 2068573 -954 2080224 2068573 -954 2078676 2069951 -2502
Chr6 Complement NT_025741.12 GGGTCAGACAGACCT 52062234 LOC345949 52061280 52045597 -954 52061280 52045597 -954 52061280 52045597 -954
Chr1 Normal NT_021937.15 AGGTTGCCGTGACCC 2505790 PLOD 2506668 2547529 -878 2506744 2547529 -954 2506771 2546799 -981
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877035 CASP7 33877521 33929220 -486 33877986 33929220 -951 33895811 33927857 -18776
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877035 CASP7 33877521 33929220 -486 33877986 33929220 -951 33890289 33927857 -13254
Chr15 Complement NT_010194.15 TGGTCAGGCTGATCT 23013368 LOC342037 23012417 23000890 -951 23012417 23000890 -951 23012417 23000890 -951
Chr14 Normal NT_026437.10 CCGTCATTTTGACCC 43590236 ARHJ 43591143 43680264 -907 43591186 43678600 -950 43591629 43677783 -1393
Chr3 Complement NT_005612.13 TGGTCAATGTCACCT 25755097 LOC348806 25754151 25753487 -946 25754151 25753487 -946 25754151 25753487 -946
Chr15 Complement NT_010194.15 GGGTCAACTTGAGCA 14199271 LOC146053 14203011 14197445 3740 14198326 14197464 -945 14198302 14197508 -969
Chr9 Normal NT_078046.1 AGGTCAGCATGACCA 165344 LOC349263 166289 167982 -945 166289 167982 -945 167059 167568 -1715
Chr9 Normal NT_078050.1 AGGTCAGCATGACCA 121209 LOC349270 122154 123848 -945 122154 123848 -945 122925 123434 -1716
Chr20 Normal NT_011362.8 TGGACAGCATGACCT 13626179 LOC348540 13627122 13627477 -943 13627122 13627477 -943 13627122 13627477 -943
Chr9 Normal NT_008554.15 TGGTGAGACTGACCC 47039 DBH 47981 70962 -942 47981 70962 -942 48032 70065 -993
Chr17 Complement NT_010748.12 ATGTCAAACTGACCT 1040508 LOC146901 1039566 1033690 -942 1039566 1033690 -942 1038546 1035190 -1962
Chr9 Normal NT_008470.15 AGGTCGGCCTGATCT 33620948 FLJ14596 33621558 33656985 -610 33621888 33656985 -940 33648513 33655367 -27565
Chr10 Complement NT_030059.10 TGGTGAGAATGACCT 22039127 KCNIP2 22042235 22024289 3108 22038187 22024290 -940 22041883 22025668 2756
Chr10 Complement NT_030059.10 TGGTGAGAATGACCT 22039127 KCNIP2 22042235 22024289 3108 22038187 22024290 -940 22041883 22025956 2756
Chr10 Complement NT_030059.10 TGGTGAGAATGACCT 22039127 KCNIP2 22042235 22024289 3108 22038187 22024290 -940 22038155 22025668 -972
Chr5 Complement NT_034819.3 GGGTCAAAATGGCCA 205999 LOC153561 205059 115493 -940 205059 156372 -940 203450 162113 -2549
Chr9 Complement NT_035014.3 CCGTCAGCCTGACCT 3122097 SLC2A6 3121199 3113160 -898 3121158 3113160 -939 3121121 3114083 -976
Chr11 Normal NT_033899.5 AGGTCAAGCTGAGCT 37351905 LOC341093 37352841 37353975 -936 37352841 37353975 -936 37352841 37353975 -936
Chr7 Normal NT_007819.13 TGGTCAACATAACCT 4380291 RBAK 4381227 4408526 -936 4381227 4402471 -936 4383382 4400906 -3091
Chr20 Normal NT_011333.5 GAGTCGCAGTGACCC 1026452 C20orf41 1025793 1066681 659 1027386 1066681 -934 1064751 1066546 -38299
Chr20 Normal NT_011333.5 GAGTCGCAGTGACCC 1026452 C20orf41 1025793 1066681 659 1027386 1066681 -934 1027386 1065046 -934
Chr2 Normal NT_022184.12 TGGTCAGGCTGAACT 33568507 SPTBN1 33569439 33712743 -932 33569439 33711794 -932 33569488 33711638 -981
Chr10 Normal NT_030059.10 TGGTCAGGGTGAACT 33877326 CASP7 33877521 33929220 -195 33878257 33929220 -931 33895811 33927857 -18485
Chr10 Normal NT_030059.10 TGGTCAGGGTGAACT 33877326 CASP7 33877521 33929220 -195 33878257 33929220 -931 33890289 33927857 -12963



Chr4 Normal NT_006051.15 GGGTCGCTCTGTCCC 436780 D4S234E 398394 469138 38386 437711 467516 -931 437711 467516 -931
Chr22 Complement NT_011519.10 AGGTCATCCTGCCCT 3073157 TXNRD2 3081665 3015190 8508 3072226 3015190 -931 3081476 3016778 8319
Chr22 Complement NT_011519.10 AGGTCATCCTGCCCT 3073157 TXNRD2 3081665 3015190 8508 3072226 3015190 -931 3072042 3016778 -1115
Chr22 Complement NT_011519.10 AGGTCATCCTGCCCT 3073157 TXNRD2 3081665 3015190 8508 3072226 3015190 -931 3058618 3016778 -14539
Chr13 Normal NT_009799.12 CGGTCACGATGTCCC 12171155 D13S106E 12171830 12213686 -675 12172085 12213686 -930 12175278 12213493 -4123
Chr20 Complement NT_011362.8 TGGTCACCGTGACCC 20257417 LOC350934 20256488 20253418 -929 20256488 20253418 -929 20255208 20253418 -2209
Chr1 Complement NT_037485.3 TGGTCAGGCTGGCCT 1640225 LOC284609 1639299 1637740 -926 1639299 1637740 -926 1639173 1638868 -1052
Chr20 Normal NT_028392.4 TGGTCAGTATGGCCC 1141488 ASXL1 1142252 1223213 -764 1142413 1223213 -925 1142671 1221232 -1183
Chr6 Complement NT_007592.13 TGGCCACAGTGACCC 29952572 LOC346195 29951647 29892581 -925 29951647 29892581 -925 29937349 29892581 -15223
Chr6 Complement NT_025741.12 AGGTCATCTTGACTT 40046662 LOC345922 40045738 40044732 -924 40045738 40044732 -924 40045738 40044732 -924
Chr19 Normal NT_011295.10 AGGTCACGCCGTCCC 9380856 CLONE24945 9374743 9387711 6113 9381779 9387711 -923 9381922 9386577 -1066
Chr9 Normal NT_008470.15 AGGTCCCAATGACCA 18891394 KIAA1870 18752621 18896434 138773 18892317 18896434 -923 18892523 18895601 -1129
Chr10 Complement NT_037753.3 TGGTCAGTGTGACTT 7392 LOC253436 6469 4413 -923 6469 4413 -923 6431 5065 -961
ChrX Normal NT_078106.1 AGGTAGAACTGACCC 3560388 KIAA1587 3561310 3564937 -922 3561310 3564937 -922 3561517 3564390 -1129
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 140231 LOC284589 141220 136227 989 139309 136906 -922 137740 137273 -2491
Chr1 Normal NT_004836.14 GGGTCAGGGTAACCT 7701308 LOC284699 7702229 7702937 -921 7702229 7702937 -921 7702229 7702937 -921
Chr22 Complement NT_011522.4 CGGTCAATGCGACCT 672710 LOC112885 672020 543253 -690 671792 543253 -918 671641 545177 -1069
Chr11 Normal NT_033927.5 AGGTCATTTGGACCA 13318477 LOC341167 13319395 13347315 -918 13319395 13347315 -918 13319395 13347315 -918
Chr15 Normal NT_010194.15 TGATCACTGTGACCT 20251207 GALK2 20237579 20411241 13628 20252124 20410080 -917 20252131 20409967 -924
Chr5 Complement NT_023133.11 GGGTCACCTTCACCC 21541200 RAB24 21540307 21537810 -893 21540283 21538055 -917 21539709 21538878 -1491
Chr9 Normal NT_008470.15 AGGTCAGCCTGTCCG 32976469 LOC352767 32977385 32985369 -916 32977385 32985369 -916 32977385 32985369 -916
Chr20 Normal NT_011362.8 CCGTCACAGTGACCC 7596809 C20orf100 7597722 7751167 -913 7597722 7751167 -913 7654949 7750241 -58140
Chr16 Normal NT_010552.13 AGGTGGGGGTGACCC 379568 LOC283875 380481 384931 -913 380481 384931 -913 381896 384265 -2328
Chr19 Normal NT_011255.13 GGGTCAAAACGCCCT 3513610 HMG20B 3512775 3519081 835 3514522 3519081 -912 3514540 3518895 -930
Chr14 Complement NT_026437.10 TGGTCTGAGTGACCT 4536893 PSME2 4536643 4532703 -250 4535982 4532703 -911 4535918 4532746 -975
Chr5 Complement NT_006431.13 AGGGCAAGCTGACCT 10561610 XTP1 10560731 10457483 -879 10560699 10457483 -911 10560663 10458323 -947
Chr21 Normal NT_011515.10 TGGTGATACTGACCC 450821 PDXK 451715 488873 -894 451731 488873 -910 451914 488682 -1093
Chr16 Complement NT_024812.10 AGGTTGCAGTGACCC 852989 LOC348194 856094 838071 3105 852083 838071 -906 851353 838290 -1636
Chr1 Complement NT_021877.15 GGGTCACCATGCCCG 3439180 IRF6 3438276 3420059 -904 3438276 3420059 -904 3433555 3420562 -5625
Chr19 Normal NT_011295.10 TGGTCTCTCTGACCT 10436706 LOC284439 10437610 10486495 -904 10437610 10486495 -904 10469736 10484487 -33030
Chr12 Complement NT_009775.13 GGGTCAGGCTGCCCC 2446659 LOC115811 2445759 2420127 -900 2445759 2420127 -900 2432850 2420259 -13809
Chr21 Normal NT_011515.10 AGGTCACCTTTACCA 521310 D21S2056E 522199 537895 -889 522209 537895 -899 522249 536393 -939
Chr7 Normal NT_007758.10 TGGTCAACATAACCT 10382307 POM121 10383176 10452107 -869 10383206 10452107 -899 10430221 10450043 -47914
Chr17 Normal NT_010663.13 AGCTCGCCCTGACCT 222982 GPS1 223878 229453 -896 223878 229453 -896 223878 229110 -896
Chr11 Normal NT_033927.5 AGGTTGTTCTGACCT 6948729 IMAGE:4907098 6949625 6950782 -896 6949625 6950782 -896 6949625 6950779 -896
Chr14 Complement NT_026437.10 AGGTCAGCCTGCCCT 81960001 LOC122423 81959105 81950351 -896 81959105 81950351 -896 81959105 81950351 -896
Chr1 Normal NT_019273.15 GCGTCAGCATGACCC 1318863 RBM15 1318948 1327109 -85 1319759 1327109 -896 1319842 1326045 -979
Chr22 Normal NT_011516.5 AGGTTGCAGTGACCT 2099 LOC128939 2994 14063 -895 2994 14063 -895 2994 14063 -895
Chr9 Normal NT_008470.15 GGGTGGGAGTGACCC 17392578 LOC169831 17393473 17457835 -895 17393473 17457835 -895 17393631 17457542 -1053
Chr5 Complement NT_077451.2 AGGACACCATGACCT 519035 PROP1 518449 514442 -586 518140 514916 -895 518140 514916 -895
Chr9 Normal NT_008470.15 TGGTCTCAGTGACCT 32733547 LCN2 32734387 32740015 -840 32734440 32738033 -893 32734440 32738033 -893
Chr19 Normal NT_011255.13 GGGTCACTACAACCT 2780554 MGC26707 2781433 2797688 -879 2781445 2794025 -891 2781571 2793950 -1017
Chr16 Complement NT_024812.10 GGGTCTGAGTGACCT 2422333 STX1B2 2421496 2400246 -837 2421442 2403035 -891 2421384 2403809 -949
Chr20 Normal NT_011362.8 AGGTTGCAGTGACCC 22466802 GNAS 22467691 22539141 -889 22467691 22539141 -889 22481599 22538778 -14797
Chr14 Normal NT_026437.10 AGGTCACTCTGACGT 38630746 PSMA3 38631494 38658767 -748 38631634 38658767 -888 38631680 38658654 -934
Chr21 Complement NT_011512.8 AGGTTAGACTGACCT 23032186 LOC351002 23031299 22998440 -887 23031299 22998440 -887 23031299 22998440 -887
Chr3 Complement NT_022517.15 GGGTCGAATTGGCCT 7255746 TOP2B 7255456 7188546 -290 7254859 7188546 -887 7254859 7188872 -887
Chr12 Complement NT_029419.10 TGGTCAAGCTGATCT 26928483 LOC115749 26927597 26804069 -886 26927597 26804069 -886 26840777 26804269 -87706
Chr4 Normal NT_022853.14 GGGTCAGCCTGACTT 5596298 LOC345184 5597183 5672538 -885 5597183 5672538 -885 5597183 5672538 -885
Chr9 Complement NT_024000.15 CGGCCAGCATGACCC 761128 DPP7 760265 756072 -863 760244 756179 -884 760244 756179 -884
Chr7 Normal NT_007914.12 TGGTCACTAAGACCT 4174322 LOC135948 4175205 4176050 -883 4175205 4176050 -883 4175205 4176050 -883
Chr11 Complement NT_035086.3 GGGTCACTCCCACCC 51862 LOC347860 50980 5512 -882 50980 5512 -882 50980 5512 -882
Chr12 Complement NT_029419.10 AGGTCGCAGTGAGCC 12705287 LOC91012 12704496 12666614 -791 12704405 12666888 -882 12704386 12667634 -901
Chr10 Normal NT_030059.10 GGGTCACAGTGACTC 17770213 ANKRD2 17770814 17782197 -601 17771094 17782195 -881 17771104 17782040 -891
Chr11 Normal NT_009237.15 AGGTCACACAGACCT 35375851 LOC341254 35376732 35482574 -881 35376732 35482574 -881 35376732 35482574 -881
Chr19 Complement NT_011109.15 CAGTCAGAATGACCT 28188086 E2-EPF 28187363 28180841 -723 28187206 28180841 -880 28187147 28180994 -939
Chr15 Normal NT_010274.15 GTGTCAGTTTGACCT 8820389 LOC342145 8821268 8923791 -879 8821268 8923791 -879 8821268 8923791 -879
Chr8 Complement NT_008183.16 GGGTCATTTCTACCT 18958918 LOC346983 18958039 18934617 -879 18958039 18934617 -879 18958039 18934617 -879
Chr2 Normal NT_005403.13 TGGCCATTCTGACCT 61346158 LOC344477 61347036 61453690 -878 61347036 61453690 -878 61347113 61453690 -955
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877380 CASP7 33877521 33929220 -141 33878257 33929220 -877 33895811 33927857 -18431
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877380 CASP7 33877521 33929220 -141 33878257 33929220 -877 33890289 33927857 -12909
Chr17 Normal NT_010748.12 AGGTCACTCCAACCT 214263 DDX8 215139 275636 -876 215139 255485 -876 215211 255020 -948
Chr8 Complement NT_008183.16 AGGTCTACATGACCT 26586132 FLJ11011 26633659 26534881 47527 26585256 26547144 -876 26585256 26548886 -876
Chr19 Normal NT_011109.15 GGGTCAGAGTCACCC 14847674 FLJ22059 14848550 14853918 -876 14848550 14853918 -876 14852483 14853667 -4809
Chr17 Normal NT_010783.13 TGGTCATATTGAACT 12999538 PRO0456 13000413 13002312 -875 13000413 13002312 -875 13001208 13001507 -1670
Chr19 Normal NT_011295.10 GGGTCACTGCAACCT 9232658 RPL18A 9233533 9237382 -875 9233533 9236926 -875 9233568 9236874 -910
Chr6 Normal NT_007592.13 GGCTCGGCGTGACCC 8140309 FLJ30829 8140025 8152416 284 8141183 8152324 -874 8141254 8150601 -945
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 140183 LOC284589 141220 136227 1037 139309 136906 -874 137740 137273 -2443
Chr7 Normal NT_007933.12 AGGTCTTTGTGACCT 31598282 LOC340340 31599155 31606012 -873 31599155 31606012 -873 31600772 31603384 -2490
Chr11 Normal NT_033927.5 AGGTCGGGGGGACCC 1517733 LOC341142 1518604 1530894 -871 1518604 1530894 -871 1518722 1530894 -989
Chr7 Complement NT_029998.6 CGGTCAAGGGGACCC 201816 LOC346256 200945 181487 -871 200945 181487 -871 200945 181487 -871
Chr19 Complement NT_011109.15 AGGTCAGGTTCACCA 24160256 LIM2 24159398 24151354 -858 24159387 24151354 -869 24158887 24151645 -1369
Chr4 Normal NT_006307.14 GGGTCGGCATGAGCT 53327 LOC285534 54196 55490 -869 54196 55490 -869 54361 55176 -1034
Chr20 Normal NT_011362.8 AGGTTGCAGTGACCC 15589749 LOC343606 15590618 15749433 -869 15590618 15749433 -869 15590618 15749433 -869
Chr20 Complement NT_011362.8 GGGTGGGTCTGACCT 20791155 LOC339583 20790287 20784430 -868 20790287 20784430 -868 20790145 20784476 -1010
Chr9 Complement NT_023935.15 TGGTCAACGTGACGC 485738 LOC347098 484870 405014 -868 484870 405014 -868 483051 405014 -2687
Chr2 Normal NT_005120.13 AGGTCATTAAGACCA 111346 FLJ10035 90852 134846 20494 112212 134846 -866 116817 133611 -5471
Chr4 Complement NT_016606.15 TGGTCATACTGACCT 25473994 LOC351670 25473130 25399583 -864 25473130 25399583 -864 25473130 25399583 -864
Chr22 Normal NT_011520.9 GGGTCCAAATGACCA 3967151 BK65A6 3967994 3975643 -843 3968013 3975643 -862 3968057 3974973 -906
Chr19 Normal NT_011109.15 GGGTTGCAGTGACCC 24473448 LOC147650 24464787 24476632 8661 24474308 24476632 -860 24474706 24476566 -1258
Chr9 Normal NT_035014.3 CGGTGAGGGTGACCT 2713446 CEL 2714305 2724188 -859 2714305 2724187 -859 2714321 2724021 -875
Chr8 Normal NT_023684.15 AGGTGGGGCTGACCT 1131263 LOC349169 1132121 1134642 -858 1132121 1134642 -858 1132131 1132553 -868
Chr10 Normal NT_030059.10 GGGTCGGGGTGAACT 33877129 CASP7 33877521 33929220 -392 33877986 33929220 -857 33895811 33927857 -18682
Chr10 Normal NT_030059.10 GGGTCGGGGTGAACT 33877129 CASP7 33877521 33929220 -392 33877986 33929220 -857 33890289 33927857 -13160
Chr10 Complement NT_030059.10 TGGTCTTAGTGACCC 40240955 LOC338570 40240098 40195150 -857 40240098 40195150 -857 40240098 40195150 -857
Chr11 Normal NT_033903.5 GGGTCAGCTTAACCA 11494933 MGC15912 11495790 11497774 -857 11495790 11497774 -857 11496123 11496350 -1190
Chr3 Complement NT_005612.13 AGATCAGCCTGACCA 61972564 SLC33A1 61971735 61943857 -829 61971707 61944911 -857 61971326 61945539 -1238
Chr13 Complement NT_009952.13 AGGCCAAGATGACCA 9387475 DZIP1 9386632 9292768 -843 9386619 9323046 -856 9383958 9324163 -3517
Chr4 Complement NT_037623.3 GGGTCGGCCTGACCC 924127 KIAA1643 923280 774227 -847 923271 774227 -856 922952 775354 -1175
Chr12 Normal NT_029419.10 TGGCCAATATGACCT 14838099 KRTHB6 14838955 14846251 -856 14838955 14846251 -856 14839007 14845674 -908
Chr9 Normal NT_008413.15 GGGTCAGGTCGCCCT 32773327 LOC347234 32774183 32801550 -856 32774183 32801550 -856 32774183 32801550 -856
Chr20 Normal NT_011362.8 AAGTCACCCCGACCC 13651580 SNAI1 13652435 13658326 -855 13652435 13658326 -855 13652505 13657501 -925
Chr13 Complement NT_024524.12 AAGTCGTTCTGACCT 10071231 LOC283507 10070383 9945615 -848 10070377 9945615 -854 9949058 9948684 -122173



Chr4 Normal NT_006238.10 GGGTGGGAGTGACCT 3601347 LOC345303 3602201 3603334 -854 3602201 3603334 -854 3602201 3603334 -854
Chr3 Complement NT_005825.15 AGGTCAATTGGACCA 3886817 LOC132187 3885965 3874526 -852 3885965 3874526 -852 3885965 3874526 -852
Chr20 Complement NT_011387.8 AGGTCACCCTGCCCT 23559425 CST3 23558574 23554294 -851 23558574 23554294 -851 23558499 23554553 -926
Chr6 Complement NT_078023.1 TGGTCACTTTCACCT 289552 LOC352176 288701 277334 -851 288701 277334 -851 288701 277334 -851
Chr10 Complement NT_077569.2 GGGTCATACTGGCCC 10266263 FLJ13397 10265415 10183065 -848 10265415 10183065 -848 10265194 10183887 -1069
Chr6 Normal NT_034874.2 GGCTCACTGCGACCT 2468093 LOC282918 2468940 2475147 -847 2468940 2475147 -847 2473707 2473997 -5614
ChrX Normal NT_011568.12 GGGTCAGTGTGACAG 6165460 LOC352785 6166307 6210445 -847 6166307 6210445 -847 6166307 6210445 -847
Chr7 Complement NT_007819.13 AAGTCATACTGACCA 6706990 LOC285929 6706144 6693180 -846 6706144 6693180 -846 6706088 6693937 -902
Chr19 Complement NT_011109.15 TGGTGACCTTGACCT 19397370 PTGIR 19396550 19392028 -820 19396525 19392121 -845 19395700 19392755 -1670
Chr17 Complement NT_010641.13 ATGTCAACTCGACCC 9769944 LOC342519 9769101 9749883 -843 9769101 9749883 -843 9769101 9749883 -843
Chr14 Complement NT_026437.10 GTGTCAAAATGACCT 71173477 TTC7L1 71172634 70926974 -843 71172634 70926974 -843 71167261 70927753 -6216
Chr10 Complement NT_030059.10 CGGTCTCTCCGACCC 21428117 LBX1 21427275 21425292 -842 21427275 21425292 -842 21427130 21425588 -987
Chr9 Complement NT_008470.15 AGGCCAGGGCGACCT 24968875 LOC352762 24968034 24948646 -841 24968034 24948646 -841 24968034 24948646 -841
Chr5 Normal NT_077451.2 GGGTGGGAGTGACCT 551869 LOC340038 552709 576077 -840 552709 576077 -840 557359 569529 -5490
Chr4 Normal NT_006216.14 AGTTCATCTTGACCT 2657665 LOC345287 2658505 2672923 -840 2658505 2672923 -840 2658505 2672923 -840
Chr3 Complement NT_005999.15 TGGTCAGTCTGATCT 1212906 PTK9L 1212206 1196686 -700 1212066 1201560 -840 1211962 1201980 -944
Chr2 Normal NT_022184.12 AGATCAGCCTGACCA 6461347 LOC285127 6462186 6463823 -839 6462186 6463823 -839 6462686 6462961 -1339
Chr5 Normal NT_006576.13 GGGCCGGCATGACCT 25774338 LOC345566 25775177 25784929 -839 25775177 25784929 -839 25775177 25784929 -839
Chr17 Complement NT_010783.13 AGGTCACCCTGCCCT 10262025 LOC342601 10261187 10255200 -838 10261187 10255200 -838 10261187 10255200 -838
Chr7 Complement NT_007914.12 GGGTCGGCCTGAGCC 11650501 LOC349136 11649663 11620978 -838 11649663 11620978 -838 11648785 11621439 -1716
Chr1 Normal NT_004487.15 AGGTCAGCCTGCCCA 11947599 LAMC2 11948410 12021139 -811 11948436 12007076 -837 11948525 12005572 -926
Chr1 Normal NT_004321.15 AGGTAACCCTGACCC 847518 LOC127262 848354 853464 -836 848354 853464 -836 848412 851942 -894
Chr4 Complement NT_006316.15 TGGTCAAAGGGACCT 15050171 LOC152794 15049335 15047763 -836 15049335 15047763 -836 15048342 15047893 -1829
Chr10 Complement NT_077569.2 AGCTCACTGCGACCT 830152 LOC349537 829316 822342 -836 829316 822342 -836 829316 822342 -836
Chr20 Complement NT_028392.4 TGGTCAGACTGATCT 4284804 C20orf173 4283969 4281320 -835 4283969 4281320 -835 4283379 4282608 -1425
Chr16 Complement NT_010393.13 AGGTTGCAGTGACCC 12745223 LOC348161 12744388 12729698 -835 12744388 12729698 -835 12744350 12733120 -873
Chr11 Normal NT_033903.5 AGGTTGCGGTGACCT 4311114 LOC219982 4311946 4312854 -832 4311946 4312854 -832 4311946 4312854 -832
Chr9 Complement NT_008470.15 GGGCCAGCATGACCT 18945532 AKNA 18962084 18921072 16552 18944701 18922094 -831 18944701 18922094 -831
Chr15 Complement NT_010194.15 AGGTAGACCTGACCT 14667532 KIAA0377 14666702 14615286 -830 14666702 14615286 -830 14666313 14616483 -1219
Chr9 Complement NT_008476.14 AGTTCATCCTGACCA 3218554 NINJ1 3217775 3204987 -779 3217724 3204987 -830 3217704 3208395 -850
Chr4 Complement NT_022853.14 CGGTCTCCCTGACCC 4642405 PPAT 4641647 4599414 -758 4641576 4599414 -829 4641526 4601401 -879
Chr3 Complement NT_022517.15 TGCTCACAGTGACCC 12773917 LOC339897 12773089 12763434 -828 12773089 12763434 -828 12773063 12763434 -854
Chr6 Complement NT_025741.12 AGGTCAACCTGATCT 37189853 VNN2 37189027 37169439 -826 37189027 37169439 -826 37183292 37169868 -6561
Chr6 Complement NT_025741.12 AGGTCAACCTGATCT 37189853 VNN2 37189027 37169439 -826 37189027 37169439 -826 37183451 37169868 -6402
Chr1 Complement NT_004668.15 TAGTCAGTCTGACCC 1293411 KCNN3 1292586 1129749 -825 1292586 1129749 -825 1282020 1130284 -11391
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 140134 LOC284589 141220 136227 1086 139309 136906 -825 137740 137273 -2394
Chr4 Normal NT_006307.14 AGGTCATGAAGACCT 358349 LOC351743 359174 384473 -825 359174 384473 -825 359244 384473 -895
Chr19 Complement NT_011109.15 AGGGCAGGTTGACCA 11495360 MGC20576 11494535 11489050 -825 11494535 11489050 -825 11494296 11489710 -1064
Chr18 Complement NT_010966.13 GGGTCACTTTGATCC 20645850 LOC342729 20645027 20526750 -823 20645027 20526750 -823 20645027 20526750 -823
Chr5 Complement NT_006713.13 AGGTTGCAGTGACCT 8991619 LOC134478 8990798 8987629 -821 8990798 8987629 -821 8990798 8987629 -821
Chr22 Complement NT_011520.9 AGGTCAGCCCAACCC 22708928 PACSIN2 22708132 22562733 -796 22708107 22562733 -821 22605042 22564319 -103886
Chr1 Normal NT_004559.10 ACGTCGGGATGACCC 571459 PSEN2 571635 597117 -176 572278 597117 -819 582927 596598 -11468
Chr10 Complement NT_024115.14 AGGTCATTGTGACCC 2430363 LOC254055 2429546 2428453 -817 2429546 2428453 -817 2429071 2428778 -1292
Chr1 Complement NT_004671.15 AGGTCAAGATGTCCT 14410942 MYOG 14410148 14407331 -794 14410125 14407331 -817 14410073 14408022 -869
Chr1 Normal NT_004852.15 GGGTCAGCCTGCCCA 3107859 UQCRH 3108569 3121711 -710 3108674 3121711 -815 3108705 3121522 -846
Chr2 Normal NT_022184.12 TGGTCAAGCTGACAT 64969199 LOC90785 64970013 64972624 -814 64970013 64972624 -814 64970260 64970565 -1061
Chr4 Normal NT_006216.14 GGGTCAGCCTGTCCT 2776204 ALB 2777016 2794142 -812 2777016 2794142 -812 2777055 2793025 -851
Chr1 Complement NT_021937.15 AGGTCGCAGTGAGCT 3385498 LOC343068 3384688 3368278 -810 3384688 3368278 -810 3384688 3368278 -810
Chr18 Normal NT_010859.12 GGGTCAGATTCACCT 9999648 LOC350508 10000458 10050286 -810 10000458 10050286 -810 10000458 10050286 -810
Chr12 Normal NT_009714.15 CTGTCACCCTGACCT 17963793 LRMP 17964191 18020225 -398 17964603 18020143 -810 17978311 18019968 -14518
ChrX Normal NT_011786.13 AGCTCAGTGCGACCT 9161927 HPRT1 9162675 9223251 -748 9162736 9203175 -809 9162821 9202586 -894
Chr13 Complement NT_024524.12 AGGTCATTGCAACCT 47627420 LOC341729 47626611 47621226 -809 47626611 47621226 -809 47626611 47621226 -809
Chr19 Normal NT_011109.15 CGGTTATATTGACCT 30063388 ZNF272 30060048 30073626 3340 30064197 30073290 -809 30071393 30071788 -8005
Chr19 Complement NT_011109.15 TGCTCATTGTGACCC 13240700 BLVRB 13239943 13221919 -757 13239895 13221919 -805 13239813 13222014 -887
Chr19 Normal NT_011255.13 TGGTCACCCAGACCT 868524 DRIL1 869329 912807 -805 869329 912807 -805 869529 912065 -1005
Chr18 Normal NT_010859.12 GGGCCAGGCTGACCT 5751710 LOC342679 5752515 5802742 -805 5752515 5802742 -805 5752515 5802742 -805
Chr14 Normal NT_026437.10 AGGTCATCGTGGCCC 85075887 FLJ22056 85075839 85087616 48 85076691 85087616 -804 85080967 85083352 -5080
Chr19 Complement NT_011109.15 AGGGCAGGTTGACCA 11495339 MGC20576 11494535 11489050 -804 11494535 11489050 -804 11494296 11489710 -1043
Chr2 Normal NT_005334.13 GGGTCAGCTTGAGCA 6647477 LOC200681 6648280 6650142 -803 6648280 6650142 -803 6649628 6649942 -2151
Chr9 Complement NT_008470.15 GGGTCAGGGTGACCA 32513207 MGC46424 32512405 32506445 -802 32512405 32506445 -802 32512107 32506761 -1100
Chr16 Normal NT_010498.13 GGGTCTTTGTGACCT 4236220 MMP2 4147530 4264502 88690 4237021 4264069 -801 4237310 4263272 -1090
Chr10 Complement NT_030059.10 AGGTTGCAGTGACCT 30106922 XPNPEP1 30121824 30063082 14902 30106123 30063500 -799 30106123 30063500 -799
Chr8 Complement NT_023736.15 GGGTCAAGTGGACCA 1935782 LOC346767 1934984 1909507 -798 1934984 1909507 -798 1934845 1909507 -937
Chr10 Normal NT_030059.10 GAGTCAGAGTGACCT 8882389 LOC118934 8883186 8951061 -797 8883186 8951061 -797 8883186 8951061 -797
Chr2 Normal NT_022184.12 GAGTCATGCTGACCA 8169267 FLJ21069 8136504 8222605 32763 8170063 8213511 -796 8170999 8213248 -1732
Chr16 Complement NT_024797.13 AGGTCACCCTGCCCT 5950251 LOC342477 5949455 5882634 -796 5949455 5882634 -796 5946985 5882634 -3266
Chr6 Normal NT_007592.13 GGGTCAGATTGAACA 34062333 SLC22A7 34063129 34070401 -796 34063129 34070401 -796 34063224 34069590 -891
Chr14 Normal NT_026437.10 TGGTCAGCCTGACTC 82748547 KIAA0329 82749341 82888858 -794 82749341 82886552 -794 82763100 82884635 -14553
Chr3 Normal NT_022459.12 TGGTCAGGCTGATCT 20067030 LOC351409 20067823 20277510 -793 20067823 20277510 -793 20067823 20277510 -793
Chr7 Normal NT_007819.13 GGGGCATTCTGACCA 44091352 DKFZp761I2123 44080296 44103487 11056 44092143 44103487 -791 44092200 44101582 -848
Chr1 Complement NT_028054.12 AGCTCAGAATGACCT 3257519 SLC2A5 3275596 3224066 18077 3256729 3224066 -790 3256654 3224704 -865
Chr19 Normal NT_011295.10 GGGTCCAGCTGACCA 2610140 LOC55908 2606679 2615421 3461 2610928 2615421 -788 2611621 2615165 -1481
Chr11 Normal NT_033927.5 AGGTCAGCCTGGCCA 3179180 P2RY6 3174592 3208693 4588 3179968 3207879 -788 3206593 3207579 -27413
Chr6 Normal NT_007592.13 AGGTAATTATGACCC 47466275 LOC346240 47467061 47505976 -786 47467061 47505976 -786 47467061 47505976 -786
Chr4 Complement NT_016606.15 AGGTCGCAGTGAGCC 1721830 OSAP 1721157 1706984 -673 1721044 1706991 -786 1720977 1707336 -853
Chr2 Complement NT_005416.10 AGGTCATAGTGCCCC 1618800 STK25 1618014 1604116 -786 1618014 1604413 -786 1617430 1605057 -1370
ChrX Complement NT_011651.13 TGGTGAGTGTGACCT 23133145 TM4SF6 23135554 23123354 2409 23132360 23124361 -785 23132257 23126361 -888
Chr19 Complement NT_011109.15 AGGGCAGTTTGACCA 11495318 MGC20576 11494535 11489050 -783 11494535 11489050 -783 11494296 11489710 -1022
Chr12 Normal NT_009759.15 GGGTCATGTTGTCCA 6913997 PTPN6 6910001 6924740 3996 6914780 6924740 -783 6914937 6924344 -940
Chr2 Normal NT_005079.12 GGGTCAATGGGACCG 4195971 LOC344230 4196753 4210235 -782 4196753 4210235 -782 4196863 4210235 -892
Chr17 Normal NT_010783.13 GGCTCACCGCGACCT 4089406 LUC7A 4090163 4123269 -757 4090188 4123199 -782 4090293 4121221 -887
Chr11 Normal NT_009237.15 AGGTCATGATGAACG 4699701 ARNTL 4700454 4809914 -753 4700482 4809914 -781 4776960 4809407 -77259
Chr9 Complement NT_008413.15 AGGCCAGCCTGACCA 6739786 LOC158352 6739005 6738553 -781 6739005 6738553 -781 6738981 6738703 -805
Chr3 Normal NT_005612.13 AGGTCAGATTGGCCC 61357493 LOC256283 61358274 61360450 -781 61358274 61360450 -781 61358678 61360249 -1185
Chr8 Complement NT_077531.2 AGGTCACGAAGACCT 1104180 LOC349187 1103399 1101341 -781 1103399 1101341 -781 1103399 1101341 -781
Chr12 Complement NT_019546.15 GGCTCACTACGACCT 32159111 LOC196469 32158331 32157132 -780 32158331 32157132 -780 32158331 32157132 -780
Chr22 Normal NT_011519.10 GGGTCACTGTCACCT 1187620 LOC348593 1188400 1189997 -780 1188400 1189997 -780 0 0 1187620
Chr12 Normal NT_019546.15 GGGTGATGGCGACCC 30831116 MGC17943 30831690 30849949 -574 30831895 30849949 -779 30843085 30847359 -11969
Chr12 Normal NT_019546.15 AGATCAGAGTGACCC 19734151 SNRPF 19734930 19742108 -779 19734930 19742108 -779 19737143 19742049 -2992
Chr17 Normal NT_010755.13 GGCTCACCGCGACCT 4436103 NBP 4436881 4441018 -778 4436881 4441018 -778 4437364 4440709 -1261
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877209 CASP7 33877521 33929220 -312 33877986 33929220 -777 33895811 33927857 -18602
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877209 CASP7 33877521 33929220 -312 33877986 33929220 -777 33890289 33927857 -13080
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 140086 LOC284589 141220 136227 1134 139309 136906 -777 137740 137273 -2346



Chr2 Normal NT_005403.13 GGGCCATCATGACCT 65870232 LOC285176 65871009 65871710 -777 65871009 65871710 -777 65871110 65871505 -878
Chr7 Normal NT_007933.12 GGGTCGCGCTCACCC 53607472 DKFZP434G156 53608248 53638331 -776 53608248 53638331 -776 53617389 53632085 -9917
ChrX Normal NT_011757.12 AGGTTGCAGTGACCC 10007400 LOC286460 10008170 10010962 -770 10008175 10010962 -775 10008342 10009354 -942
Chr9 Normal NT_023935.15 GGGTCACAGTGAGCC 13597155 LOC347126 13597928 13606315 -773 13597928 13606315 -773 13597928 13606315 -773
Chr19 Complement NT_011295.10 GGGTCTTTATGACCT 3429537 LOC342972 3428765 3417422 -772 3428765 3417422 -772 3428765 3417422 -772
Chr16 Complement NT_010552.13 AGGTTGCAGTGACCT 772851 LOC342341 772084 759265 -767 772084 759265 -767 772084 759265 -767
Chr1 Complement NT_021877.15 AGGTAAAATTGACCA 3900126 LOC339397 3899360 3897540 -766 3899360 3897540 -766 3899342 3899013 -784
Chr5 Normal NT_006431.13 AGGTCATTTTGACAA 15423113 KIAA0073 15423865 15448117 -752 15423877 15448110 -764 15423880 15447965 -767
Chr17 Normal NT_024871.10 GGGACAGCTCGACCC 191860 LOC350474 192624 210517 -764 192624 210517 -764 192624 210517 -764
Chr9 Normal NT_035014.3 AGGTCGCAGTGAGCC 2991245 RPL7A 2992009 2995220 -764 2992009 2995220 -764 2992039 2995161 -794
Chr5 Complement NT_023089.13 TGGTCAAAATGCCCT 1866381 IRX4 1866116 1860287 -265 1865618 1860287 -763 1865499 1860821 -882
Chr14 Normal NT_026437.10 AGTTCAAACTGACCT 40895303 SIX6 40895710 40898566 -407 40896063 40898566 -760 40896158 40898011 -855
Chr10 Normal NT_030059.10 GGGTCACCGAGACCC 21197032 KIAA1813 21195523 21206143 1509 21197791 21206143 -759 21200929 21205483 -3897
Chr4 Normal NT_016354.15 AGGTCATGATGAGCA 61857464 LOC351644 61858222 61978315 -758 61858222 61978315 -758 61858222 61978315 -758
Chr12 Normal NT_009714.15 AGGTCATGCTGAGCC 26366182 LOC349860 26366939 26737237 -757 26366939 26737237 -757 26366939 26737237 -757
Chr9 Normal NT_008413.15 AGGTCTTTGTGACCT 666136 KANK 460294 736103 205842 666890 736103 -754 701241 735235 -35105
Chr1 Normal NT_029860.10 TGGTCAGGCTGATCT 3058361 LOC199884 3059114 3110583 -753 3059114 3110583 -753 3059114 3110583 -753
Chr12 Complement NT_029419.10 AGATCAGCCTGACCA 20058351 DDIT3 20057600 20053683 -751 20057600 20053683 -751 20054495 20053898 -3856
Chr9 Complement NT_024000.15 AGGTCACACCGAGCC 700300 ENTPD2 699606 693632 -694 699549 694128 -751 699528 694188 -772
Chr10 Complement NT_077569.2 TGGACAGAGTGACCC 2193578 KIN 2192827 2158084 -751 2192827 2160668 -751 2192792 2160939 -786
Chr8 Complement NT_007995.13 AGGTCAGTGTCACCA 7509612 LOC157858 7508862 7504483 -750 7508862 7504483 -750 7506426 7506130 -3186
Chr11 Normal NT_008984.15 TGGTCAGAGAGACCC 2128749 NAALAD2 2129447 2187392 -698 2129497 2187391 -748 2129542 2186530 -793
Chr10 Complement NT_030059.10 GTGTCAATGTGACCT 41346387 LOC340725 41345640 41331184 -747 41345640 41331184 -747 41345640 41331184 -747
Chr1 Normal NT_032977.5 GGGTCACGGTGCCCG 248577 UMP-CMPK 249231 294246 -654 249324 294246 -747 249354 292153 -777
ChrX Normal NT_028405.9 AGGTCATACTGAGCT 864581 LOC139805 865327 865644 -746 865327 865644 -746 865327 865644 -746
Chr11 Complement NT_033903.5 GGGTCACACTGACGA 10426702 LTBP3 10426225 10406557 -477 10425956 10406802 -746 10425956 10407077 -746
Chr11 Normal NT_009237.15 AGATCATGCTGACCC 38684013 MADD 38684518 38745141 -505 38684758 38745141 -745 38689025 38744260 -5012
Chr7 Normal NT_007933.12 GGGTCACTCTGGCCA 25182750 PILR(BETA) 25182898 25199036 -148 25183495 25198939 -745 25187808 25198559 -5058
Chr7 Normal NT_007933.12 GGGTCACTCTGGCCA 25182750 PILR(BETA) 25182898 25199036 -148 25183495 25198939 -745 25189510 25198581 -6760
Chr1 Complement NT_034471.3 GGCTCACACTGACCT 141352 LOC339438 140608 134668 -744 140608 134668 -744 0 0 -141352
Chr2 Complement NT_005416.10 GTGTCACAGTGACCA 219161 LOC351380 218419 204807 -742 218419 204807 -742 218419 204807 -742
Chr1 Complement NT_004511.15 GGGTCAGCTTGCCCA 2470275 RP4-622L5 2469533 2460540 -742 2469533 2461664 -742 2469508 2463596 -767
Chr4 Complement NT_016354.15 GGGTCACTCCCACCC 3521864 LOC345084 3521123 3473132 -741 3521123 3473132 -741 3521123 3473132 -741
Chr7 Complement NT_033968.4 AGGTTGCTCTGACCT 6557523 LOC255992 6556783 6532651 -740 6556783 6532651 -740 6556695 6532651 -828
Chr12 Normal NT_009759.15 AGGACATCGTGACCT 6497207 GAPD 6497927 6501797 -720 6497945 6501797 -738 6498260 6501597 -1053
Chr1 Normal NT_037485.3 GGGTCAGATGGACCT 1671630 KIAA1037 1672368 1746262 -738 1672368 1745944 -738 1698755 1744083 -27125
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877249 CASP7 33877521 33929220 -272 33877986 33929220 -737 33895811 33927857 -18562
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877249 CASP7 33877521 33929220 -272 33877986 33929220 -737 33890289 33927857 -13040
Chr1 Complement NT_019273.15 GGGTAATTATGACCA 5737126 D1S155E 5736408 5695342 -718 5736389 5695342 -737 5718315 5696594 -18811
Chr1 Complement NT_021877.15 TGCTCACCATGACCC 409683 IL10 408946 404055 -737 408946 404055 -737 408887 405088 -796
Chr1 Normal NT_004464.15 TGGTCAGTTTAACCT 670412 KIAA1365 671149 1034455 -737 671149 1033217 -737 671179 1032861 -767
Chr20 Normal NT_011362.8 AGGTCGAAACGACCT 1201785 NNAT 1202522 1205003 -737 1202522 1205003 -737 1202649 1204076 -864
Chr6 Normal NT_025741.12 AGGCCAATTTGACCA 48716657 UTRN 48717394 49276671 -737 48717394 49272393 -737 48717394 49272393 -737
Chr9 Normal NT_008470.15 CCGTCACCGTGACCC 32291168 LOC286207 32291903 32298935 -735 32291903 32298935 -735 32294524 32297190 -3356
Chr3 Complement NT_078006.1 TGGTCAGACTGGCCT 62972 DKFZp434B227 78298 1 15326 62238 7767 -734 62238 7767 -734
Chr13 Normal NT_024524.12 GGGTGGGAGTGACCC 14818562 LOC349948 14819296 14830803 -734 14819296 14830803 -734 14819296 14830803 -734
Chr7 Normal NT_007819.13 GGGTCAGACTGAACC 20460020 LOC346396 20460751 20528376 -731 20460751 20528376 -731 20460751 20528376 -731
Chr17 Normal NT_010783.13 TGGTCAGGCTGATCT 2262632 ATP5G1 2263328 2266432 -696 2263362 2266432 -730 2263979 2266330 -1347
Chr21 Normal NT_011512.8 AGGTCAGATGGACCC 338633 LOC284812 339363 348856 -730 339363 348856 -730 348634 348822 -10001
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 140037 LOC284589 141220 136227 1183 139309 136906 -728 137740 137273 -2297
Chr13 Complement NT_009799.12 AGGTTGCGGTGACCT 2616381 LATS2 2615654 2528576 -727 2615654 2528577 -727 2600165 2529009 -16216
Chr20 Normal NT_025215.4 AGGTCGCAGTGAGCC 202833 LOC284802 194692 219492 8141 203560 214441 -727 203616 214341 -783
Chr16 Complement NT_010542.13 AGGTGGCCCTGACCC 361205 KIAA0233 360480 339576 -725 360480 339576 -725 360478 339837 -727
Chr3 Complement NT_005612.13 GGGTCACACCGACAC 34612038 MGC2306 34611901 34597808 -137 34611313 34597808 -725 34605410 34599398 -6628
Chr16 Complement NT_037887.3 TGGTCAGTATGACAT 1817866 HAGH 1817163 1797229 -703 1817142 1799107 -724 1812971 1799285 -4895
Chr21 Normal NT_030188.2 TGGTCACCTAGACCC 1143247 PKNOX1 1143969 1202998 -722 1143969 1202988 -722 1173818 1199537 -30571
Chr1 Normal NT_037485.3 GGGTCAGCTTGAGCC 717071 SH3BGRL3 716876 719214 195 717793 719214 -722 717856 718823 -785
Chr12 Complement NT_029419.10 GGGTGGTGGTGACCT 15111588 KRT6IRS4 15110915 15102908 -673 15110867 15104059 -721 15110867 15104060 -721
Chr1 Normal NT_004321.15 GGGTCAGTGCGAGCT 955566 LOC199988 956287 957263 -721 956287 957263 -721 956825 957199 -1259
Chr8 Normal NT_077531.2 AGGTCACAGTCACCG 3451629 MTMR9 3452033 3495679 -404 3452349 3495679 -720 3452431 3490330 -802
Chr11 Normal NT_033899.5 AGGTCATAAAGACCT 25211333 LOC219888 25212052 25267570 -719 25212052 25267570 -719 25212052 25267570 -719
Chr16 Complement NT_010393.13 AGGTCAAACCGACCT 205286 DKFZP564K2062 204699 202400 -587 204569 202400 -717 204550 202888 -736
Chr17 Normal NT_010783.13 AGGTGATGGCGACCT 13494203 LOC348237 13494920 13496662 -717 13494920 13496662 -717 13494968 13496627 -765
Chr8 Complement NT_008046.13 AGGTCATGATAACCT 43808241 MGC27434 43912748 43584212 104507 43807524 43584212 -717 43602823 43585168 -205418
Chr18 Complement NT_024983.9 GGGTCCATCTGACCT 213799 C21orf94 213102 203349 -697 213083 203629 -716 203851 203663 -9948
Chr16 Normal NT_037887.3 AGGTCAGGATGCCCC 1762612 LOC197342 1763328 1771226 -716 1763328 1770629 -716 1765150 1766240 -2538
Chr5 Complement NT_023133.11 TGGTCATCCTCACCT 20205582 THOC3 20272042 20154394 66460 20204866 20196122 -716 20204797 20196558 -785
Chr2 Complement NT_022184.12 AGGTCTGCGTGACCT 67099501 LOC51315 67098810 67070263 -691 67098786 67070263 -715 67071620 67070841 -27881
Chr1 Normal NT_028054.12 CGGTCAGGCTGGCCT 811596 MGC33488 812311 822704 -715 812311 820680 -715 812338 820196 -742
Chr15 Complement NT_010194.15 GGGTCAAGCTGCCCT 905978 TJP1 905263 782913 -715 905263 782913 -715 904788 784356 -1190
Chr19 Complement NT_011109.15 AGGTTGCAATGACCT 21021826 TUCAN 21021273 20974595 -553 21021112 20979703 -714 21005925 20983157 -15901
ChrX Complement NT_011757.12 GGGCCAGGGTGACCG 11949034 ARX 11948532 11936759 -502 11948321 11936759 -713 11948321 11937254 -713
Chr12 Normal NT_009714.15 GGGTCATAGTTACCA 24235511 FLJ13224 24236224 24237853 -713 24236224 24237853 -713 24236752 24237231 -1241
Chr9 Complement NT_024000.15 AGGACAGGCTGACCC 674531 ABCA2 674408 652765 -123 673819 652765 -712 673671 653462 -860
Chr5 Normal NT_006576.13 GGGTCATGTTGTCCA 25528707 LOC153682 25529419 25530535 -712 25529419 25530535 -712 25529647 25529988 -940
Chr13 Normal NT_009952.13 AGGTCAGGGCCACCT 20359122 LOC283483 20359834 20373127 -712 20359834 20373127 -712 20368434 20368793 -9312
Chr15 Complement NT_078095.1 AGGTGACAGTGACCG 359437 LOC350242 358725 267284 -712 358725 267284 -712 358725 267284 -712
Chr11 Complement NT_033927.5 AGATCAGCCTGACCA 3784321 E2IG2 3783610 3782837 -711 3783610 3782837 -711 3783479 3783189 -842
Chr2 Complement NT_022184.12 GGGTTACCCTGACCA 45896996 LOC130802 45896285 45863362 -711 45896285 45863362 -711 45896285 45863362 -711
Chr12 Complement NT_009714.15 TGGGCAGTCTGACCC 12541542 LOC341471 12540833 12505714 -709 12540833 12505714 -709 12540833 12505714 -709
Chr8 Complement NT_023684.15 GGGTCGCGGTGTCCC 832167 SCRIB 831458 807005 -709 831458 807005 -709 831451 807242 -716
Chr17 Complement NT_010718.13 AGGTCGGGCTGATCT 1451359 KIAA0664 1451924 1439573 565 1450651 1439575 -708 1448736 1442638 -2623
Chr9 Complement NT_008413.15 AGGTAGTTTTGACCC 817504 LOC352675 816797 745111 -707 816797 745111 -707 816797 745111 -707
Chr16 Normal NT_024812.10 AGGTCACAGTGACCT 1487921 PPP4C 1488543 1497941 -622 1488628 1497939 -707 1488943 1497627 -1022
Chr7 Normal NT_007933.12 GAGTCATCATGACCT 44987766 LOC346638 44988472 45017965 -706 44988472 45017965 -706 44988472 45017965 -706
Chr21 Complement NT_011512.8 GGGTCACTTTGACCC 2099832 NRIP1 2099126 1995433 -706 2099126 1995433 -706 2002384 1998908 -97448
Chr1 Normal NT_037485.3 GGGTAATGGTGACCT 1829658 GPR3 1830361 1833524 -703 1830361 1833524 -703 1831512 1832504 -1854
Chr17 Complement NT_010783.13 AGGTCGCCATCACCT 13393015 LOC201201 13392312 13390570 -703 13392312 13390570 -703 13392264 13390605 -751
Chr4 Normal NT_022792.15 GGATCACTCTGACCT 11618668 LOC348879 11619370 11629843 -702 11619370 11629843 -702 11619370 11629843 -702
Chr16 Normal NT_010498.13 AGGTCATCTTGCCCC 6806909 LOC350285 6807611 6866288 -702 6807611 6866288 -702 6853281 6865397 -46372
Chr1 Complement NT_077386.2 AGGTCGAGTTGTCCT 1713039 HEYL 1712361 1696849 -678 1712339 1696849 -700 1712318 1699200 -721
Chr1 Complement NT_004668.15 GGGTCAGAATGAGCA 14782483 LOC343433 14781784 14683390 -699 14781784 14683390 -699 14781784 14683390 -699
Chr15 Normal NT_035325.4 AGTTCGTAGTGACCC 1232784 MGC24976 1233328 1372669 -544 1233483 1368237 -699 1237900 1368044 -5116



Chr1 Complement NT_077937.1 GGGTCACCCTGACTC 1363228 FLJ10252 1362530 1161955 -698 1362530 1161955 -698 1362434 1162608 -794
Chr3 Complement NT_005999.15 TGGTCAGGCTGATCT 2228465 TKT 2227847 2197204 -618 2227767 2197475 -698 2227767 2197581 -698
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACG 33877289 CASP7 33877521 33929220 -232 33877986 33929220 -697 33895811 33927857 -18522
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACG 33877289 CASP7 33877521 33929220 -232 33877986 33929220 -697 33890289 33927857 -13000
Chr18 Normal NT_010966.13 AGGTGAGACTGACCC 1285062 LOC342738 1285759 1295921 -697 1285759 1295921 -697 1285759 1295921 -697
Chr2 Complement NT_022184.12 GGGTCACTCTTACCA 11052327 CGI-27 11064759 10908216 12432 11051631 10908829 -696 11051249 10909363 -1078
Chr1 Complement NT_034471.3 GGCTCACGCTGACCT 141304 LOC339438 140608 134668 -696 140608 134668 -696 0 0 -141304
Chr6 Complement NT_034874.2 TGGTCAAGGTGACAC 1476642 TRIM26 1484531 1455636 7889 1475946 1455636 -696 1470283 1457056 -6359
Chr6 Complement NT_007592.13 TGGTCAAGGTGACAC 21029682 TRIM26 21037577 21008689 7895 21028987 21008689 -695 21023328 21010109 -6354
Chr6 Complement NT_033951.3 TGGTCAAGGTGACAC 1621842 TRIM26 1629735 1600849 7893 1621147 1600849 -695 1615488 1602269 -6354
Chr7 Normal NT_007933.12 AGGTGGCCTTGACCT 20459486 LOC346597 20460180 20539035 -694 20460180 20539035 -694 20460180 20539035 -694
Chr18 Complement NT_010966.13 GGGTGAAAATGACCC 16306000 LOC90148 16305307 16303189 -693 16305307 16303189 -693 16305104 16304568 -896
Chr6 Complement NT_007592.13 GGGTCTCGCTGACCA 31838009 MGC19570 31837317 31831638 -692 31837317 31831659 -692 31836500 31832201 -1509
Chr19 Normal NT_011295.10 AGGTCGTTCTGGCCC 9961719 FLJ20850 9962337 9965948 -618 9962410 9965948 -691 9962414 9965728 -695
Chr19 Normal NT_011295.10 AGTTCAGAGTGACCT 10436919 LOC284439 10437610 10486495 -691 10437610 10486495 -691 10469736 10484487 -32817
Chr9 Complement NT_008413.15 AGGTCAGCATGGCCC 32864029 LOC158284 32863340 32855055 -689 32863340 32855055 -689 32863340 32855055 -689
Chr1 Complement NT_032962.4 GGTTCGTCCTGACCC 1541674 SEMA6C 1541100 1526161 -574 1540985 1526529 -689 1537093 1526956 -4581
Chr3 Normal NT_005962.15 GTGTCAACTTGACCA 13788395 LOC344637 13789083 13845869 -688 13789083 13845869 -688 13789125 13845869 -730
Chr3 Normal NT_006014.14 AGGCCAGAGTGACCC 323453 MGC35097 324141 328991 -688 324141 328991 -688 325276 328307 -1823
ChrX Complement NT_019686.7 TGGTCAAGTTGTCCC 1371076 LOC347512 1370389 1368929 -687 1370389 1368929 -687 1370389 1368929 -687
Chr17 Normal NT_010755.13 AAGTCAGGGCGACCT 2061475 Link-GEFII 2058044 2076196 3431 2062161 2076196 -686 2064781 2074336 -3306
Chr13 Normal NT_009952.13 AGGTCTTTGTGACCC 18524271 LOC341601 18524957 18684900 -686 18524957 18684900 -686 18524957 18684900 -686
Chr20 Normal NT_028392.4 TGGTAACCATGACCT 3925959 PROCR 3926545 3931933 -586 3926644 3931933 -685 3926726 3931384 -767
Chr1 Complement NT_034410.4 TTGTCAGCATGACCT 437757 LOC284573 437074 428256 -683 437074 428256 -683 436943 433184 -814
Chr14 Normal NT_026437.10 GGGTGACATTGACCC 42081628 HIF1A 42082286 42135012 -658 42082310 42135011 -682 42082564 42133844 -936
Chr15 Complement NT_010194.15 AGGTCACCGTGATCA 45071768 STOML1 45073347 45061959 1579 45071087 45061959 -681 45070962 45062676 -806
Chr7 Complement NT_007819.13 GGGTCACCATGACGT 32443236 LOC222136 32442556 32427966 -680 32442556 32427966 -680 32442538 32428400 -698
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139989 LOC284589 141220 136227 1231 139309 136906 -680 137740 137273 -2249
Chr6 Complement NT_007592.13 GGGTCATGACGACCT 23966268 RXRB 23965591 23958525 -677 23965591 23958525 -677 23965412 23959618 -856
Chr6 Complement NT_033951.3 GGGTCATGACGACCT 4549270 RXRB 4548593 4541529 -677 4548593 4541529 -677 4548414 4542622 -856
Chr21 Normal NT_011515.10 GGGTCAATGCGAGCC 1017825 AIRE 1018501 1030840 -676 1018501 1030840 -676 1018628 1030348 -803
Chr21 Normal NT_011515.10 GGGTCAATGCGAGCC 1017825 AIRE 1018501 1030840 -676 1018501 1030840 -676 1023428 1030348 -5603
Chr5 Complement NT_023133.11 GGGTCGAAATCACCC 4922500 FLJ21477 5088777 4869208 166277 4921825 4869208 -675 4921785 4870710 -715
Chr17 Normal NT_010641.13 GGGGCACCGTGACCG 6811501 OTOP2 6812174 6821503 -673 6812174 6821503 -673 6812532 6821444 -1031
Chr4 Complement NT_016354.15 GGCTCACAGTGACCT 20581778 FLJ12425 20581106 20578365 -672 20581106 20578365 -672 20581065 20580772 -713
Chr6 Normal NT_007592.13 AGGTCACAATAACCA 20974561 LOC221552 20975233 20975858 -672 20975233 20975858 -672 20975271 20975543 -710
Chr6 Normal NT_034874.2 AGGTCACAATAACCA 1421480 LOC282909 1422152 1422777 -672 1422152 1422777 -672 1422190 1422462 -710
Chr6 Normal NT_033951.3 AGGTCACAATAACCA 1566721 LOC282946 1567393 1568018 -672 1567393 1568018 -672 1567431 1567703 -710
Chr20 Complement NT_011362.8 AGATCAGCCTGACCA 10232789 LOC339573 10232121 10223104 -668 10232121 10223104 -668 10226878 10223132 -5911
ChrX Complement NT_011651.13 GGGTCACTCCCACCC 6246343 LOC158668 6245676 6243032 -667 6245676 6243032 -667 6245160 6244393 -1183
Chr12 Normal NT_019546.15 TGGCCATTTTGACCC 18423546 LOC283398 18424211 18426520 -665 18424211 18426520 -665 18424220 18425503 -674
Chr12 Complement NT_029419.10 GGGTCAGTTCCACCC 13734789 POU6F1 13754783 13726251 19994 13734124 13726251 -665 13733932 13727336 -857
Chr16 Complement NT_024812.10 AGGTTACAGCGACCC 2334921 LOC283932 2334257 2330897 -664 2334257 2330897 -664 2333952 2333584 -969
Chr17 Complement NT_078100.1 AGGTCACGCTCACCT 31034 LOC348257 30371 20277 -663 30371 20277 -663 27451 20586 -3583
Chr11 Complement NT_033899.5 AGGTCAAGCTGAGCT 37351905 KIAA1030 37351243 37328434 -662 37351243 37328434 -662 37345336 37332182 -6569
Chr2 Normal NT_005403.13 CGGTGATGATGACCC 83465012 LOC339826 83465674 83471366 -662 83465674 83471366 -662 83465674 83471366 -662
Chr19 Complement NT_011109.15 TGGTCAGGCTGGCCC 4016724 LOC342873 4016063 3915491 -661 4016063 3915491 -661 4016063 3915491 -661
Chr5 Complement NT_006431.13 TGGTCAACATAACCC 7325521 LOC345650 7324860 7309532 -661 7324860 7309532 -661 7324860 7309532 -661
Chr10 Normal NT_030059.10 TGGTCAGGGTGAACT 33877326 CASP7 33877521 33929220 -195 33877986 33929220 -660 33895811 33927857 -18485
Chr10 Normal NT_030059.10 TGGTCAGGGTGAACT 33877326 CASP7 33877521 33929220 -195 33877986 33929220 -660 33890289 33927857 -12963
Chr18 Normal NT_025028.13 GGGTTATCTTGACCC 19379782 LOC342814 19380442 19393783 -660 19380442 19393783 -660 19380442 19393783 -660
Chr10 Complement NT_030059.10 TGGTCACAGGGACCC 37396558 LOC347769 37395899 37382469 -659 37395899 37382469 -659 37395899 37382469 -659
Chr22 Complement NT_011520.9 AGGTCAAGGCGTCCC 21174404 PHF5A 21173745 21164776 -659 21173745 21164776 -659 21173711 21165456 -693
Chr14 Normal NT_026437.10 AGGTCCGCTTGACCC 81112635 DLK1 81113293 81121503 -658 81113293 81121498 -658 81113447 81121274 -812
Chr17 Normal NT_010783.13 GGGTTGGCCTGACCC 3848732 FLJ11164 3849389 3856535 -657 3849389 3856535 -657 3849445 3855421 -713
Chr21 Complement NT_011512.8 GTGTCAGGTTGACCC 25239226 LOC284834 25238569 25236631 -657 25238569 25236631 -657 25237675 25237280 -1551
Chr3 Complement NT_005825.15 AGGTCAGGCTCACCT 6157314 PLXNB1 6161509 6135900 4195 6156657 6136295 -657 6156657 6136530 -657
ChrX Complement NT_011568.12 CGGTCAGTGTGCCCT 11890609 CACNA1F 11889953 11861644 -656 11889953 11861644 -656 11889891 11861717 -718
Chr5 Complement NT_023148.11 AGTTCGGGCTGACCT 4833471 FLJ11159 4832815 4810443 -656 4832815 4812512 -656 4832766 4812636 -705
Chr16 Normal NT_024812.10 TGGTCCTTGCGACCT 1508341 LOC283901 1508995 1518021 -654 1508995 1518021 -654 1516111 1516446 -7770
ChrY Normal NT_011903.9 AGATCAGCCTGACCA 2853215 LOC352903 2853869 2983103 -654 2853869 2983103 -654 2853869 2983103 -654
Chr2 Complement NT_022184.12 TGGACACCTTGACCT 52276939 C2orf7 52276312 52271068 -627 52276288 52271068 -651 52276220 52271514 -719
Chr1 Complement NT_004487.15 GGGTCGGAGTGTCCC 12234567 LOC348397 12233918 12223050 -649 12233918 12223050 -649 0 0 -12234567
Chr9 Normal NT_008413.15 GGGTCCCCATGACCT 35738693 KIAA0258 35739289 35747923 -596 35739341 35747923 -648 35739754 35742870 -1061
Chr17 Normal NT_010783.13 TGGTCAGGCTGATCT 4089540 LUC7A 4090163 4123269 -623 4090188 4123199 -648 4090293 4121221 -753
Chr16 Complement NT_010505.13 AGGTCAGGATGACAA 378237 ABCC11 389806 309323 11569 377590 309323 -647 374333 309686 -3904
Chr6 Complement NT_034880.2 GGGGCATCCTGACCC 146131 LOC285766 145484 121466 -647 145484 121466 -647 145264 144953 -867
Chr1 Complement NT_034471.3 GGCTCACATTGACCT 141255 LOC339438 140608 134668 -647 140608 134668 -647 0 0 -141255
Chr1 Complement NT_004668.15 AGGTGACTGTGACCA 6521455 IGSF8 6521043 6513532 -412 6520809 6513532 -646 6520663 6514014 -792
Chr1 Complement NT_004668.15 AGGTCACAGTGAACT 1678292 C1orf2 1677675 1669398 -617 1677647 1669410 -645 1677069 1669974 -1223
Chr4 Complement NT_016354.15 GGGTCACTGCAACCT 24505361 ADH5 24504717 24487067 -644 24504717 24487067 -644 24504555 24488272 -806
Chr20 Normal NT_011362.8 CGGTCGCGCCGACCC 13859640 CEBPB 13860284 13862120 -644 13860284 13862120 -644 13860479 13861516 -839
Chr11 Complement NT_009237.15 AGGTCATTTCGACTT 10057788 FLJ39441 10057144 10029055 -644 10057144 10029055 -644 10056908 10032512 -880
Chr17 Normal NT_010755.13 GGGTCAAGCTGAACG 750021 LASP1 750572 802316 -551 750664 802311 -643 750739 799327 -718
Chr11 Normal NT_033903.5 AGGTCACAGTGACAC 12906231 TCIRG1 12906873 12918755 -642 12906873 12918755 -642 12909129 12918676 -2898
Chr11 Normal NT_033903.5 AGGTCACAGTGACAC 12906231 TCIRG1 12906873 12918755 -642 12906873 12918755 -642 12911446 12918676 -5215
Chr13 Normal NT_009799.12 TGGTCTCACCGACCC 6234054 ATP12A 6234695 6265917 -641 6234695 6265917 -641 6234882 6265660 -828
Chr19 Normal NT_011109.15 AGGTCACAGTGTCCT 4807106 LOC147942 4807746 4815980 -640 4807746 4815980 -640 4807770 4815810 -664
Chr17 Normal NT_010718.13 AGATCGCGCTGACCC 3683879 DKFZP566H073 3684516 3689401 -637 3684516 3689401 -637 3685091 3689197 -1212
Chr7 Complement NT_033968.4 GGCTCACGCCGACCT 6031535 LOC222026 6030898 6029400 -637 6030898 6029400 -637 6030874 6029400 -661
Chr21 Normal NT_011512.8 AGGTCGTGGGGACCC 26899585 PCP4 26900079 26962151 -494 26900222 26962149 -637 26900264 26961872 -679
Chr10 Complement NT_077569.2 GGGTCACAGCGCCCC 6280326 LOC219731 6299595 6254508 19269 6279690 6254508 -636 6255142 6254774 -25184
Chr18 Normal NT_025028.13 AGTTCAGACCGACCT 19953809 CN2 19954383 19979202 -574 19954443 19979202 -634 19958055 19978149 -4246
Chr22 Complement NT_019197.3 AGGTCATAAAGACCG 69379 LOC164714 68745 9799 -634 68745 9799 -634 41868 26030 -27511
Chr10 Complement NT_008583.15 TGGTCAGTCTAACCT 28383861 LOC347801 28383227 28380082 -634 28383227 28380082 -634 28383227 28380082 -634
Chr2 Complement NT_022184.12 AGGTCATAAAGACCT 12769840 LOC130644 12769207 12767061 -633 12769207 12767061 -633 12768775 12768038 -1065
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139940 LOC284589 141220 136227 1280 139309 136906 -631 137740 137273 -2200
Chr12 Complement NT_029419.10 AGATCAGCCTGACCA 13861833 BIN2 13861254 13818129 -579 13861203 13818129 -630 13861192 13818589 -641
ChrX Complement NT_025319.13 ATGTCACCATGACCT 2598064 DCX 2598462 2480068 398 2597434 2480068 -630 2596686 2487975 -1378
Chr1 Normal NT_032962.4 AGGTCAGTGTTACCA 666564 FLJ23221 666681 675323 -117 667194 675323 -630 667217 674145 -653
Chr5 Complement NT_006713.13 AGGTTGTTTTGACCC 17813373 LOC345806 17812745 17740498 -628 17812745 17740498 -628 17812745 17740498 -628
Chr15 Normal NT_010194.15 TGGTCAGTGTCACCC 52139067 LOC145676 52139694 52142229 -627 52139694 52142229 -627 52141851 52142201 -2784
Chr11 Normal NT_033899.5 GGGTCATTCTGCCCA 37849004 LOC283177 37849631 37918800 -627 37849631 37918800 -627 37879487 37879813 -30483



Chr1 Complement NT_004610.15 GGGTCACAGAGACCT 3319974 LOC343382 3319347 3299241 -627 3319347 3299241 -627 3319347 3299241 -627
Chr12 Complement NT_009714.15 GGGTCGCGCTGATCT 14414130 RECQL 14413503 14380825 -627 14413503 14381672 -627 14411478 14382102 -2652
Chr5 Complement NT_023133.11 AGGTCATAAAGACCT 20205493 THOC3 20272042 20154394 66549 20204866 20196122 -627 20204797 20196558 -696
Chr16 Normal NT_010498.13 AGGTCGCAATGAGCC 18066170 VPS4A 18066796 18080454 -626 18066796 18080454 -626 18066924 18079721 -754
Chr5 Normal NT_023133.11 AGGTCGCGGTGAGCC 13873226 DOCK2 13873851 14319939 -625 13873851 14319939 -625 13873889 14319420 -663
Chr14 Normal NT_026437.10 GGGTGGGAGTGACCC 43509210 LOC350052 43509835 43567177 -625 43509835 43567177 -625 43509835 43567177 -625
Chr5 Complement NT_029289.9 GCGTCAGCTCGACCC 2392738 LOC285614 2392114 2390246 -624 2392114 2390246 -624 2391379 2391092 -1359
Chr3 Complement NT_005999.15 AGCTCACTATGACCT 474134 KIAA0800 473511 372808 -623 473511 372808 -623 457354 373941 -16780
Chr13 Normal NT_027140.5 AGGCCGCACTGACCC 1446985 LAMP1 1447528 1473987 -543 1447608 1473746 -623 1456919 1472913 -9934
Chr19 Complement NT_011109.15 TGGTCACCGTGTCCC 17925870 LOC284353 17925247 17923161 -623 17925247 17923161 -623 17925246 17923414 -624
Chr22 Normal NT_011519.10 GGGTCAGAGTGGCCA 3442323 LOC284866 3442946 3453255 -623 3442946 3453255 -623 3442947 3452619 -624
ChrX Complement NT_011651.13 TGGTCAGGCTGGCCT 29504852 LOC340546 29504229 29466967 -623 29504229 29466967 -623 29504229 29466967 -623
Chr18 Normal NT_025028.13 GGGTCACTATGATCA 19401072 LOC350587 19401694 19435419 -622 19401694 19435419 -622 19401694 19435419 -622
Chr16 Complement NT_010498.13 GGGTCAGCTCGCCCC 3044885 IRX3 3044264 3041136 -621 3044264 3041136 -621 3043880 3041516 -1005
Chr2 Complement NT_022184.12 AGGTCACCGCGTCCC 24053076 SIX2 24052456 24048276 -620 24052456 24048276 -620 24052181 24049242 -895
Chr7 Complement NT_007933.12 AGGTCATCAAGACCT 42074601 LOC346636 42073982 42055158 -619 42073982 42055158 -619 42073982 42055158 -619
Chr9 Normal NT_008476.14 AGTTCAGCATGACCA 4193488 LOC286376 4194105 4195744 -617 4194105 4195744 -617 4195306 4195584 -1818
Chr16 Normal NT_024797.13 CGTTCAGAATGACCT 2392740 TERF2IP 2393356 2403042 -616 2393356 2403042 -616 2393494 2401919 -754
Chr1 Normal NT_021937.15 TGGTCATTTTGTCCT 3399804 LOC65122 3400419 3405242 -615 3400419 3405242 -615 3402343 3405112 -2539
Chr12 Normal NT_029419.10 CGGTCAGCCAGACCC 15229081 LOC338784 15229695 15233875 -614 15229695 15233875 -614 15229761 15233576 -680
Chr3 Normal NT_005612.13 AGGTCACTTCAACCT 61801739 LOC351522 61802351 61872368 -612 61802351 61872368 -612 61802351 61872368 -612
Chr1 Normal NT_034400.2 GAGTCACGGTGACCC 276958 CHD1L 277569 330676 -611 277569 330676 -611 289859 320286 -12901
Chr17 Normal NT_010641.13 AGGCCAACCTGACCT 10456235 LOC146728 10456846 10459305 -611 10456846 10459305 -611 10458513 10459022 -2278
Chr2 Normal NT_022327.12 GGGTGAACTTGACCT 511402 LOC285020 512013 512613 -611 512013 512613 -611 512013 512613 -611
Chr17 Complement NT_010718.13 GGGTCGGCCTCACCC 4230961 F-LAN-1 4230986 4218475 25 4230351 4218475 -610 4230346 4218960 -615
Chr14 Normal NT_026437.10 AGGTCAGGAGGACCT 4550868 ISGF3G 4550390 4555900 478 4551478 4555900 -610 4551482 4555533 -614
Chr7 Normal NT_033968.4 AGGTCACCCTCACCA 6196241 LOC222031 6196851 6200946 -610 6196851 6200946 -610 6197176 6197544 -935
Chr6 Normal NT_025741.12 AGGGCACAGTGACCC 53654523 LOC345957 53655133 53690458 -610 53655133 53690458 -610 53655133 53690458 -610
Chr2 Normal NT_033000.5 CAGTCATGGTGACCT 122142 TPO 122751 252348 -609 122751 252011 -609 123697 251880 -1555
Chr1 Normal NT_032962.4 TGGTCAGGTTGCCCC 758525 KIAA0460 759133 868181 -608 759133 835884 -608 759187 835518 -662
Chr17 Normal NT_010641.13 AGGTCAGGTTGTCCA 8624934 ET 8624405 8667094 529 8625541 8667094 -607 8626193 8666192 -1259
Chr12 Normal NT_009775.13 GGGTCAGCATGATCG 630024 LNK 630631 676305 -607 630631 676305 -607 642829 672985 -12805
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877380 CASP7 33877521 33929220 -141 33877986 33929220 -606 33895811 33927857 -18431
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877380 CASP7 33877521 33929220 -141 33877986 33929220 -606 33890289 33927857 -12909
Chr19 Normal NT_011109.15 AGGTCACTGCAACCT 9984979 FLJ35863 9977046 10002792 7933 9985584 10002792 -605 9989574 10002784 -4595
Chr5 Complement NT_034772.4 GGGCCAGGATGACCT 35702746 LOC133764 35702142 35686920 -604 35702142 35686920 -604 35702142 35686920 -604
Chr12 Complement NT_029419.10 AGATCAGCCTGACCA 13861833 BIN2 13861254 13818129 -579 13861230 13818129 -603 13861192 13818589 -641
Chr13 Normal NT_024524.12 AGGTCCTTATGACCT 46076089 BTF3L1 46076692 46077327 -603 46076692 46077327 -603 46076692 46077327 -603
Chr5 Normal NT_034772.4 ATGTCACTATGACCT 39617993 TTID 39618570 39638562 -577 39618595 39638562 -602 39621362 39638095 -3369
Chr5 Normal NT_006713.13 AGGTCATTTTGAACA 7799214 BHMT 7799764 7820242 -550 7799815 7820239 -601 7799841 7819071 -627
Chr1 Complement NT_077383.2 GGGACATGGCGACCT 273405 LOC343277 272805 272110 -600 272805 272110 -600 272805 272110 -600
ChrX Normal NT_011669.13 GGGTAGAAATGACCT 4709019 AR 4709618 4889863 -599 4709618 4889863 -599 4710733 4889427 -1714
Chr1 Complement NT_034471.3 GGATCACGCTGACCT 141207 LOC339438 140608 134668 -599 140608 134668 -599 0 0 -141207
Chr17 Normal NT_010783.13 GGGTCAGGTCGGCCC 14769904 TBX2 14770502 14779467 -598 14770502 14779419 -598 14770550 14778849 -646
Chr1 Normal NT_004321.15 AGGTCACGTTAACCC 955691 LOC199988 956287 957263 -596 956287 957263 -596 956825 957199 -1134
Chr1 Normal NT_021937.15 TGGTCACTTTGTCCT 3334428 LOC65121 3335024 3339701 -596 3335024 3339701 -596 3336855 3339623 -2427
Chr10 Normal NT_030059.10 TGGCCACCCTGACCC 39227334 LOC340719 39227929 39228936 -595 39227929 39228936 -595 39227929 39228936 -595
Chr15 Normal NT_010194.15 GGGTCGCGGTGACGT 11405273 LOC342014 11405868 11406329 -595 11405868 11406329 -595 11405868 11406329 -595
Chr7 Normal NT_007758.10 GGGTGACCTTGACCC 11901093 GTF2IRD1 11901370 12050161 -277 11901687 12050161 -594 11955661 12050010 -54568
Chr21 Normal NT_011512.8 AGGTCAACTTAACCA 19939275 LOC343763 19939867 19967682 -592 19939867 19967682 -592 19939867 19967682 -592
Chr6 Normal NT_034880.2 AGATCAGCCTGACCA 2658213 LOC345972 2658805 2684324 -592 2658805 2684324 -592 2658805 2684324 -592
Chr1 Complement NT_077386.2 AGGTCGCGGTGAGCC 1650029 PABPC4 1649480 1633509 -549 1649437 1633509 -592 1648644 1634391 -1385
Chr10 Normal NT_017795.15 AGGTCGACAGGACCC 277413 MGC30006 277988 282245 -575 278002 282245 -589 278027 281949 -614
Chr14 Normal NT_026437.10 AGTTCAACTTGACCC 76642013 BDKRB1 76642202 76651139 -189 76642600 76651139 -587 76650061 76651122 -8048
Chr1 Normal NT_032962.4 AGGTCAGCCTGCCCC 3425091 SPRR1B 3425677 3427372 -586 3425677 3427372 -586 3426818 3427087 -1727
Chr11 Normal NT_009237.15 GGGTCGCAATGACCA 27798107 FLJ14213 27718942 27887619 79165 27798692 27887619 -585 27798811 27885390 -704
Chr5 Normal NT_034772.4 GTGTCGGCCTGACCT 39639595 PKD2L2 39640171 39691177 -576 39640179 39691177 -584 39640202 39690843 -607
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139892 LOC284589 141220 136227 1328 139309 136906 -583 137740 137273 -2152
Chr3 Complement NT_005612.13 CGGTCAATTTGACCC 40493545 AMOTL2 40492963 40474255 -582 40492963 40474255 -582 40489811 40476083 -3734
Chr6 Normal NT_078020.1 AGGTCATGGTGTCCT 730194 LOC352166 730776 746338 -582 730776 746338 -582 730776 746338 -582
Chr15 Normal NT_010194.15 GGCTCACTGCGACCT 16511836 NMES1 16512349 16515256 -513 16512418 16515256 -582 16512606 16514825 -770
Chr22 Normal NT_011520.9 AGGTTGGAGTGACCT 9224560 RFPL1 9225141 9229013 -581 9225141 9229013 -581 9225437 9228680 -877
Chr3 Normal NT_005825.15 GGGTCATCTTGTCCA 464129 LOC348817 464709 478900 -580 464709 478900 -580 477176 477520 -13047
Chr11 Complement NT_033903.5 GGGTCAGCCCCACCC 8786150 LOC283248 8785571 8779957 -579 8785571 8779957 -579 8785183 8780592 -967
Chr20 Normal NT_011362.8 AGGTCGGTCTGATCC 19733838 LOC350933 19734417 19841989 -579 19734417 19841989 -579 19734417 19841989 -579
ChrX Normal NT_011568.12 AGGTCACTGCAACCT 11291391 LOC340523 11291969 11315121 -578 11291969 11315121 -578 11291969 11315121 -578
Chr4 Complement NT_016606.15 TGGCCAAGCTGACCT 6353749 LOC152891 6353175 6351230 -574 6353175 6351230 -574 6352871 6352317 -878
Chr22 Complement NT_011525.5 GGGTCGCCCTCACCC 1019022 ALG12 1018449 1003257 -573 1018449 1003257 -573 1013804 1003877 -5218
Chr19 Complement NT_011109.15 TGGTCAGCGAGACCC 8768460 FLJ36445 8767913 8762428 -547 8767887 8762428 -573 8767801 8765327 -659
Chr5 Normal NT_023133.11 GGGTAAAAGCGACCC 15655680 FGF18 15656252 15693762 -572 15656252 15693762 -572 15656789 15693394 -1109
Chr9 Complement NT_008470.15 AGGTCGCAGTGAGCC 11802995 LOC138512 11802423 11733289 -572 11802423 11733289 -572 11802423 11733289 -572
Chr10 Normal NT_035040.3 AGGTCACATTGACCT 2411893 LOC92568 2412463 2414695 -570 2412463 2414695 -570 2412666 2412968 -773
Chr22 Normal NT_011520.9 AGGTTGGAGTGACCT 12143854 RFPL3 12141864 12147717 1990 12144423 12147717 -569 12144715 12147388 -861
Chr19 Normal NT_011109.15 TGCTCATTGTGACCC 13240700 SPTBN4 13241268 13350582 -568 13241268 13350582 -568 13246747 13349693 -6047
Chr20 Normal NT_011362.8 AGGTCAAGGCGAGCC 18144633 DOK5 18145165 18320617 -532 18145197 18320617 -564 18258169 18319926 -113536
Chr20 Normal NT_011362.8 AGGTCAAGGCGAGCC 18144633 DOK5 18145165 18320617 -532 18145197 18320617 -564 18145394 18319926 -761
Chr10 Normal NT_008705.14 AGGTCGCAGTGACCT 8480355 GAD2 8480694 8568812 -339 8480919 8568812 -564 8481064 8565215 -709
Chr8 Complement NT_008046.13 TGGTCATGATCACCT 22426017 LOC346894 22425453 22361633 -564 22425453 22361633 -564 22425401 22361633 -616
Chr3 Normal NT_022517.15 GAGTCACTATGACCA 9222943 LOC285321 9223373 9225989 -430 9223505 9225099 -562 9223806 9224282 -863
Chr15 Normal NT_010194.15 AGGTCAACGCAACCT 21846978 LOC342032 21847539 21990441 -561 21847539 21990441 -561 21847539 21990441 -561
Chr6 Complement NT_007299.12 GGCTCACTGCGACCT 18484458 LOC346024 18483899 18482893 -559 18483899 18482893 -559 18483899 18482893 -559
Chr12 Complement NT_009759.15 AGGTCAGCCTCACCC 6339535 SCNN1A 6338976 6310276 -559 6338976 6310276 -559 6338210 6311300 -1325
Chr6 Normal NT_007592.13 TTGTCAGCATGACCC 12381459 LOC352110 12382016 12448110 -557 12382016 12448110 -557 12382016 12448110 -557
Chr7 Normal NT_007758.10 AGATCAGCCTGACCA 2287057 ZNF138 2287614 2327519 -557 2287614 2326548 -557 2308838 2325423 -21781
Chr12 Complement NT_019546.15 GGGGCAGCGCGACCC 20276545 PCTK2 20276554 20154526 9 20275989 20156114 -556 20210805 20156211 -65740
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6031453 LOC222026 6030898 6029400 -555 6030898 6029400 -555 6030874 6029400 -579
Chr4 Normal NT_037623.3 AGGTCACCCTCACCC 930595 LOC339985 931150 954989 -555 931150 954983 -555 942785 954745 -12190
Chr19 Normal NT_011255.13 CGGTGACCCTGACCC 428622 LOC284452 429176 441816 -554 429176 441816 -554 429683 430015 -1061
ChrX Normal NT_077819.2 AGGTCTCCTTGACCC 3086920 LOC286421 3087474 3089965 -554 3087474 3089965 -554 3088779 3089057 -1859
Chr9 Complement NT_008470.15 AGGTCAGCCTGAGCT 25955663 STOM 25955152 25923983 -511 25955109 25923983 -554 25955090 25926106 -573
Chr10 Normal NT_033985.5 GGGTCAGTGTGAGCC 2672864 LOC340765 2673417 2673881 -553 2673417 2673881 -553 2673417 2673881 -553
Chr2 Normal NT_005058.13 GGGTCACCCTGAGCT 95168 PGR6 95721 109968 -553 95721 109968 -553 95721 109968 -553
Chr12 Complement NT_029419.10 GGGTTACCCCGACCT 10542119 COL2A1 10541567 10510057 -552 10541567 10510057 -552 10541410 10510496 -709



Chr7 Complement NT_007819.13 GCGTCACAATGACCT 7597907 ICA1 7597858 7448612 -49 7597355 7448612 -552 7571229 7449226 -26678
Chr4 Normal NT_022792.15 GGGTCAGAAAGACCT 7276566 LOC345311 7277118 7308939 -552 7277118 7308939 -552 7277118 7308939 -552
Chr16 Normal NT_010542.13 AGGTCACCTTGCCCG 1451679 Spir-2 1452231 1495042 -552 1452231 1495042 -552 1452274 1493995 -595
Chr20 Complement NT_011362.8 AGGTAGTCATGACCT 8345626 MGC5566 8345075 8338010 -551 8345075 8338010 -551 8345007 8340652 -619
Chr5 Complement NT_077451.2 GGGTCCTACTGACCG 2655592 LOC255426 2727436 2619063 71844 2655043 2619075 -549 2646862 2619768 -8730
Chr21 Complement NT_011512.8 GGGTCACTCCCACCC 1201186 LOC339618 1200638 1143008 -548 1200638 1143008 -548 1199535 1143185 -1651
Chr10 Complement NT_030059.10 GGGTCAGGGTGACAG 21380599 LOC340680 21380055 21365367 -544 21380055 21365367 -544 21380055 21365367 -544
Chr14 Complement NT_026437.10 GGGTAATTATGACCC 74344351 ASB2 74363117 74320540 18766 74343808 74320554 -543 74343319 74321043 -1032
Chr17 Normal NT_010799.13 GGGGCATGCTGACCC 8551367 LOC146856 8551910 8554510 -543 8551910 8554510 -543 8553037 8553429 -1670
Chr9 Complement NT_023935.15 GGGTCGTATTGCCCT 15472850 UBQLN1 15472557 15424318 -293 15472307 15425231 -543 15472033 15426141 -817
Chr17 Complement NT_024871.10 AGCTCATGGTGACCA 313040 LOC284127 312500 309682 -540 312500 309682 -540 312327 311704 -713
Chr5 Normal NT_023089.13 GGGTCATTGTGCCCA 12871432 LOC345714 12871972 12927684 -540 12871972 12927684 -540 12871972 12927684 -540
Chr4 Normal NT_006316.15 TGGTCAAATAGACCT 2045046 LOC153027 2045585 2050720 -539 2045585 2050714 -539 2048957 2049874 -3911
Chr22 Complement NT_011523.9 AGGACACGCTGACCC 2555064 LOC348642 2554527 2535028 -537 2554527 2535028 -537 2545510 2535028 -9554
Chr18 Complement NT_025004.13 GGGTCATAGCGGCCT 580897 LOC147632 580361 578665 -536 580361 578665 -536 578922 578860 -1975
Chr9 Normal NT_008470.15 TGGTAATGTTGACCC 19998769 LOC347307 19999305 20074736 -536 19999305 20074736 -536 20008120 20074736 -9351
Chr22 Normal NT_011526.5 AGGTCGCAGTGAGCC 112665 LOC348646 113201 114669 -536 113201 114669 -536 113201 114669 -536
Chr6 Normal NT_007422.12 AGGGCACGGCGACCC 531097 SNX9 531633 653448 -536 531633 653448 -536 531806 651209 -709
Chr9 Complement NT_008413.15 GGGTAATGCTGACCT 35963086 LOC158373 35962551 35961079 -535 35962551 35961079 -535 35961725 35961342 -1361
ChrX Normal NT_025965.11 GGGTCAAGCCGGCCC 1114454 IKBKG 1108340 1132187 6114 1114988 1132187 -534 1119144 1131602 -4690
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139843 LOC284589 141220 136227 1377 139309 136906 -534 137740 137273 -2103
Chr1 Normal NT_004547.15 AGGTCAGCCTAACCG 563623 LOC348405 564156 584907 -533 564156 584907 -533 564156 584907 -533
Chr8 Complement NT_023736.15 TGGTCAAGGTGACAT 1717443 LOC352423 1716910 1715492 -533 1716910 1715492 -533 1716910 1715492 -533
Chr20 Normal NT_011362.8 AGGTCAAGGCGAGCC 18144633 DOK5 18145165 18320617 -532 18145165 18320617 -532 18145394 18319926 -761
Chr20 Normal NT_011362.8 AGGTCAAGGCGAGCC 18144633 DOK5 18145165 18320617 -532 18145165 18320617 -532 18258169 18319926 -113536
Chr11 Complement NT_033899.5 AGGTCAATGTGCCCA 22779099 USP2 22796100 22769605 17001 22778571 22771224 -528 22778384 22771224 -715
Chr22 Complement NT_011520.9 AGCTCACTGCGACCT 22275485 dJ222E13 22275000 22248185 -485 22274958 22267023 -527 22269503 22267695 -5982
Chr1 Complement NT_021953.15 ATGTCAGAATGACCG 2602880 LOC348361 2602353 2599072 -527 2602353 2599072 -527 2599480 2599187 -3400
Chr2 Normal NT_005334.13 CGGTCAAGCTGAGCT 5878195 KCNF1 5878717 5881044 -522 5878717 5881044 -522 5879247 5880731 -1052
Chr6 Complement NT_007592.13 AGGTTGCAGTGACCC 19750551 RFP 19750029 19729042 -522 19750029 19729042 -522 19749673 19730109 -878
Chr6 Complement NT_034874.2 AGGTTGCAGTGACCC 195688 RFP 195166 174181 -522 195166 174181 -522 194810 175248 -878
Chr7 Complement NT_033968.4 AGGTCAGCTTGCCCC 670946 LOC346268 670425 537064 -521 670425 537064 -521 670425 537064 -521
Chr7 Normal NT_007819.13 AGGTCACGTAGACCC 29361377 FAPP2 29361665 29463704 -288 29361896 29423965 -519 29361987 29423399 -610
Chr3 Complement NT_005999.15 TGGTCAGAGGGACCT 8205671 LOC339901 8205152 8135001 -519 8205152 8135001 -519 8205152 8135001 -519
Chr8 Complement NT_008046.13 GGGTCACTGCAACCT 17214901 LOC352498 17214383 17213811 -518 17214383 17213811 -518 17214383 17213811 -518
Chr14 Complement NT_026437.10 AGATCAGCCTGACCA 72493513 MJD 72492995 72449175 -518 72492995 72449971 -518 72492937 72450705 -576
Chr12 Complement NT_029419.10 GGGTCACTCCCACCC 744588 LOC203967 744071 742552 -517 744071 742552 -517 744071 742552 -517
Chr18 Complement NT_010859.12 GGGTCCGCTTGACCC 3055700 LOC342839 3055183 3002868 -517 3055183 3002868 -517 3055183 3002868 -517
Chr5 Complement NT_023148.11 TGGTTATTCTGACCT 4030109 LOC345503 4029592 3800491 -517 4029592 3800491 -517 4029540 3800491 -569
Chr4 Complement NT_016606.15 AGGCCACACTGACCC 15058704 LOC348868 15058187 15046601 -517 15058187 15046601 -517 15058187 15046601 -517
Chr7 Complement NT_007819.13 AGGTTGCAGTGACCT 1566541 MAD1L1 1568251 1151106 1710 1566026 1151107 -515 1565442 1151124 -1099
Chr20 Normal NT_011362.8 CGGTCAGCAAGACCT 7138946 SFRS6 7139461 7145157 -515 7139461 7143104 -515 7139589 7142618 -643
Chr15 Normal NT_035325.4 GGGTCATGGTGACGG 1391097 LOC342242 1391611 1489584 -514 1391611 1489584 -514 1391611 1489584 -514
Chr8 Complement NT_023666.15 GGGGCAGGCTGACCG 374274 FLJ22246 373761 369846 -513 373761 369846 -513 373308 370313 -966
Chr5 Complement NT_006713.13 AGGTCACACTAACCC 9922931 LOC345786 9922418 9921158 -513 9922418 9921158 -513 9922418 9921158 -513
Chr22 Complement NT_019197.3 GGCTCGCCCTGACCT 284310 MAPK11 283797 277134 -513 283797 277134 -513 283712 278368 -598
Chr19 Complement NT_011109.15 TGGTCAGGCTGGCCT 28143310 MGC35045 28142799 28140573 -511 28142799 28140573 -511 28142624 28140784 -686
ChrX Normal NT_011757.12 GGGTCATGACGAGCC 10267053 FLJ30296 10267562 10326886 -509 10267562 10326886 -509 10267775 10326769 -722
Chr1 Complement NT_077386.2 AGCTCACCCCGACCC 4840212 LEPRE1 4839713 4819066 -499 4839703 4819066 -509 4839662 4819603 -550
Chr19 Complement NT_011109.15 AGGTTGAAGTGACCC 17953785 LOC339343 17953276 17951736 -509 17953276 17951736 -509 17952685 17952398 -1100
Chr22 Normal NT_011520.9 GGGTCACCTTGCCCC 9483172 LOC51219 9483681 9485158 -509 9483681 9485158 -509 9484511 9484759 -1339
Chr17 Complement NT_010641.13 GGGTCAGGCTGAACG 6935367 ATP5H 6934893 6926763 -474 6934859 6926763 -508 6930549 6926831 -4818
Chr1 Normal NT_032962.4 TGGTCTCGGTGACCT 949431 TSRC1 948812 955404 619 949939 955404 -508 951711 954668 -2280
Chr14 Complement NT_026437.10 GGGACAGGGTGACCT 30479906 LOC196913 30479399 30470407 -507 30479399 30470407 -507 30479399 30470407 -507
Chr6 Normal NT_025741.12 GGGTCTCCATGACCA 15413691 LOC221269 15414198 15414599 -507 15414198 15414599 -507 15414198 15414599 -507
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6031404 LOC222026 6030898 6029400 -506 6030898 6029400 -506 6030874 6029400 -530
Chr11 Normal NT_009237.15 AGATCATGCTGACCC 38684013 MADD 38684518 38745141 -505 38684518 38745141 -505 38689025 38744260 -5012
Chr17 Complement NT_010718.13 AGGCCAGCCTGACCA 5788611 FLJ90193 5788107 5785814 -504 5788107 5785814 -504 5787769 5785863 -842
Chr15 Complement NT_010194.15 GGGTCGTTCTGTCCC 13631114 FLJ36812 13630611 13624333 -503 13630611 13624333 -503 13630243 13625892 -871
Chr8 Normal NT_030737.7 TGGTCACATTGCCCT 3286904 LOC346823 3287407 3290164 -503 3287407 3290164 -503 3287407 3290164 -503
Chr3 Complement NT_005612.13 AGGTCACCGCAACCT 31639089 SNX4 31638586 31565023 -503 31638586 31565023 -503 31638544 31566151 -545
Chr17 Complement NT_010799.13 AGGTCAACCTGACTA 1106291 LOC339272 1105790 1085690 -501 1105790 1085690 -501 1086431 1085690 -19860
Chr8 Complement NT_008046.13 AGGTCAAAGTGCCCT 41431717 LOC346734 41431216 41389589 -501 41431216 41389589 -501 41431216 41389589 -501
ChrX Normal NT_011757.12 GGGTCAGTGGGACCC 3878781 REPS2 3879281 4080823 -500 3879281 4080202 -500 3954733 4080071 -75952
Chr19 Normal NT_011255.13 TGGTCAGGCTGATCT 913318 LOC148078 913817 915742 -499 913817 915742 -499 914547 915200 -1229
Chr8 Normal NT_023684.15 GGGACAAGATGACCT 32501 LY6E 32983 38367 -482 33000 36899 -499 35432 36281 -2931
Chr22 Normal NT_011520.9 GAGTCACACCGACCC 19161880 MGAT3 19162379 19194493 -499 19162379 19194493 -499 19192413 19194008 -30533
Chr8 Complement NT_008046.13 AGGTTACAGTGACCT 38791004 MTSS1 38958879 38781209 167875 38790505 38781209 -499 38788298 38783411 -2706
Chr11 Normal NT_033899.5 AGGTCTTGATGACCT 15707623 LOC283140 15708117 15776923 -494 15708117 15776923 -494 15775317 15775781 -67694
Chr12 Complement NT_029419.10 CGGTCATTTTGACCA 14905108 KRTHB5 14904615 14897098 -493 14904615 14897098 -493 14904495 14897943 -613
Chr12 Complement NT_019546.15 GTGTCGGTGTGACCC 16805649 EEA1 16805219 16651321 -430 16805158 16651321 -491 16805033 16651981 -616
Chr1 Complement NT_004668.15 AGGTCGTGGTGATCT 16234087 PACE-1 16233625 16192790 -462 16233596 16192790 -491 16228540 16193413 -5547
Chr7 Complement NT_007933.12 AGGTCACATTGATCC 27513652 LOC257408 27513162 27506211 -490 27513162 27506211 -490 27512862 27506443 -790
Chr11 Complement NT_009237.15 GGGTCAAGCTCACCT 28021380 RAG2 28020890 28014599 -490 28020890 28014599 -490 28016822 28015239 -4558
Chr6 Normal NT_007299.12 AGGGCACAGCGACCT 11151519 KCNQ5 11151982 11725753 -463 11152008 11725753 -489 11152091 11725310 -572
Chr8 Normal NT_008046.13 TTGTCATTCTGACCC 12347752 POP1 12347705 12390235 47 12348241 12388811 -489 12353739 12388672 -5987
Chr1 Complement NT_004668.15 AGGTCACTCTGCCCA 6348174 TAGLN2 6347706 6340304 -468 6347685 6340304 -489 6342700 6340991 -5474
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877035 CASP7 33877521 33929220 -486 33877521 33929220 -486 33890289 33927857 -13254
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877035 CASP7 33877521 33929220 -486 33877521 33929220 -486 33895811 33927857 -18776
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139795 LOC284589 141220 136227 1425 139309 136906 -486 137740 137273 -2055
Chr1 Complement NT_004321.15 TGGGCACAGTGACCC 113600 LOC348386 113115 69273 -485 113115 69273 -485 113115 69273 -485
Chr1 Complement NT_077926.1 AGGTCGCAGTGAGCC 877284 LOC348463 876799 875857 -485 876799 875857 -485 876799 875857 -485
Chr22 Complement NT_011520.9 AGGTCGTTTTGACTT 16481652 RABL4 16481454 16463309 -198 16481168 16463309 -484 16480805 16463409 -847
Chr1 Normal NT_026943.12 GGGTGGGAGTGACCC 3440069 CLCA3 3440551 3461651 -482 3440551 3461651 -482 3440569 3448872 -500
Chr9 Normal NT_078077.1 AGGCCAGGCTGACCT 9679 LOC349322 10161 11350 -482 10161 11350 -482 10376 10825 -697
Chr9 Normal NT_078078.1 AGGCCAGGCTGACCC 155262 LOC349328 155744 156934 -482 155744 156934 -482 156429 156731 -1167
Chr1 Normal NT_021877.15 AGGTCCTCATGACCA 3923676 LOC350652 3924155 3936682 -479 3924155 3936682 -479 3924155 3936682 -479
Chr10 Normal NT_030059.10 GGGTGAGACCGACCT 7166341 APM2 7166819 7169041 -478 7166819 7169041 -478 7166850 7168887 -509
Chr9 Complement NT_035014.3 TGGTCAGGCTGGCCT 1457892 LOC340471 1457414 1434897 -478 1457414 1434897 -478 1457414 1434897 -478
Chr1 Normal NT_034383.4 AGGTCAAATTTACCT 1009984 ACADM 1010460 1049361 -476 1010460 1049361 -476 1010651 1048626 -667
Chr3 Complement NT_005612.13 AGGTTGCAGTGACCT 44293758 DBR1 44293327 44279389 -431 44293282 44279751 -476 44293173 44280267 -585
Chr4 Complement NT_022792.15 TGCTCACCTTGACCT 1755735 LOC348874 1755260 1749354 -475 1755260 1749354 -475 1754491 1749376 -1244
Chr19 Normal NT_011109.15 AGGACAAAATGACCG 17850291 GEMIN7 17850671 17863000 -380 17850765 17863000 -474 17861591 17861986 -11300



Chr1 Complement NT_004873.14 GGGTCACTCTGACTC 217797 LOC126755 217323 178612 -474 217323 178612 -474 217253 179479 -544
Chr16 Complement NT_024812.10 GGGTCACTGCAACCT 5702177 LOC283964 5701703 5625072 -474 5701703 5646879 -474 5701640 5681232 -537
Chr10 Complement NT_077569.2 GGGTCATGCTGACAG 7639697 LOC221044 7639224 7626665 -473 7639224 7626665 -473 7638496 7626794 -1201
Chr16 Complement NT_010552.13 CGGTCGGGGCGACCC 1272609 CREBBP 1272148 1117995 -461 1272137 1117995 -472 1271343 1119145 -1266
Chr1 Normal NT_004852.15 AGGTCACACTGGCCA 268620 LOC284718 269090 270533 -470 269090 270533 -470 269264 270523 -644
Chr19 Complement NT_011109.15 GGGTCACAGCGCCCC 8270028 ZD52F10 8272772 8256341 2744 8269559 8256341 -469 8265085 8257836 -4943
Chr4 Complement NT_006081.15 GGGTCAGCGTGGCCT 662774 LOC339990 662306 661150 -468 662306 661150 -468 661960 661664 -814
Chr1 Complement NT_004511.15 GGGTCGGCGTTACCC 3064898 YARS 3065167 3022425 269 3064430 3023071 -468 3064430 3023167 -468
Chr7 Complement NT_007819.13 GCGTCACAATGACCT 7597907 ICA1 7597858 7448612 -49 7597441 7449077 -466 7571229 7449226 -26678
Chr12 Complement NT_019546.15 TGGTCAATCTGACAT 28960891 FLJ38508 28960426 28906038 -465 28960426 28906038 -465 28960404 28906288 -487
Chr3 Complement NT_006014.14 GGGTCACCGCGCCCC 582212 NICN1 581827 575453 -385 581747 575453 -465 581745 577339 -467
Chr20 Normal NT_011333.5 GGGGCAGGCTGACCC 1232808 TPD52L2 1233232 1259521 -424 1233273 1259516 -465 1233349 1257928 -541
Chr16 Complement NT_010498.13 AGGTTGCAGTGACCC 18991337 LOC146449 19002041 18975005 10704 18990873 18975300 -464 18990873 18982255 -464
Chr3 Normal NT_005612.13 AGGTCACAATTACCA 28681964 LOC151636 28682407 28693201 -443 28682428 28689748 -464 28682428 28689748 -464
Chr11 Complement NT_033903.5 AGGTCAAGATGAGCA 12542917 ALDH3B2 12542566 12530026 -351 12542454 12530026 -463 12534795 12531075 -8122
Chr12 Complement NT_029419.10 GGGTAGTCATGACCC 11592876 MLL2 11592413 11556067 -463 11592413 11558869 -463 11592413 11558869 -463
Chr2 Normal NT_005334.13 TGGCCAGTTTGACCT 5689188 ATP6V1C2 5689650 5751930 -462 5689650 5751930 -462 5689670 5750083 -482
Chr2 Complement NT_005403.13 AGGTAAGACTGACCC 77824270 IRS1 77823808 77759271 -462 77823808 77759271 -462 77822787 77819059 -1483
Chr1 Normal NT_004873.14 GGGTGAAATTGACCC 2442797 LOC284723 2442701 2445050 96 2443259 2445050 -462 2443618 2443938 -821
Chr2 Complement NT_005403.13 AGGTAAATTTGACCG 48222561 LOC91526 48334832 47991080 112271 48222099 48018587 -462 48211119 48019436 -11442
Chr6 Normal NT_025741.12 AGGTCGCAGTGAGCT 11518385 HSPC230 11518846 11541975 -461 11518846 11541975 -461 11530394 11541869 -12009
Chr10 Complement NT_077567.2 CGGACACCCTGACCT 827544 LOC349530 827083 809730 -461 827083 809730 -461 827083 809730 -461
Chr8 Normal NT_008251.13 AGGTTGCAGTGACCC 2092564 LOC347021 2093022 2228502 -458 2093022 2228502 -458 2093022 2228502 -458
Chr1 Normal NT_077957.1 TGGTCATGCTGGCCC 58335 CLCNKB 58712 72260 -377 58792 71916 -457 59428 71851 -1093
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6031355 LOC222026 6030898 6029400 -457 6030898 6029400 -457 6030874 6029400 -481
Chr17 Normal NT_010718.13 AGGCCGCTCTGACCC 15432227 LOC339184 15432683 15454581 -456 15432683 15449849 -456 15432852 15447867 -625
Chr13 Normal NT_024524.12 CGGTGAAGCTGACCT 22405109 LOC349952 22405562 22547745 -453 22405562 22547745 -453 22405562 22547745 -453
Chr20 Normal NT_011362.8 GGGTCACACCCACCT 8396348 WISP2 8396478 8409366 -130 8396800 8409366 -452 8396947 8408863 -599
Chr12 Complement NT_009775.13 TGGTCCTACTGACCT 10279310 LOC254686 10278862 10269918 -448 10278862 10269918 -448 10278862 10269918 -448
Chr11 Complement NT_035136.1 AGGTCAAGGTGTCCG 98687 LOC349705 98239 76341 -448 98239 76341 -448 98239 76341 -448
Chr11 Complement NT_078088.1 AGGTCAAGGTGTCCG 443295 LOC349707 442847 420945 -448 442847 420945 -448 442847 420945 -448
Chr4 Normal NT_016606.15 GGGTCACTGCAACCT 27335303 LOC351672 27335751 27357800 -448 27335751 27357800 -448 27335751 27357800 -448
Chr5 Normal NT_023133.11 AGGTCACATTCACCA 5281176 LOC351824 5281624 5355908 -448 5281624 5355908 -448 5281624 5355908 -448
Chr16 Normal NT_037887.3 GGGTCGCAGTGGCCC 1341504 CAB56184 1341951 1353353 -447 1341951 1353353 -447 1341968 1353093 -464
Chr10 Complement NT_008583.15 CTGTCATGCTGACCC 11764519 LOC219623 11764073 11723801 -446 11764073 11726788 -446 11763987 11726963 -532
Chr2 Complement NT_015926.13 GGGGCAGAGTGACCT 2136681 LOC343932 2136236 2010949 -445 2136236 2010949 -445 2136236 2010949 -445
Chr2 Normal NT_022184.12 TGGACACCTTGACCT 52276939 CCT7 52277342 52296064 -403 52277383 52296064 -444 52277439 52295921 -500
Chr8 Complement NT_008183.16 AGGTCGCAGTGAGCC 34476523 FLJ14007 34487172 34453699 10649 34476080 34456508 -443 34476066 34457480 -457
Chr1 Normal NT_004668.15 TGGTCAGCCTGACCT 6503318 KCNJ9 6503761 6511613 -443 6503761 6511613 -443 6506222 6510008 -2904
Chr5 Complement NT_023133.11 AGCTCACTGCGACCT 4345618 KIAA1935 4345179 4327907 -439 4345179 4327907 -439 4330314 4328947 -15304
Chr2 Normal NT_005403.13 AGCTCACTGCGACCT 41728707 LOC344053 41729145 41888292 -438 41729145 41888292 -438 41729213 41888292 -506
Chr19 Complement NT_011255.13 GGCTCGGGCTGACCT 139746 LOC284589 141220 136227 1474 139309 136906 -437 137740 137273 -2006
Chr15 Complement NT_010194.15 AGGTCAGGGTGAACC 2184918 TRPM1 2184481 2084094 -437 2184481 2084094 -437 2152793 2084582 -32125
Chr18 Complement NT_025004.13 GGGTCAACGGGACCC 454827 LOC342755 454391 450921 -436 454391 450921 -436 454391 450921 -436
Chr3 Normal NT_005612.13 GGGTCATTCCGTCCC 6452333 NIT2 6452722 6473635 -389 6452769 6473349 -436 6452790 6473266 -457
Chr11 Normal NT_033903.5 GGGTCAGCCTGAGCC 2580876 CGI-31 2581307 2609709 -431 2581307 2609709 -431 2581356 2608982 -480
Chr1 Complement NT_034410.4 AGGTCAAGCTGAACC 1753362 FLJ10748 1753058 1732540 -304 1752931 1732540 -431 1739624 1733419 -13738
Chr7 Normal NT_007914.12 AGGTAACCCTGACCT 10063991 FLJ36112 10064422 10073838 -431 10064422 10073838 -431 10064829 10066881 -838
Chr6 Complement NT_007592.13 TGGACATCATGACCC 37672038 GPR116 37719783 37617447 47745 37671607 37620817 -431 37671607 37620817 -431
Chr12 Complement NT_019546.15 GGGCCAGATCGACCC 30124333 CKAP4 30124099 30113982 -234 30123903 30113982 -430 30123819 30114992 -514
Chr8 Normal NT_030032.8 AGGTCGGGGTGACGC 324948 LOC346796 325378 358887 -430 325378 358887 -430 325378 358887 -430
Chr7 Complement NT_007741.12 GGGTCGCACTGTCCC 3218996 PTPRN2 3218629 2169900 -367 3218567 2169904 -429 3218510 2171557 -486
Chr7 Normal NT_007819.13 AGGTCGGGCTGAACC 33896418 LOC346444 33896846 33976381 -428 33896846 33976381 -428 33896846 33976381 -428
Chr12 Complement NT_019546.15 AGGTCACAGTGAGCC 25614331 SYCP3 25615438 25604619 1107 25613904 25604896 -427 25613904 25604896 -427
ChrX Complement NT_019686.7 TGCTCAGCGTGACCT 1362162 LOC347511 1361738 1357424 -424 1361738 1357424 -424 1361738 1357424 -424
Chr19 Complement NT_011295.10 GGGTCACTGTAACCT 4331252 PLINP-1 4330852 4322396 -400 4330828 4327824 -424 4330828 4327824 -424
Chr9 Normal NT_008470.15 AGGTCACCATGCCCT 11204336 LOC286369 11204758 11291361 -422 11204758 11291361 -422 11286512 11291325 -82176
Chr13 Normal NT_009952.13 TGATCACACTGACCT 19448473 LOC144920 19448894 19503820 -421 19448894 19503820 -421 19449178 19449489 -705
Chr7 Complement NT_034885.2 CGTTCAGCCTGACCC 655002 LOC285887 654581 651757 -421 654581 651757 -421 653507 653184 -1495
Chr9 Normal NT_008413.15 TGGTCCGGGTGACCT 37640633 KIAA0967 37641053 37736902 -420 37641053 37736902 -420 37682640 37736767 -42007
Chr2 Normal NT_005403.13 AGGTCTGGCTGACCC 83479779 ALPI 83480198 83484788 -419 83480198 83484073 -419 83480243 83483189 -464
Chr18 Normal NT_010966.13 CGGTCAACTTTACCC 23747665 LOC350548 23748083 23748532 -418 23748083 23748532 -418 23748083 23748532 -418
Chr4 Normal NT_016354.15 CCGTCACGCTGACCC 43768695 LOC344983 43769111 43842094 -416 43769111 43842094 -416 43778902 43842094 -10207
ChrX Complement NT_011568.12 GGGTGGGCTTGACCT 8739245 LOC286400 8738831 8738049 -414 8738831 8738049 -414 8738831 8738049 -414
Chr9 Normal NT_035014.3 AGGTCGTTCTGGCCC 3019764 MGC43306 3020178 3048159 -414 3020178 3048159 -414 3020357 3047485 -593
Chr10 Complement NT_017696.14 TGGTGAAGATGACCT 214574 LOC142946 214161 212176 -413 214161 212176 -413 214088 212267 -486
Chr4 Complement NT_022853.14 GGCTCACTGCGACCT 2193520 LOC345174 2193108 2192634 -412 2193108 2192634 -412 2193108 2192634 -412
Chr1 Normal NT_004487.15 AGGTCACAAAGACCC 9936246 LOC284646 9936657 9944377 -411 9936657 9944377 -411 9937526 9944250 -1280
Chr4 Complement NT_016354.15 AGCTCACAGTGACCA 35296351 LOC132704 35295941 35295356 -410 35295941 35295356 -410 35295941 35295356 -410
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6031307 LOC222026 6030898 6029400 -409 6030898 6029400 -409 6030874 6029400 -433
Chr1 Complement NT_032977.5 GGGTCAAGGTGACTC 20345382 PAI-RBP1 20344989 20290512 -393 20344974 20326864 -408 20344893 20327800 -489
Chr3 Normal NT_005825.15 AGGTCACGGAGACCA 6178447 TREX1 6178772 6199680 -325 6178855 6199680 -408 6178887 6197590 -440
Chr3 Normal NT_005825.15 AGGTCACGGAGACCA 6178447 TREX1 6178772 6199680 -325 6178855 6199680 -408 6198692 6199636 -20245
Chr3 Normal NT_005825.15 AGGTCACGGAGACCA 6178447 TREX1 6178772 6199680 -325 6178855 6197691 -408 6178887 6197590 -440
Chr21 Normal NT_011515.10 GGGTAGTCCTGACCC 865832 C21orf33 866234 878343 -402 866234 878330 -402 866318 877569 -486
Chr7 Normal NT_007758.10 AGGTCGCAGTGAGCC 11433177 LOC340259 11433578 11436335 -401 11433578 11436335 -401 11435028 11435348 -1851
Chr8 Normal NT_008046.13 AGGTCTTTTTGACCT 38680840 FLJ20772 38681240 38683271 -400 38681240 38683271 -400 38681347 38682693 -507
Chr17 Normal NT_024871.10 GGGTCACATCCACCT 522326 LOC284128 522726 524083 -400 522726 524083 -400 522839 523300 -513
Chr17 Normal NT_078100.1 GGGTCTCCTTGACCA 68114 LOC350487 68514 72326 -400 68514 72326 -400 68514 72326 -400
Chr10 Complement NT_037753.3 AGGTAGTGTTGACCC 510673 LOC340786 510274 478228 -399 510274 478228 -399 510274 478228 -399
Chr14 Normal NT_026437.10 GGGTCAGACAGACCT 51566115 LOC341904 51566514 51586468 -399 51566514 51586468 -399 51566514 51586468 -399
Chr14 Complement NT_026437.10 GGGTCGCTCTGTCCT 55309317 RPS6KL1 55309999 55292388 682 55308918 55292388 -399 55308285 55293293 -1032
Chr3 Complement NT_022517.15 AGGTCACGACCACCT 1603501 FLJ25449 1603183 1570814 -318 1603103 1570814 -398 1602925 1591914 -576
Chr21 Complement NT_011512.8 AGGCCAGCCTGACCA 10126110 LOC339621 10125712 10125228 -398 10125712 10125228 -398 10125712 10125228 -398
Chr19 Normal NT_011255.13 AGGCCAGCCTGACCA 441285 MADCAM1 436490 445342 4795 441683 445342 -398 441683 444965 -398
Chr2 Complement NT_005416.10 AGGTCAAGGTAACCT 1095866 LOC151512 1095469 1090912 -397 1095469 1090912 -397 1095371 1092769 -495
Chr10 Complement NT_030059.10 CCGTCAAGGTGACCT 404272 ANXA11 403981 353428 -291 403876 353428 -396 371165 354157 -33107
Chr3 Complement NT_022517.15 CGGTCAAGTTGACCA 9313252 EOMES 9312874 9306959 -378 9312856 9306959 -396 9312856 9307632 -396
Chr20 Normal NT_028392.4 GGGTCTGGGTGACCA 280648 LOC350975 281044 289397 -396 281044 289397 -396 281044 289397 -396
Chr19 Normal NT_011109.15 GGGCCGTCCTGACCC 22462202 CPT1C 22462597 22485178 -395 22462597 22485178 -395 22463700 22485052 -1498
Chr6 Complement NT_007592.13 AGGTCACAGTGACTG 17144372 HIST1H4H 17143978 17143605 -394 17143978 17143605 -394 17143978 17143667 -394
Chr4 Complement NT_016606.15 GGGTCATGTTGTCCT 25707157 LOC133332 25706763 25642274 -394 25706763 25642274 -394 25706763 25642274 -394
Chr9 Complement NT_024000.15 GGGTCAGGACCACCT 642457 CLIC3 642334 640139 -123 642064 640167 -393 641234 640212 -1223



Chr4 Complement NT_077444.2 CTGTCATTCTGACCT 1280500 SULT1B1 1285578 1251836 5078 1280107 1251836 -393 1280083 1251954 -417
Chr10 Normal NT_030059.10 GGGTCGGGGTGAACT 33877129 CASP7 33877521 33929220 -392 33877521 33929220 -392 33890289 33927857 -13160
Chr10 Normal NT_030059.10 GGGTCGGGGTGAACT 33877129 CASP7 33877521 33929220 -392 33877521 33929220 -392 33895811 33927857 -18682
Chr21 Complement NT_030188.2 TGGCCACCGTGACCT 536362 TFF1 535970 531717 -392 535970 531717 -392 535930 531914 -432
Chr17 Normal NT_010799.13 AGGTCAACCTGACTA 1106291 NLK 1106533 1260396 -242 1106682 1259577 -391 1106930 1258656 -639
Chr22 Complement NT_011520.9 GGGTCGGCCTGATCC 22414173 A4GALT 22413783 22385084 -390 22413783 22385084 -390 22386913 22385852 -27260
Chr1 Normal NT_004511.15 GAGTCACCCTGACCC 2469221 EIF3S2 2469611 2478788 -390 2469611 2478788 -390 2469628 2478382 -407
Chr2 Normal NT_005120.13 GGGTCTCTGTGACCC 4977444 LOC348736 4977833 4980229 -389 4977833 4980229 -389 4979882 4980154 -2438
Chr15 Normal NT_010194.15 GGGTCAATCTTACCT 10149925 LOC350137 10150314 10182453 -389 10150314 10182453 -389 10150314 10182453 -389
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139697 LOC284589 141220 136227 1523 139309 136906 -388 137740 137273 -1957
Chr10 Normal NT_024115.14 GGGTCAACACGCCCC 1035092 KIAA0982 1035478 1147318 -386 1035478 1118237 -386 1058096 1115284 -23004
Chr12 Normal NT_009759.15 AGGCCAGGGCGACCC 4874421 KCNA1 4874806 4876293 -385 4874806 4876293 -385 4874806 4876293 -385
Chr22 Complement NT_011519.10 GGGTCACAAGGACCT 1463082 KIAA0819 1462699 1422568 -383 1462699 1422568 -383 1462671 1425648 -411
Chr16 Normal NT_010393.13 AGTTCACCGTGACCT 10849008 MGC16824 10849390 10990097 -382 10849390 10985224 -382 10859647 10985016 -10639
Chr13 Complement NT_009952.13 AGGTCAAAGTGACAG 16809254 SLC10A2 16809159 16786026 -95 16808872 16786026 -382 16808275 16788159 -979
Chr17 Complement NT_010641.13 GGGTCAGACAGACCT 6419791 TREM5 6419409 6409118 -382 6419409 6409118 -382 6419404 6410681 -387
Chr5 Normal NT_023089.13 TGGTCAAAATGCCCT 1866381 LOC345422 1866762 1944997 -381 1866762 1944997 -381 1869004 1944997 -2623
Chr12 Complement NT_009714.15 AGGTCAGAGAGACCT 25325858 LOC349858 25325477 25311335 -381 25325477 25311335 -381 25325477 25311335 -381
Chr1 Complement NT_004547.15 GGGTCAAACTGAGCT 421114 LOC350775 420733 372679 -381 420733 372679 -381 420733 372679 -381
Chr2 Complement NT_005403.13 TGGCCAAGCTGACCC 41367592 LOC339720 41367213 41362322 -379 41367213 41362322 -379 41362820 41362533 -4772
Chr2 Normal NT_005403.13 AGGTTAAACTGACCT 32182396 LOC344314 32182775 32273995 -379 32182775 32273995 -379 32182775 32273995 -379
Chr1 Normal NT_004511.15 GGGTCACGGCGGCCC 7939326 FLJ10468 7939641 7956940 -315 7939704 7956940 -378 7939914 7955589 -588
Chr8 Complement NT_023666.15 TGGACACAGTGACCT 1160102 MGC22776 1231826 945078 71724 1159726 945081 -376 1159540 945208 -562
Chr17 Normal NT_024871.10 GGGTCAGGGTGAGCT 108047 LOC339221 108421 119556 -374 108421 119556 -374 108441 115384 -394
Chr14 Complement NT_026437.10 AGGGCAGGGTGACCC 55309291 RPS6KL1 55309999 55292388 708 55308918 55292388 -373 55308285 55293293 -1006
Chr17 Complement NT_010641.13 AGGGCACAGTGACCA 8564537 LOC283993 8564165 8561497 -372 8564165 8561497 -372 8562086 8561661 -2451
Chr6 Normal NT_007422.12 AGGGCACAGTGACCT 384579 LOC346060 384951 393285 -372 384951 393285 -372 384981 393285 -402
Chr19 Complement NT_011295.10 GGCTCACTGCGACCT 3775259 LOC90576 3774887 3763633 -372 3774887 3763633 -372 3774686 3764082 -573
Chr13 Complement NT_009952.13 AGGTGAGAGCGACCC 24049550 COL4A1 24049180 23891076 -370 24049180 23891076 -370 24049050 23892386 -500
Chr7 Complement NT_007819.13 GGGTGGCGTTGACCT 7597725 ICA1 7597858 7448612 133 7597355 7448612 -370 7571229 7449226 -26496
Chr2 Complement NT_005403.13 TGGTCATACTCACCT 48922853 LOC343987 48922484 48835179 -369 48922484 48835179 -369 48922484 48835179 -369
Chr7 Normal NT_034885.2 GGGTCTTACTGACCC 58529 DPP6 58897 314527 -368 58897 314527 -368 58897 313556 -368
Chr4 Normal NT_016606.15 AGGTCGCAGTGAGCT 15463885 LOC339961 15464253 15465455 -368 15464253 15465455 -368 15464946 15465233 -1061
Chr2 Complement NT_005416.10 ACGTCAAAGCGACCT 135086 NDUFA10 134778 4955 -308 134719 70138 -367 134698 70515 -388
Chr22 Complement NT_011520.9 GGGTCAGTGTAACCA 9368262 NIPSNAP1 9367895 9341369 -367 9367895 9341369 -367 9367640 9342493 -622
Chr1 Normal NT_004511.15 GGGTCGCGCAGACCC 2609421 STK22C 2609383 2611490 38 2609785 2611490 -364 2609888 2611442 -467
Chr11 Normal NT_033899.5 GGGTCCAGCTGACCT 27429598 LOC219871 27429961 27430896 -363 27429961 27430896 -363 27429961 27430896 -363
Chr4 Complement NT_016297.14 AGCTCAGCCCGACCC 4837000 LOC253981 4836640 4741065 -360 4836640 4760900 -360 4836552 4781653 -448
Chr7 Complement NT_007819.13 TGGTCACTGTGGCCT 28164659 LOC346424 28164300 28162794 -359 28164300 28162794 -359 28164300 28162794 -359
Chr3 Complement NT_005927.15 GGGTCAGGGTGCCCC 10678920 ATP2B2 10678562 10298538 -358 10678562 10298538 -358 10420073 10299344 -258847
Chr19 Normal NT_011109.15 AGGTTGCCCTGACCT 27859594 EPS8R1 27851578 27867480 8016 27859950 27867480 -356 27856003 27867172 3591
Chr19 Normal NT_011109.15 AGGTTGCCCTGACCT 27859594 EPS8R1 27851578 27867480 8016 27859950 27867480 -356 27860052 27867172 -458
Chr16 Normal NT_019609.11 AGGTCGTGGTGACGT 2620848 LOC342395 2621203 2630439 -355 2621203 2630439 -355 2621203 2630439 -355
Chr6 Normal NT_007299.12 GGGTCAAGATGAGCC 18972924 LOC340171 18973278 18993095 -354 18973278 18993095 -354 18983147 18992968 -10223
Chr21 Normal NT_011512.8 GGGTGGGAGTGACCC 20964027 LOC343766 20964381 21102107 -354 20964381 21102107 -354 20964381 21102107 -354
Chr20 Complement NT_011387.8 GGGTCACTCCCACCC 2421741 MGC10715 2429778 2402469 8037 2421388 2412490 -353 2414541 2403807 -7200
Chr22 Normal NT_011520.9 GGGTCAGGGCGACGC 3712541 GSTT2 3712788 3716667 -247 3712893 3716667 -352 3712958 3716366 -417
Chr3 Complement NT_005999.15 GGGTTGCCATGACCT 1427340 TNNC1 1426988 1424042 -352 1426988 1424048 -352 1426961 1424221 -379
Chr17 Complement NT_010718.13 CGGGCATGGTGACCC 6061633 GPS2 6071543 6054871 9910 6061285 6054871 -348 6057262 6054966 -4371
Chr17 Complement NT_010718.13 CGGGCATGGTGACCC 6061633 GPS2 6071543 6054871 9910 6061285 6054871 -348 6071522 6058333 9889
Chr9 Normal NT_035014.3 GGGTCACGGCGACAC 2530344 C9orf9 2530690 2542534 -346 2530690 2542357 -346 2536275 2540938 -5931
Chr6 Normal NT_034880.2 GGGCCAGGCCGACCC 4716336 CDYL 4646392 4895776 69944 4716682 4895776 -346 4717017 4894289 -681
Chr9 Complement NT_008413.15 AGGGCAGCGCGACCC 32541166 TP53BPL 32542602 32530825 1436 32540820 32530825 -346 32533833 32531386 -7333
Chr17 Complement NT_010641.13 GGGGCACCGTGACCG 6811501 USH1G 6811155 6803980 -346 6811155 6803980 -346 6810972 6805972 -529
Chr1 Complement NT_034383.4 AGGTCAAATTTACCT 1009984 LOC343221 1009639 900749 -345 1009639 900749 -345 1009639 900749 -345
Chr7 Normal NT_007741.12 TGGTCTCCTCGACCC 3775994 LOC352214 3776339 3800841 -345 3776339 3800841 -345 3776339 3800841 -345
Chr7 Normal NT_007758.10 ATGTCACAGTGACCC 1721350 MGC42415 1721695 1760151 -345 1721695 1760151 -345 1742339 1760090 -20989
Chr7 Normal NT_007758.10 GGGTCATCCCGACCA 2973544 LOC202750 2973888 2975414 -344 2973888 2975414 -344 2973995 2975356 -451
Chr17 Complement NT_010718.13 AGGTCGGGCTGGCCT 4164205 NUP88 4163861 4130035 -344 4163861 4130285 -344 4163835 4130391 -370
Chr9 Complement NT_008470.15 GGGTCAGTACCACCC 33696060 CRAT 33695718 33679710 -342 33695718 33679710 -342 33692955 33680311 -3105
Chr2 Normal NT_022135.13 AGGTCACCCTGGCCT 8688807 TSAP6 8689126 8730967 -319 8689149 8730967 -342 8710815 8728656 -22008
Chr15 Normal NT_010274.15 CGGTCACAATTACCC 4596847 ABHD2 4597188 4705722 -341 4597188 4704508 -341 4625086 4704181 -28239
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139648 LOC284589 141220 136227 1572 139309 136906 -339 137740 137273 -1908
Chr19 Complement NT_011109.15 AGGTGAGGGCGACCT 27072701 ILT8 27072363 26992588 -338 27072363 26992588 -338 27072363 26992588 -338
Chr1 Complement NT_021877.15 AGGTCACAGTGACGT 409282 IL10 408946 404055 -336 408946 404055 -336 408887 405088 -395
Chr16 Normal NT_037887.3 GGGTCAGGTTGACGG 1961729 TBL3 1962058 1968945 -329 1962065 1968752 -336 1962167 1968687 -438
Chr9 Normal NT_008470.15 GGGTTGAAGTGACCC 3991404 LOC352734 3991739 4005217 -335 3991739 4005217 -335 3991739 4005217 -335
Chr10 Complement NT_077575.2 TGGTCAGGTTGATCC 68972 SFTPA2 68640 64144 -332 68637 64144 -335 67726 65452 -1246
Chr7 Normal NT_007933.12 CGGTCAAGGTGACCA 25320325 FLJ37538 25320659 25326006 -334 25320659 25326006 -334 25320681 25325110 -356
Chr1 Normal NT_004525.15 AGGTCATAGTGAGCT 276567 HSPC163 276857 299456 -290 276900 295998 -333 276932 295829 -365
Chr17 Complement NT_010783.13 GGGTCACCATGACCC 10261520 LOC342601 10261187 10255200 -333 10261187 10255200 -333 10261187 10255200 -333
Chr1 Complement NT_004511.15 GGGTCAGACGGACCT 6697934 NOR1 6697603 6662980 -331 6697603 6665059 -331 6685937 6665291 -11997
Chr5 Normal NT_029289.9 GGGTCACTATGACTG 944052 FLJ20288 944357 1092089 -305 944382 1014989 -330 1068868 1081931 -124816
Chr8 Normal NT_023736.15 AGGTCATTTAGACCC 2704639 LOC352425 2704969 2734480 -330 2704969 2734480 -330 2704969 2734480 -330
Chr19 Normal NT_011109.15 AGGTTGCAGTGACCT 8871574 OVOL3 8871904 8872831 -330 8871904 8872831 -330 8871970 8872781 -396
Chr1 Complement NT_004671.15 TGCTCAACCTGACCT 13485065 PTPN7 13484756 13471127 -309 13484735 13471127 -330 13483514 13472718 -1551
Chr1 Complement NT_004671.15 TGCTCAACCTGACCT 13485065 PTPN7 13484756 13471127 -309 13484735 13471127 -330 13483631 13472718 -1434
Chr10 Complement NT_033985.5 AGGTCAGGGTGACTC 1398078 LOC340759 1397750 1365231 -328 1397750 1365231 -328 1397750 1365231 -328
Chr13 Complement NT_024524.12 AGGTCATTCTGCCCT 6028784 MADH9 6068866 5996812 40082 6028457 5996812 -327 6028317 5997304 -467
Chr1 Normal NT_004487.15 AGGTGACCTTGACCA 6442059 LOC343312 6442381 6534045 -322 6442381 6534045 -322 6442381 6534045 -322
Chr5 Complement NT_023089.13 GGGTCGCCCTGACCC 847598 LOC285633 847277 846298 -321 847277 846298 -321 846672 846370 -926
Chr15 Normal NT_035325.4 GGGTCATATTTACCC 2831456 LOC145757 2831773 2846238 -317 2831773 2846238 -317 2843577 2844050 -12121
Chr10 Normal NT_030059.10 TGGTCAATGTGAGCT 40795962 LOC283088 40796279 40798187 -317 40796279 40798187 -317 40796381 40796767 -419
Chr20 Normal NT_030871.1 AGTTCAGTCTGACCC 822927 LOC339607 823244 824906 -317 823244 824906 -317 824166 824591 -1239
Chr16 Normal NT_019609.11 TGGTCAGTTTCACCC 278198 COX4I1 278514 285926 -316 278514 285926 -316 280130 285798 -1932
Chr3 Normal NT_005612.13 GGGTCACTGCAACCT 180701 FLJ22609 180988 244784 -287 181017 244745 -316 181125 244488 -424
Chr20 Complement NT_011362.8 GGGTCACTCTGTCCC 1154691 LOC343577 1154376 1097788 -315 1154376 1097788 -315 1154376 1097788 -315
Chr1 Normal NT_004487.15 GGGGCAACGTGACCG 2299729 PRDX6 2300015 2322381 -286 2300044 2311504 -315 2300095 2310560 -366
Chr14 Normal NT_026437.10 ATGTCACTCTGACCA 68197056 LOC283586 68197369 68224730 -313 68197369 68224730 -313 68197453 68224302 -397
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877209 CASP7 33877521 33929220 -312 33877521 33929220 -312 33890289 33927857 -13080
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877209 CASP7 33877521 33929220 -312 33877521 33929220 -312 33895811 33927857 -18602
Chr1 Complement NT_077927.1 GGCTCACTGCGACCT 741167 LOC126598 740857 739842 -310 740857 739842 -310 740820 739912 -347
Chr6 Normal NT_007592.13 TGGTCATCCTGACTT 21878189 LOC285834 21878499 21884167 -310 21878499 21884167 -310 21880747 21881082 -2558



Chr6 Normal NT_033951.3 TGGTCATCCTGACTT 2472887 LOC285834 2473197 2478867 -310 2473197 2478867 -310 2475446 2475781 -2559
Chr6 Normal NT_034874.2 TGGTCATCCTGACTT 2325077 LOC285834 2325387 2331056 -310 2325387 2331056 -310 2327635 2327970 -2558
Chr19 Complement NT_011109.15 AGGTTAGAATGACCC 13001090 FLJ13265 13000810 12996340 -280 13000782 12996340 -308 13000766 12997723 -324
Chr3 Normal NT_022459.12 CGGCCACCGTGACCC 5483881 GPR27 5484189 5485642 -308 5484189 5485642 -308 5484515 5485642 -634
Chr3 Normal NT_022517.15 AGGTCACAATAACCC 15385649 PDCD6IP 15385956 15457068 -307 15385956 15454371 -307 15386095 15453891 -446
Chr9 Complement NT_035014.3 GGGTCCCACTGACCC 3020217 SURF4 3019910 3005280 -307 3019910 3005280 -307 3019780 3007309 -437
Chr19 Normal NT_011255.13 AGGTTGCAGTGACCC 6301261 CLPP 6301463 6308913 -202 6301567 6308912 -306 6301586 6308721 -325
Chr11 Complement NT_009237.15 AGGTCAATACGAACT 365989 ASCL3 365684 360223 -305 365684 360223 -305 360812 360267 -5177
Chr14 Normal NT_026437.10 GGGTCGCCGTCACCC 73593338 C14orf130 73593458 73615602 -120 73593643 73615602 -305 73601328 73613422 -7990
Chr1 Complement NT_077984.1 GGGTCAGGCCCACCC 73352 FLJ14100 73047 70787 -305 73047 70787 -305 72446 71793 -906
Chr21 Normal NT_030188.2 GGGTCGCCAGGACCC 1048777 NDUFV3 1049080 1079098 -303 1049080 1078535 -303 1066366 1078457 -17589
Chr16 Normal NT_019609.11 CGGGCATGCTGACCC 278213 COX4I1 278514 285926 -301 278514 285926 -301 280130 285798 -1917
Chr20 Complement NT_028392.4 AGGTCAGGGTGACAC 2429239 APBA2BP 2428994 2411662 -245 2428939 2412212 -300 2423966 2412404 -5273
Chr20 Complement NT_028392.4 AGGTCAGGGTGACAC 2429239 APBA2BP 2428994 2411662 -245 2428939 2412212 -300 2428926 2412404 -313
Chr6 Complement NT_007592.13 AGGTCAATCTGTCCG 32500225 TFEB 32500473 32448844 248 32499925 32448844 -300 32456078 32449464 -44147
Chr8 Normal NT_023684.15 CGGTCACCCCGACCT 32702 LY6E 32983 38367 -281 33000 36899 -298 35432 36281 -2730
Chr11 Complement NT_033899.5 TGGTCCTGTTGACCT 21344072 MSP 21343791 21315038 -281 21343775 21315039 -297 21333060 21316633 -11012
Chr3 Normal NT_005825.15 AGGTGAGGGTGACCC 4598999 LOC344825 4599295 4600060 -296 4599295 4600060 -296 4599295 4600060 -296
Chr2 Normal NT_005403.13 AGGTTGAAATGACCT 25066877 LOC351320 25067173 25095221 -296 25067173 25095221 -296 25067173 25095221 -296
Chr16 Normal NT_010552.13 GGGTCAGAAGGACCT 456443 NK4 456739 461077 -296 456739 460977 -296 457239 460782 -796
Chr11 Normal NT_028310.10 GGGTCAGAGTGTCCA 1683646 SLC22A1L 1681362 1706880 2284 1683942 1706870 -296 1684985 1706836 -1339
Chr2 Complement NT_005416.10 GGGTCGTCCTGGCCC 1212001 LOC130916 1211706 1204993 -295 1211706 1206582 -295 1211668 1206584 -333
Chr16 Complement NT_019609.11 AGGTTAAGCTGACCC 1624661 LOC339095 1624366 1562784 -295 1624366 1562784 -295 1624366 1562784 -295
Chr2 Normal NT_005403.13 CTGTCATCATGACCT 23547013 LOC344177 23547308 23578652 -295 23547308 23578652 -295 23547308 23578652 -295
Chr1 Normal NT_077913.1 GGCTCAAATTGACCG 184744 LOC350844 185039 192152 -295 185039 192152 -295 186116 192114 -1372
Chr17 Normal NT_010718.13 AGGACATCTCGACCC 2418704 MGC2963 2418999 2419848 -295 2418999 2419848 -295 2419331 2419663 -627
Chr19 Complement NT_011255.13 GGCTCACTGCGACCT 4279111 STAP2 4278818 4264041 -293 4278818 4264041 -293 4278750 4264130 -361
Chr22 Normal NT_011520.9 TGGTCATCCTGAGCC 18723540 LOC284917 18723832 18725410 -292 18723832 18725410 -292 18724654 18724965 -1114
Chr1 Complement NT_026943.12 GGGTCAGAATGACCT 1562236 LOC350673 1561945 1544014 -291 1561945 1544014 -291 1561945 1544014 -291
Chr1 Complement NT_037485.3 AGATCAGCCTGACCA 320303 LOC350724 320012 309031 -291 320012 309031 -291 319979 309031 -324
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139599 LOC284589 141220 136227 1621 139309 136906 -290 137740 137273 -1859
Chr11 Normal NT_035086.3 GGGTCTCCCTGACCG 168347 LOC340967 168635 171632 -288 168635 171632 -288 168635 171632 -288
Chr6 Complement NT_034874.2 AGATCAGAATGACCG 1384358 TRIM31 1384286 1374079 -72 1384070 1374079 -288 1383985 1374716 -373
Chr17 Complement NT_010799.13 GGGTCATGATGAACG 2244709 TIAF1 2244423 2137530 -286 2244423 2137530 -286 2230951 2138781 -13758
Chr7 Complement NT_007819.13 GGGTGGCGTTGACCT 7597725 ICA1 7597858 7448612 133 7597441 7449077 -284 7571229 7449226 -26496
Chr6 Complement NT_025741.12 GGGTCAGGGTGCCCA 16745513 LAMA4 16745278 16599506 -235 16745231 16599506 -282 16744781 16600069 -732
Chr22 Normal NT_011520.9 TGGTCTGGGCGACCT 9390059 NF2 9390132 9485152 -73 9390340 9481610 -281 9390557 9481360 -498
Chr16 Normal NT_010542.13 CGCTCATTCTGACCC 427727 CDT1 428007 433486 -280 428007 433486 -280 428061 432507 -334
Chr7 Normal NT_007819.13 GGGTAAAAATGACCT 6612269 LOC285928 6612548 6614968 -279 6612548 6614968 -279 6614307 6614582 -2038
Chr20 Normal NT_011362.8 GAGTCACAGTGACCT 13482047 SLC9A8 13482326 13561680 -279 13482326 13561680 -279 13482368 13557381 -321
ChrX Normal NT_011757.12 GGGTCACCCCGGCCT 10840312 FLJ25444 10840385 10872091 -73 10840590 10872091 -278 10842887 10871887 -2575
Chr14 Normal NT_026437.10 CGGTCAACTAGACCC 82525993 WDR20 82526253 82610050 -260 82526271 82596907 -278 82526302 82596258 -309
Chr7 Normal NT_007758.10 GGGTGACCTTGACCC 11901093 GTF2IRD1 11901370 12050161 -277 11901370 12050160 -277 11955661 12050010 -54568
Chr5 Complement NT_006576.13 CGGTCAGGGAGACCC 23724775 LOC345556 23724498 23702296 -277 23724498 23702296 -277 23724498 23702296 -277
Chr9 Normal NT_008470.15 TGGTCACCCTGACGT 25656789 LOC347167 25657066 25659905 -277 25657066 25659905 -277 25657066 25659905 -277
Chr19 Complement NT_011109.15 AGGTGAGGGCGACCT 27072701 LILRA3 27072455 27068048 -246 27072425 27068048 -276 27072363 27068236 -338
Chr11 Complement NT_033899.5 GGGTAAGGGTGACCT 34481985 LOC341080 34481710 34363575 -275 34481710 34363575 -275 34481710 34363575 -275
Chr20 Complement NT_028392.4 GGGACAGGATGACCA 2429213 APBA2BP 2428994 2411662 -219 2428939 2412212 -274 2423966 2412404 -5247
Chr20 Complement NT_028392.4 GGGACAGGATGACCA 2429213 APBA2BP 2428994 2411662 -219 2428939 2412212 -274 2428926 2412404 -287
Chr1 Normal NT_004668.15 GGGACAAAATGACCT 4711932 CD1C 4711978 4715808 -46 4712205 4715808 -273 4712256 4715667 -324
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877249 CASP7 33877521 33929220 -272 33877521 33929220 -272 33890289 33927857 -13040
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877249 CASP7 33877521 33929220 -272 33877521 33929220 -272 33895811 33927857 -18562
Chr21 Complement NT_011515.10 AGGTCACGGTGGCCT 1606749 PTTG1IP 1606479 1582251 -270 1606479 1582251 -270 1606269 1584234 -480
Chr12 Complement NT_009482.13 AGGTCACATTGACAG 341088 LOC347932 340819 306333 -269 340819 306333 -269 340819 306333 -269
Chr10 Complement NT_024115.14 GGGTCAACACGCCCC 1035092 IDI1 1035110 1025848 18 1034825 1026029 -267 1030083 1027127 -5009
Chr13 Complement NT_009952.13 TGGTCACCCTGCCCT 16541300 KDELC1 16541033 16526308 -267 16541033 16526308 -267 16540696 16526521 -604
Chr9 Normal NT_008470.15 GGGTCAGTACCACCC 33696060 PPP2R4 33695879 33733859 181 33696327 33733859 -267 33696515 33732378 -455
Chr11 Normal NT_009237.15 AGGTCGTCCTGACTC 9816950 LDHA 9817170 9830497 -220 9817215 9830497 -265 9819494 9829932 -2544
Chr2 Normal NT_005403.13 GGCTCGTCTTGACCT 54730271 CD28 54730535 54761893 -264 54730535 54761893 -264 54730757 54758972 -486
Chr22 Complement NT_011521.2 AGGTCAGGCTGACAC 411553 LOC343898 411289 385937 -264 411289 385937 -264 410067 385937 -1486
Chr12 Complement NT_009759.15 AGGTCACGGTGCCCA 4396539 LOC341517 4396277 4392226 -262 4396277 4392226 -262 4396277 4392226 -262
Chr20 Normal NT_011387.8 AGGCCAGTCTGACCT 2959629 LOC92492 2959890 2962110 -261 2959890 2962110 -261 2961096 2961761 -1467
Chr20 Normal NT_030871.1 GGGTCAGGCCGAACC 774337 SS18L1 774598 813313 -261 774598 813313 -261 774650 810037 -313
Chr18 Normal NT_025004.13 GGGTCAAACTGACAT 663799 SDCCAG33 589407 668332 74392 664058 668332 -259 665125 667187 -1326
Chr20 Complement NT_011362.8 GGGTCAAATTGAACA 13856830 LOC350923 13856572 13855557 -258 13856572 13855557 -258 13855832 13855557 -998
Chr20 Complement NT_011333.5 AGGACGGTGTGACCC 173826 LOC284733 173570 167445 -256 173570 167445 -256 169040 168735 -4786
ChrX Normal NT_011786.13 GGGTCGTATTGACAC 4242491 OCRL 4242747 4295023 -256 4242747 4295023 -256 4242912 4292742 -421
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 BLu 1499356 1493619 898 1498204 1493619 -254 1498083 1493914 -375
Chr19 Complement NT_011109.15 TGGTCAGGCTGACCA 21385263 FLJ20200 21385009 21372257 -254 21385009 21372257 -254 21384819 21372556 -444
Chr10 Complement NT_008583.15 AGGTCAGCATCACCT 27199094 LOC338584 27198840 27188531 -254 27198840 27188531 -254 27198365 27188669 -729
Chr3 Normal NT_005999.15 AGGTCAGCCTGTCCC 1345652 XLHSRF-1 1289450 1373437 56202 1345906 1372716 -254 1345906 1372715 -254
Chr8 Complement NT_037704.3 GGGTCATGGTGCCCA 708414 ZNF16 712820 692305 4406 708160 692305 -254 708115 692683 -299
Chr7 Complement NT_007933.12 GGGTCACTGCAACCT 26147651 FLJ14117 26147446 26138485 -205 26147398 26139017 -253 26147358 26140783 -293
Chr11 Normal NT_033927.5 AGGTCAATAAGACCA 9897332 LOC338698 9897585 9914634 -253 9897585 9914634 -253 9897585 9914634 -253
Chr2 Normal NT_022184.12 AGATCAGCCTGACCA 27155793 LOC339738 27156046 27160885 -253 27156046 27160885 -253 27156752 27157129 -959
Chr8 Normal NT_023684.15 AGGCCAGCCTGACCA 774343 LOC286079 774595 776591 -252 774595 776591 -252 774917 775348 -574
Chr17 Normal NT_010718.13 TGGTCCTCGTGACCT 13460514 LOC339179 13460764 13480986 -250 13460764 13480986 -250 13460764 13480986 -250
Chr5 Normal NT_006431.13 AGGTCCGACTGACCA 2970183 LOC257396 2970430 2975699 -247 2970430 2975696 -247 2974677 2974979 -4494
Chr11 Normal NT_033927.5 AGCTCATCATGACCA 1709664 LOC283203 1709907 1712298 -243 1709907 1712298 -243 1711755 1712087 -2091
Chr19 Normal NT_011109.15 CGGTCACTGGGACCT 8695997 MGC2656 8695612 8704313 385 8696240 8704313 -243 8698546 8704139 -2549
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139551 LOC284589 141220 136227 1669 139309 136906 -242 137740 137273 -1811
Chr8 Complement NT_008183.16 AGGTGAATTTGACCT 5469773 RB1CC1 5469540 5377567 -233 5469531 5377567 -242 5440577 5378890 -29196
Chr20 Complement NT_011333.5 GAGTCAGTCTGACCT 729619 CHRNA4 729378 713081 -241 729378 713081 -241 729147 714720 -472
Chr7 Normal NT_007933.12 AGGTTGGAATGACCT 25138852 LOC346604 25139093 25148242 -241 25139093 25148242 -241 25139093 25148242 -241
Chr1 Complement NT_021937.15 AGGCCAGCCTGACCA 2736720 LOC350664 2736479 2718579 -241 2736479 2718579 -241 2736479 2718579 -241
Chr19 Complement NT_011109.15 TGGTCAGGTTGCCCT 14171714 RRP46 14171591 14160499 -123 14171474 14160499 -240 14171451 14160756 -263
Chr12 Normal NT_009759.15 GTGTCATGGTGACCA 2767203 LOC144695 2767442 2768240 -239 2767442 2768240 -239 2767707 2767997 -504
Chr2 Complement NT_005403.13 GGGTCGCAGTGAGCC 82458713 LOC339755 82458474 82457816 -239 82458474 82457816 -239 82458470 82458099 -243
Chr19 Complement NT_011295.10 GGGTGACACTGACCT 12623472 LOC350634 12623234 12598047 -238 12623234 12598047 -238 12623234 12598047 -238
Chr10 Normal NT_030059.10 GGGTGAACTTGACCC 7857971 PAPSS2 7858176 7944894 -205 7858206 7944364 -235 7858287 7944275 -316
Chr9 Complement NT_024000.15 AGGTCGGGAGGACCC 512051 EDF1 511856 507650 -195 511817 507650 -234 511789 507815 -262
Chr12 Complement NT_009714.15 AGTTCATGCTGACCT 1146043 LOC196484 1145810 1141769 -233 1145810 1141769 -233 1142316 1141996 -3727
Chr5 Normal NT_006431.13 TGGTCAAGGGGACCT 6769983 MGC33648 6769846 6777755 137 6770216 6777472 -233 6770216 6777472 -233



Chr10 Normal NT_030059.10 GGGTCAGGGTGAACG 33877289 CASP7 33877521 33929220 -232 33877521 33929220 -232 33890289 33927857 -13000
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACG 33877289 CASP7 33877521 33929220 -232 33877521 33929220 -232 33895811 33927857 -18522
Chr22 Normal NT_011519.10 GGGTCACTGTCACCT 1187620 LOC284856 1187852 1189136 -232 1187852 1189136 -232 1188644 1188952 -1024
Chr10 Normal NT_030059.10 GGGTCACCGCGGCCC 30696003 DUSP5 30696154 30709853 -151 30696234 30709853 -231 30696438 30708742 -435
Chr6 Normal NT_023451.12 GGGCCACCCCGACCC 7073760 ELD 7072733 7503857 1027 7073990 7502660 -230 7074047 7502481 -287
Chr9 Complement NT_023935.15 GGGTCGCGATGCCCC 15721301 MGC10999 15721340 15702668 39 15721071 15703116 -230 15719788 15703865 -1513
ChrX Complement NT_025965.11 AGGTCCCTCTGACCT 549741 RENBP 549511 540002 -230 549511 540002 -230 549146 540018 -595
Chr6 Complement NT_033951.3 GGGCCATGATGACCA 1213674 HCGIV 1213446 1211435 -228 1213446 1211435 -228 1213123 1212149 -551
Chr14 Normal NT_026437.10 GGGTCAGCTCGCCCC 83994123 LOC350106 83994351 84015401 -228 83994351 84015401 -228 83994493 84015401 -370
ChrX Complement NT_078110.1 CGCTCAGCCTGACCT 99405 LOC352874 99177 98905 -228 99177 98905 -228 99177 98905 -228
Chr19 Normal NT_011109.15 TGGTCAGGTTGCCCT 14171714 BCKDHA 14171941 14205865 -227 14171941 14199124 -227 14171951 14198731 -237
Chr19 Complement NT_011255.13 GGGTCAGGGCCACCT 6660886 C3 6660660 6617715 -226 6660660 6617878 -226 6660600 6617893 -286
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20713565 LOC340128 20713791 20717092 -226 20713791 20717092 -226 20716411 20716704 -2846
Chr2 Normal NT_005403.13 GGGTCACAAGGACCT 83574529 EIF4EL3 83574710 83607685 -181 83574754 83593252 -225 83574768 83593060 -239
Chr19 Complement NT_011295.10 GGGTCACTCCCACCC 1384171 COL5A3 1383949 1333039 -222 1383949 1333039 -222 1383863 1333889 -308
Chr1 Complement NT_077964.1 GGGCCAGGCTGACCC 16207 LOC284628 15985 12377 -222 15985 12377 -222 12873 12517 -3334
Chr9 Normal NT_078045.1 AGTTCAGCCTGACCG 89443 LOC352634 89665 126772 -222 89665 126772 -222 89665 126772 -222
Chr6 Complement NT_007592.13 AGGTCATGGTGACCA 35022620 SLC35B2 35022399 35018970 -221 35022399 35018970 -221 35022274 35019570 -346
Chr2 Complement NT_022184.12 GGGTCATGCTGACCT 30268876 LOC344393 30268656 30160309 -220 30268656 30160309 -220 30268656 30160309 -220
Chr8 Normal NT_008046.13 AGGTTGCAGTGACCT 8986220 LOC286148 8986437 9022245 -217 8986437 9022245 -217 9008098 9020311 -21878
Chr15 Complement NT_010194.15 TGGTCAGACTGATCT 49762316 LOC338958 49762099 49731331 -217 49762099 49731331 -217 49762099 49731331 -217
Chr1 Complement NT_021937.15 GGGTCAGACTGGCCG 203355 LOC343061 203140 198243 -215 203140 198243 -215 203140 198243 -215
Chr15 Complement NT_010194.15 CTGTCACGATGACCC 48694734 FLJ14594 48711109 48691769 16375 48694520 48691769 -214 48693733 48692786 -1001
Chr8 Normal NT_030032.8 AGGTCATCCCCACCC 325164 LOC346796 325378 358887 -214 325378 358887 -214 325378 358887 -214
Chr3 Normal NT_005612.13 GTGTCATAGTGACCA 39608934 LOC285197 39609146 39636870 -212 39609146 39636870 -212 39609146 39636870 -212
Chr2 Complement NT_005079.12 AGGGCACTTTGACCC 3912742 LOC344227 3912530 3893266 -212 3912530 3893266 -212 3912493 3893266 -249
Chr6 Complement NT_007592.13 TGGTCAGGCTGATCT 17200033 LOC352118 17199821 17180355 -212 17199821 17180355 -212 17199802 17180355 -231
Chr8 Complement NT_008183.16 TGTTCATAATGACCT 35047380 LOC220840 35047169 35045702 -211 35047169 35045702 -211 35047158 35046409 -222
Chr10 Normal NT_008583.15 GGCTCAGGCCGACCT 30004526 LOC349584 30004736 30006687 -210 30004736 30006687 -210 30004736 30006687 -210
Chr6 Complement NT_007592.13 TGGTCATCGAGACCC 19162384 ZNF323 19180223 19150721 17839 19162176 19150981 -208 19152823 19152194 -9561
Chr3 Complement NT_005612.13 GGGTCACGCTGCCCA 34694671 GR6 34694465 34690379 -206 34694465 34690379 -206 34692108 34691659 -2563
Chr13 Normal NT_009799.12 TGGTCATTCTGATCT 3225671 FGF9 3225875 3256187 -204 3225875 3256187 -204 3226052 3255574 -381
Chr14 Complement NT_026437.10 AGGTCACAGTCACCA 422895 LOC122741 422694 410691 -201 422694 410691 -201 422694 410691 -201
Chr4 Normal NT_016354.15 AGGTCGCAGTGAGCT 7041175 LOC345250 7041376 7092118 -201 7041376 7092118 -201 7041376 7092118 -201
Chr11 Complement NT_033927.5 AGGTCACTCTGACCA 17866602 LOC349703 17866403 17766515 -199 17866403 17766515 -199 17866403 17766515 -199
Chr22 Complement NT_011520.9 AGGTAAACATGACCT 8185371 LOC348625 8185173 8181853 -198 8185173 8181853 -198 8185117 8184824 -254
Chr11 Normal NT_009237.15 GGGTGACAGTGACCT 38134117 F2 38134288 38154614 -171 38134314 38154614 -197 38134345 38154517 -228
Chr10 Complement NT_008583.15 AGGTCACCATGGCCC 24119541 NDST2 24122514 24112841 2973 24119345 24112846 -196 24119318 24113381 -223
Chr7 Complement NT_007741.12 TGGTCTCCTCGACCC 3775994 VIPR2 3775798 3659016 -196 3775798 3659016 -196 3775612 3661456 -382
Chr10 Normal NT_030059.10 TGGTCAGGGTGAACT 33877326 CASP7 33877521 33929220 -195 33877521 33929220 -195 33890289 33927857 -12963
Chr10 Normal NT_030059.10 TGGTCAGGGTGAACT 33877326 CASP7 33877521 33929220 -195 33877521 33929220 -195 33895811 33927857 -18485
Chr13 Complement NT_009799.12 AGGTAAACGTGACCG 8313493 LOC283535 8313298 8310503 -195 8313298 8310503 -195 0 0 -8313493
ChrX Complement NT_011812.12 GGGGCAGCCTGACCT 1837757 LOC352841 1837562 1692568 -195 1837562 1692568 -195 1837562 1692568 -195
Chr1 Normal NT_032962.4 GGGTCCACGTGACCT 1905676 CGN 1905869 1933161 -193 1905869 1933161 -193 1912992 1931818 -7316
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139502 LOC284589 141220 136227 1718 139309 136906 -193 137740 137273 -1762
Chr16 Normal NT_024797.13 GGGTCATTTTTACCA 4774483 LOC348191 4774676 4777020 -193 4774676 4777020 -193 4774689 4776425 -206
Chr12 Normal NT_019546.15 AGGTCAACGTGAACG 31510607 FLJ33957 31494161 31535607 16446 31510799 31535585 -192 31516304 31533685 -5697
Chr10 Complement NT_030059.10 GGGTGAACTTGACCC 7857971 LOC340650 7857779 7857087 -192 7857779 7857087 -192 7857779 7857087 -192
Chr1 Complement NT_004536.14 AGGTCAGAATGACCG 1267371 FLJ12606 1267226 1260958 -145 1267180 1262845 -191 1267053 1263228 -318
Chr1 Complement NT_004836.14 AGGTCGCAGTGAGCT 458136 LOC348439 457946 455776 -190 457946 455776 -190 0 0 -458136
Chr19 Complement NT_011295.10 GGGTCACCCCGCCCC 9655459 JUND 9655270 9653372 -189 9655270 9653372 -189 9655096 9654053 -363
Chr6 Normal NT_034880.2 TGGTCAGGCTGAACT 2964835 LOC285771 2965024 2967656 -189 2965024 2967656 -189 2965788 2966060 -953
Chr5 Normal NT_034772.4 GGGTCAGCGTGGCCA 10341494 LOC351883 10341683 10344688 -189 10341683 10344688 -189 10341683 10344688 -189
Chr17 Complement NT_024871.10 TGGTCCAGCCGACCT 1670932 MGC15523 1671271 1620288 339 1670744 1626674 -188 1670398 1626692 -534
Chr19 Complement NT_011295.10 GGGTCAGCCTGGCCC 4149326 HOOK2 4152069 4136619 2743 4149139 4136619 -187 4149065 4136898 -261
Chr2 Normal NT_005403.13 TGGCCAAGCTGACCC 41367592 INPP1 41367533 41395727 59 41367776 41395644 -184 41384166 41395465 -16574
Chr1 Complement NT_004487.15 AGGTCATCAGGACCT 11715771 C1orf14 11715697 11662038 -74 11715590 11662038 -181 11715522 11662156 -249
Chr10 Normal NT_008705.14 AGGTCAGCATGAGCC 20713611 LOC340128 20713791 20717092 -180 20713791 20717092 -180 20716411 20716704 -2800
Chr1 Complement NT_004511.15 CGGTCATCATGCCCT 1012430 LAPTM5 1012251 986900 -179 1012251 986900 -179 1012176 988259 -254
Chr18 Complement NT_010966.13 GGGTCATAATGAGCA 11947630 LOC342708 11947451 11903424 -179 11947451 11903424 -179 11947451 11903424 -179
Chr1 Complement NT_004536.14 CTGTCAGCCTGACCT 1367537 LOC343164 1367359 1352832 -178 1367359 1352832 -178 1367359 1352832 -178
Chr17 Normal NT_010718.13 AGGTCGGGCTGGCCT 4164205 MGC4189 4164193 4177059 12 4164383 4177059 -178 4164396 4172268 -191
Chr2 Complement NT_022184.12 GCGTCACCCTGACCA 48480655 HIRIP5 48480692 48439191 37 48480480 48439199 -175 48466773 48439310 -13882
Chr1 Normal NT_004836.14 AGGTTGCAGTGACCC 7787027 LOC284700 7787201 7791533 -174 7787201 7787616 -174 7787241 7787318 -214
Chr8 Normal NT_077531.2 AGGGCATTGTGACCC 3661739 BLK 3661542 3732140 197 3661912 3732140 -173 3710766 3731649 -49027
Chr1 Normal NT_019273.15 TGCTCAGGGTGACCC 230282 CELSR2 230455 256186 -173 230455 256186 -173 230516 254485 -234
Chr8 Normal NT_008183.16 TGGTCAGTCTGAACC 20785210 FLJ12987 20785383 20986446 -173 20785383 20860791 -173 20785389 20860146 -179
Chr6 Complement NT_007592.13 GGGTCTCGCTGACCA 31838009 LOC352136 31837836 31837387 -173 31837836 31837387 -173 31837836 31837387 -173
Chr9 Complement NT_008470.15 TGGTCATGCTGAACT 16202424 LOC286331 16202252 16191531 -172 16202252 16191531 -172 16201754 16191806 -670
ChrY Normal NT_011903.9 AGGTTGCAGTGACCC 3604857 LOC286568 3605029 3605442 -172 3605029 3605442 -172 3605069 3605146 -212
Chr12 Normal NT_029419.10 GGGTCGGGGTGATCT 11904428 FLJ13117 11903994 12064513 434 11904599 12064315 -171 11998102 12063344 -93674
Chr7 Normal NT_007819.13 AGGTCAGGGCGCCCC 2014666 KIAA1950 2014837 2050743 -171 2014837 2050743 -171 2035760 2048186 -21094
Chr14 Normal NT_026437.10 GGGTCACGCTCACCG 83925344 LOC350105 83925515 83939601 -171 83925515 83939601 -171 83925515 83939601 -171
Chr11 Complement NT_033903.5 GGGTCAACCCGGCCC 9153506 BAD 9153419 9138557 -87 9153336 9138557 -170 9153095 9138936 -411
Chr1 Normal NT_004610.15 AGGTCAGGGTCACCT 726577 LOC126913 726747 756371 -170 726747 756348 -170 726790 756265 -213
Chr19 Complement NT_011255.13 TGGTCCCCGCGACCC 231336 PPAP2C 231504 221046 168 231169 221046 -167 231336 221388 0
Chr19 Complement NT_011255.13 TGGTCCCCGCGACCC 231336 PPAP2C 231504 221046 168 231169 221046 -167 231066 221388 -270
Chr19 Complement NT_011255.13 TGGTCCCCGCGACCC 231336 PPAP2C 231504 221046 168 231169 221046 -167 228055 221388 -3281
Chr20 Normal NT_011387.8 CGGTGACCTTGACCC 2992100 OXT 2992266 2993162 -166 2992266 2993162 -166 2992302 2993064 -202
Chr3 Complement NT_006014.14 AGATCGCCTTGACCC 1475380 HYAL2 1475273 1470313 -107 1475215 1470313 -165 1472993 1470633 -2387
Chr19 Normal NT_011109.15 TGGTAAGTGTGACCC 15149692 SBP1 15149857 15151131 -165 15149857 15151131 -165 15150763 15151104 -1071
Chr1 Normal NT_004610.15 GGGTCACCTCGAGCC 726583 LOC126913 726747 756371 -164 726747 756348 -164 726790 756265 -207
Chr9 Complement NT_008470.15 AGGCCAGTCTGACCA 13067586 LOC352750 13067422 13034583 -164 13067422 13034583 -164 13067331 13034583 -255
Chr1 Complement NT_077386.2 AGGTCACACTGGCCC 1744895 NT5C1A 1744731 1731814 -164 1744731 1731814 -164 1744731 1731814 -164
Chr1 Normal NT_004487.15 GGGTCGGAGTGTCCC 12234567 C1orf16 12234674 12316362 -107 12234730 12316358 -163 12234793 12314103 -226
Chr7 Normal NT_007933.12 GGTTCAGGCTGACCT 2325012 LOC349139 2325174 2325706 -162 2325174 2325706 -162 2325174 2325706 -162
Chr2 Normal NT_005403.13 AGGTCATCCTGCCCT 20080475 RDHL 20080637 20112015 -162 20080637 20112015 -162 20097430 20111615 -16955
Chr17 Normal NT_010748.12 GGGTCCATATGACCT 2576104 LOC162540 2576265 2578497 -161 2576265 2578497 -161 2576337 2578391 -233
Chr8 Complement NT_008046.13 TTGTCATTCTGACCC 12347752 UK114 12347591 12332745 -161 12347591 12332745 -161 12347497 12333243 -255
Chr4 Complement NT_016354.15 GGGTCACTGCAACCT 43876785 LOC285414 43876625 43876210 -160 43876625 43876210 -160 43876585 43876508 -200
Chr17 Normal NT_010748.12 AGGTCAGGTTGTCCG 1892172 FLJ32384 1892216 1901473 -44 1892331 1901473 -159 1894228 1901243 -2056
Chr5 Normal NT_006576.13 GGGTCAGCATGGCCC 20291925 LOC345516 20292084 20351844 -159 20292084 20351844 -159 20292084 20351844 -159
ChrY Complement NT_011903.9 GGGTCACTGCAACCT 2649099 LOC286570 2648941 2644289 -158 2648941 2648528 -158 2648901 2648824 -198



Chr19 Complement NT_011255.13 AGGTCACCCCGCCCT 1453346 LOC339366 1453188 1446634 -158 1453188 1446634 -158 1450392 1447616 -2954
Chr15 Complement NT_010194.15 GGGTCAGAATGACAT 33727258 MGC15885 33727101 33718984 -157 33727101 33718984 -157 33726376 33720337 -882
Chr1 Complement NT_019273.15 GAGTCACAGTGACCC 2408325 OVGP1 2408213 2394751 -112 2408169 2394751 -156 2408157 2394900 -168
Chr4 Normal NT_016354.15 AGGTCATACTTACCA 7607153 LOC345258 7607308 7692461 -155 7607308 7692461 -155 7607308 7692461 -155
Chr1 Complement NT_004487.15 TGGTCACCCTGCCCT 7335870 LOC350744 7335715 7309281 -155 7335715 7309281 -155 7335561 7309281 -309
Chr17 Normal NT_010718.13 GGGTCGGCCTCACCC 4230961 MIS12 4230581 4234996 380 4231112 4234996 -151 4233048 4233665 -2087
Chr12 Complement NT_019546.15 AGGGCAGGCCGACCC 26700516 LOC283432 26700367 26685251 -149 26700367 26685251 -149 26686632 26686354 -13884
Chr16 Complement NT_024812.10 ATGTCATATTGACCA 3791300 LOC350350 3791151 3768202 -149 3791151 3768202 -149 3791151 3768202 -149
Chr11 Normal NT_035113.4 GGTTCAGGGTGACCA 343959 LRDD 343326 349392 633 344107 349392 -148 345127 349265 -1168
Chr11 Normal NT_035113.4 GGTTCAGGGTGACCA 343959 LRDD 343326 349392 633 344107 349392 -148 344183 349265 -224
Chr7 Complement NT_007758.10 GGGTCCCAATGACCT 9777215 CALN1 9910630 9281173 133415 9777068 9281173 -147 9777058 9286030 -157
Chr17 Complement NT_010748.12 AGGTCACTGTGCCCA 1646820 GFAP 1646673 1636798 -147 1646673 1636798 -147 1646659 1638520 -161
Chr11 Normal NT_028310.10 TGGTCACTCTGCCCT 3769450 MMP26 3769471 3773830 -21 3769597 3773830 -147 3769615 3773645 -165
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139454 LOC284589 141220 136227 1766 139309 136906 -145 137740 137273 -1714
Chr19 Normal NT_011109.15 TGGTCTCTCTGACCC 8661516 PIK3AP 8661600 8663391 -84 8661658 8663391 -142 8661714 8663280 -198
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877380 CASP7 33877521 33929220 -141 33877521 33929220 -141 33890289 33927857 -12909
Chr10 Normal NT_030059.10 GGGTCAGGGTGAACT 33877380 CASP7 33877521 33929220 -141 33877521 33929220 -141 33895811 33927857 -18431
Chr16 Complement NT_010498.13 AGGTCACGCCGGCCC 16149057 CGI-38 16150667 16145270 1610 16148916 16145270 -141 16146572 16145635 -2485
Chr16 Complement NT_010498.13 AGGTCACGCCGGCCC 16149057 CGI-38 16150667 16145270 1610 16148918 16145272 -139 16146572 16145635 -2485
Chr16 Normal NT_037887.3 GGGTCATGAGGACCC 1279931 LOC350362 1280070 1291490 -139 1280070 1291490 -139 1280070 1291490 -139
Chr20 Complement NT_028392.4 TGGTGATCTTGACCT 4408491 RBM12 4419369 4380489 10878 4408352 4380489 -139 4387368 4380686 -21123
Chr9 Normal NT_023935.15 GGGTAATCGTGACCA 17950322 LOC340464 17950460 17952360 -138 17950460 17952360 -138 17950649 17951185 -327
Chr21 Complement NT_011512.8 AGGTCAGTGTGGCCT 26478653 MGC33295 26478539 26438478 -114 26478515 26438606 -138 26461255 26438644 -17398
Chr2 Complement NT_022184.12 GGGGCATCGTGACCG 6419320 FLJ32203 6419368 6416038 48 6419183 6416038 -137 6418917 6416345 -403
Chr1 Normal NT_032977.5 GGCTCAGAGTGACCC 19666915 FLJ40873 19667052 19693380 -137 19667052 19693380 -137 19669252 19692047 -2337
Chr6 Complement NT_007592.13 GGGTCAGCTTGAACT 43480890 LOC285863 43480754 43474147 -136 43480754 43474147 -136 43480754 43474147 -136
ChrX Complement NT_011568.12 GGGCCACGCTGACCC 2855828 LOC352780 2855695 2820270 -133 2855695 2820270 -133 2855695 2820270 -133
Chr12 Normal NT_029419.10 GGGACAGCTTGACCC 15229563 LOC338784 15229695 15233875 -132 15229695 15233875 -132 15229761 15233576 -198
Chr13 Complement NT_009952.13 GGGTCAGCTTGGCCT 21608425 LOC341609 21608293 21561944 -132 21608293 21561944 -132 21608293 21561944 -132
Chr19 Normal NT_011109.15 TGGTCCATTTGACCC 16913864 ZNF234 16913925 16930505 -61 16913996 16930505 -132 16917004 16930490 -3140
Chr5 Complement NT_034772.4 AGGTCGTGGTGGCCC 12489777 LOC255338 12489646 12168412 -131 12489646 12168412 -131 12418073 12175572 -71704
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20713660 LOC340128 20713791 20717092 -131 20713791 20717092 -131 20716411 20716704 -2751
Chr19 Complement NT_011295.10 CGGTCAATGTCACCC 14000216 LOC343001 14000085 13988459 -131 14000085 13988459 -131 14000085 13988459 -131
Chr1 Complement NT_004487.15 GGGTCGGAGTGTCCC 12234567 DKFZP564C196 12234437 12232195 -130 12234437 12232195 -130 12233757 12233473 -810
Chr22 Normal NT_011519.10 TGGTCAATATGACAT 119913 LOC284850 120043 121362 -130 120043 121362 -130 120076 120657 -163
Chr6 Complement NT_034880.2 GGGTCAACCCCACCC 2911917 SERPINB6 2912398 2888393 481 2911787 2888393 -130 2899565 2888531 -12352
Chr2 Normal NT_022184.12 AGGTCGCTGTGGCCC 64627362 VAMP5 64627465 64636446 -103 64627491 64636433 -129 64627548 64636214 -186
Chr3 Complement NT_005962.15 GGGTCATTCTGACTC 7641598 KIAA1363 7641471 7560903 -127 7641471 7560903 -127 7641333 7563728 -265
Chr1 Complement NT_021877.15 GGGTCAACCTGACTA 7439977 LOC343396 7439850 7423350 -127 7439850 7423350 -127 7439850 7423350 -127
Chr4 Complement NT_016606.15 AGGTCATCTTGAACT 1440778 LOC345030 1440651 1385160 -127 1440651 1385160 -127 1436893 1385160 -3885
Chr16 Normal NT_037887.3 AGGCCGAGCTGACCC 1974185 GFER 1974212 1977749 -27 1974311 1977748 -126 1974461 1976030 -276
Chr11 Normal NT_033903.5 TAGTCATGATGACCT 4325573 LOC219983 4325699 4347103 -126 4325699 4347103 -126 4325699 4347103 -126
Chr10 Normal NT_024133.4 TGGTCAATATGACAT 121076 LOC282984 121202 122521 -126 121202 122521 -126 121238 121819 -162
Chr4 Normal NT_016606.15 TGGTGACGATGACCT 8384589 LOC345048 8384715 8522331 -126 8384715 8522331 -126 8384715 8522331 -126
Chr11 Complement NT_028310.10 GGGTCAGCCCGGCCC 546120 CTSD 546576 515446 456 545995 534758 -125 545862 535506 -258
Chr5 Normal NT_029289.9 TGGGCAGTTTGACCC 37140 LOC253540 37265 38504 -125 37265 38504 -125 37265 38504 -125
Chr19 Normal NT_077812.1 AGGTCAGGCCGATCT 431972 CD209L 432077 438486 -105 432096 438486 -124 432149 437870 -177
Chr3 Normal NT_005612.13 TGGTCACATTGCCCC 27711294 LOC51725 27711120 27748293 174 27711418 27746076 -124 27738577 27744911 -27283
Chr19 Normal NT_011109.15 TGGTCACCTTGTCCT 19118388 PPP5C 19118512 19164453 -124 19118512 19162321 -124 19118572 19161821 -184
Chr19 Complement NT_011109.15 TGGTCAGGTTGACCT 21385131 FLJ20200 21385009 21372257 -122 21385009 21372257 -122 21384819 21372556 -312
Chr14 Normal NT_026437.10 GGGTCGCCGTCACCC 73593338 C14orf130 73593458 73615602 -120 73593458 73613499 -120 73593678 73613422 -340
Chr14 Normal NT_026437.10 GGGTCGCCGTCACCC 73593338 C14orf130 73593458 73615602 -120 73593458 73613499 -120 73601328 73613422 -7990
Chr18 Complement NT_025028.13 AGGGCATTGCGACCT 7951111 LOC348293 7950991 7893412 -120 7950991 7893412 -120 7950991 7893412 -120
Chr5 Normal NT_029289.9 GGGTCACTTTGGCCA 944263 FLJ20288 944357 1092089 -94 944382 1014989 -119 1068868 1081931 -124605
Chr18 Normal NT_010966.13 AGGCCGGACTGACCT 3061720 FLJ33761 3061839 3202093 -119 3061839 3202093 -119 3133222 3201640 -71502
Chr5 Complement NT_006431.13 GGGTCGTCCTCACCC 11071685 LOC57399 11071566 11071142 -119 11071566 11071142 -119 11071459 11071271 -226
Chr2 Complement NT_005403.13 GGGTCCATATGACCA 69191170 IL8RA 69191052 69186906 -118 69191052 69186906 -118 69189270 69188218 -1900
Chr3 Complement NT_005825.15 GGGTCATTCTGTCCC 1732020 LOC344816 1731902 1467866 -118 1731902 1467866 -118 1731902 1467866 -118
Chr14 Complement NT_026437.10 CGGTCACCCTCACCT 85947861 LOC350109 85947743 85914616 -118 85947743 85914616 -118 85947743 85914616 -118
Chr19 Normal NT_011109.15 GGGTCGGCTTGACTC 17617735 PVRL2 17617803 17660697 -68 17617852 17650412 -117 17618001 17650095 -266
Chr8 Normal NT_023666.15 GGCTCAAGCTGACCC 5791967 LOC286131 5792083 5823836 -116 5792083 5823836 -116 5792110 5823836 -143
Chr12 Complement NT_019546.15 AGGGCAGCATGACCA 26411054 LOC349785 26410939 26371597 -115 26410939 26371597 -115 26410939 26371597 -115
Chr5 Complement NT_006431.13 AGGTCCGACTGACCA 2970183 MOCS2 2970334 2958640 151 2970068 2958640 -115 2967706 2959134 -2477
Chr5 Complement NT_006431.13 AGGTCCGACTGACCA 2970183 MOCS2 2970334 2958640 151 2970068 2958640 -115 2970302 2967668 119
Chr5 Complement NT_006431.13 AGGTCCGACTGACCA 2970183 MOCS2 2970334 2958640 151 2970068 2958640 -115 2967706 2959134 -2477
Chr11 Normal NT_033903.5 TGGTCGCTCTGACCC 11987774 FBXL11 11987129 12125530 645 11987887 12125530 -113 11989177 12122915 -1403
Chr2 Normal NT_034508.2 TGGTCAATATGACAT 533944 LOC339747 534056 535393 -112 534056 535393 -112 534107 534688 -163
Chr6 Normal NT_034880.2 AGGTTGCGGTGACCT 7926225 MGC26597 7926337 7930575 -112 7926337 7930575 -112 7926769 7928307 -544
Chr17 Complement NT_010641.13 AGGCCAACCTGACCT 10456235 FLJ40457 10456125 10428558 -110 10456125 10428558 -110 10455774 10428597 -461
Chr2 Normal NT_022184.12 AGGTAGACTTGACCC 41272177 LOC344425 41272287 41354404 -110 41272287 41354404 -110 41339432 41354404 -67255
Chr5 Complement NT_077451.2 AAGTCAATCTGACCA 2798987 MAPK9 2810323 2754051 11336 2798877 2754051 -110 2798828 2754641 -159
Chr3 Normal NT_005962.15 GGGTCAAGGTGAACA 21596152 HRG 21596261 21608485 -109 21596261 21608485 -109 21596284 21608135 -132
Chr4 Complement NT_006316.15 AGGTCAGTCTGGCCA 20685026 LOC348918 20684917 20683924 -109 20684917 20683924 -109 20684917 20683924 -109
Chr19 Normal NT_011109.15 AGGTCTGGCTGACCA 16488380 R30953_1 16488488 16492320 -108 16488488 16492320 -108 16490929 16492320 -2549
Chr15 Normal NT_010194.15 CGGTCTTCGTGACCC 16668921 PLDN 16669023 16697794 -102 16669028 16688335 -107 16669253 16688323 -332
Chr19 Normal NT_011109.15 CGGTCAATTTGACTC 16885652 ZNF225 16885759 16905202 -107 16885759 16905202 -107 16888199 16905106 -2547
Chr9 Normal NT_024000.15 GGGTCACCCTGAGCC 678606 LOC286258 678712 682313 -106 678712 682313 -106 678757 680585 -151
Chr10 Normal NT_017795.15 GGGTCGCGTAGACCC 199251 UTF1 199357 200640 -106 199357 200640 -106 199372 200525 -121
Chr2 Complement NT_022184.12 AGGCCGCTTTGACCC 17119330 CYP1B1 17119643 17110679 313 17119225 17110679 -105 17118464 17113798 -866
Chr18 Normal NT_010879.13 GGGTGGTGGTGACCC 886543 LOC125292 886648 902726 -105 886648 902726 -105 886648 902726 -105
Chr16 Complement NT_037887.3 GGGTCAGCCCGAGCC 631841 LOC283949 631736 630064 -105 631736 630064 -105 631689 630610 -152
Chr14 Complement NT_026437.10 AGGTCATCTCGTCCT 1487032 ZNF219 1492922 1478333 5890 1486927 1478364 -105 1481878 1478823 -5154
Chr2 Complement NT_026970.9 AGGTCTAGATGACCT 1477449 LOC200515 1477345 1473252 -104 1477345 1473252 -104 1477205 1473359 -244
Chr11 Normal NT_033899.5 TGGTCATAGTGACCT 27354139 LOC219875 27354243 27354959 -104 27354243 27354959 -104 27354243 27354959 -104
Chr15 Normal NT_010194.15 CGGTCTGGCTGACCC 31086646 FOXB1 31086746 31087753 -100 31086746 31087753 -100 31086774 31087748 -128
Chr1 Normal NT_021877.15 TGGGCAGTCTGACCT 7756661 LOC350659 7756761 7776367 -100 7756761 7776367 -100 7756761 7776367 -100
Chr22 Normal NT_011522.4 AGGTCGGACAGACCT 252162 LOC343903 252261 314120 -99 252261 314120 -99 252261 314120 -99
Chr2 Normal NT_005120.13 AGGTCACATTCACCG 4946900 LOC339768 4946997 4972397 -97 4946997 4972397 -97 4947010 4970843 -110
Chr21 Complement NT_011515.10 GGGTAACAGTGACCT 2405586 LOC351013 2405489 2403504 -97 2405489 2403504 -97 2405489 2403504 -97
Chr5 Complement NT_006576.13 GGGTCACAGCGGCCC 25983978 PAIP1 25984233 25953117 255 25983881 25953117 -97 25983694 25954224 -284
Chr22 Complement NT_011520.9 GGGTCAGGCCGCCCC 22413879 A4GALT 22413783 22385084 -96 22413783 22385084 -96 22386913 22385852 -26966
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139405 LOC284589 141220 136227 1815 139309 136906 -96 137740 137273 -1665
Chr6 Complement NT_007302.11 AGGTCACCGCGGCCT 672706 LOC168002 672612 659796 -94 672612 659796 -94 661422 660322 -11284



Chr19 Complement NT_011109.15 CGGTCTGATCGACCC 15162751 LOC84518 15162657 15159391 -94 15162657 15159391 -94 15161407 15159523 -1344
Chr14 Normal NT_026437.10 GGGTCGCTCTGGCCC 59665629 NRXN3 58790134 60248862 875495 59665723 60248862 -94 59666676 60248347 -1047
Chr16 Complement NT_024797.13 GGGTCAAGATGACCC 2472146 LOC124497 2472053 2459835 -93 2472053 2459835 -93 2472053 2459835 -93
Chr19 Complement NT_011109.15 TGGTCTCTCTGACCC 8661516 TA-NFKBH 8661423 8646794 -93 8661423 8647361 -93 8661403 8647679 -113
Chr7 Normal NT_007933.12 GGGTCAAACTGCCCC 60035975 LOC346675 60036067 60063172 -92 60036067 60063172 -92 60036067 60063172 -92
Chr9 Complement NT_008470.15 GTGTCAGATTGACCC 5618001 LOC347274 5617909 5605851 -92 5617909 5605851 -92 5617909 5605851 -92
ChrX Normal NT_011786.13 AGGGCAGAGTGACCT 17577418 LOC347492 17577509 17811828 -91 17577509 17811828 -91 17577509 17811828 -91
Chr15 Complement NT_010194.15 GGGTCGTTCTCACCT 16403286 LOC348084 16403195 16402923 -91 16403195 16402923 -91 16403195 16402923 -91
Chr17 Complement NT_024871.10 CGGACAATGTGACCT 1684815 LOC284185 1684725 1678301 -90 1684725 1678301 -90 1681144 1680047 -3671
Chr20 Complement NT_030871.1 GGGTCAGGCCGAACC 774337 PSMA7 774280 767564 -57 774247 767564 -90 774132 767686 -205
Chr16 Normal NT_037887.3 GGGTCAGCCCGAGCC 631841 MGC15416 631930 638475 -89 631930 638475 -89 631993 637829 -152
Chr22 Normal NT_011523.9 GGGTCAGCATGACTT 127582 PPARA 127671 211393 -89 127671 211393 -89 174165 211161 -46583
Chr11 Complement NT_033903.5 GGGTCAACCCGGCCC 9153506 BAD 9153419 9138557 -87 9153419 9138557 -87 9153095 9138936 -411
Chr17 Complement NT_010641.13 AGGTCACCGTGAACT 180661 LOC350373 180575 179742 -86 180575 179742 -86 180575 179742 -86
Chr4 Normal NT_006238.10 GGGTCAGGGCGCCCC 7720712 LOC152519 7720796 7741913 -84 7720796 7741913 -84 7720823 7740155 -111
Chr15 Normal NT_010194.15 AGGTGAGAACGACCC 39336269 LOC342081 39336352 39357910 -83 39336352 39357910 -83 39336392 39357910 -123
Chr19 Complement NT_011109.15 GGGTCAGGATGACTG 21075604 FLJ32926 21091832 21067910 16228 21075522 21067910 -82 21075520 21068423 -84
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20713709 LOC340128 20713791 20717092 -82 20713791 20717092 -82 20716411 20716704 -2702
Chr17 Complement NT_010748.12 AGGCCACACTGACCC 1711266 LOC342583 1711184 1699704 -82 1711184 1699704 -82 1711184 1699704 -82
Chr5 Complement NT_029289.9 AGGTGATTTTGACCC 12111523 FAT2 12111442 12046591 -81 12111442 12046591 -81 12111429 12048063 -94
Chr19 Normal NT_011109.15 AGGTCACTCTGACAT 20108508 GPR77 20108589 20113490 -81 20108589 20113490 -81 20112275 20113288 -3767
Chr3 Complement NT_005825.15 AGATCGCCTTGACCT 4197371 LTF 4197290 4168141 -81 4197290 4168141 -81 4196994 4168323 -377
Chr7 Complement NT_007819.13 GCGTCACAATGACCT 7597907 ICA1 7597858 7448612 -49 7597827 7449077 -80 7571229 7449226 -26678
Chr19 Normal NT_011295.10 GAGTCGCGGTGACCC 9245504 SLC5A5 9245584 9268784 -80 9245584 9267699 -80 9245931 9267488 -427
Chr10 Normal NT_030059.10 GGGTCATCATTACCC 10176945 LOC119358 10177022 10177375 -77 10177022 10177375 -77 10177022 10177375 -77
Chr5 Complement NT_034772.4 AGGTCAATGTGACTA 17582093 LOC285623 17582016 17578919 -77 17582016 17578919 -77 17579919 17579629 -2174
Chr16 Complement NT_024797.13 GGGTCAAGGTGACCC 2447104 LOC342409 2447029 2405865 -75 2447029 2405865 -75 2447029 2405865 -75
Chr19 Complement NT_011109.15 GGGTCAGTACGGCCC 8974274 FLJ36991 9005377 8941414 31103 8974201 8941414 -73 8961105 8941586 -13169
Chr12 Normal NT_009714.15 AGGTCATGCTGAGCC 26366182 LOC347945 26366255 26366759 -73 26366255 26366759 -73 26366255 26366759 -73
Chr18 Normal NT_010966.13 GGGTAAGAATGACCA 12817214 LOC284244 12817286 12819826 -72 12817286 12819826 -72 12817307 12817597 -93
Chr1 Normal NT_004836.14 AGGTCGAAGTGTCCT 7702157 LOC284699 7702229 7702937 -72 7702229 7702937 -72 7702229 7702937 -72
Chr4 Complement NT_006051.15 CGGTCATGATGACGC 2373661 LOC339987 2373590 2370660 -71 2373590 2370660 -71 2372360 2372004 -1301
Chr8 Normal NT_030032.8 TGCTCACTCTGACCC 674952 BAI1 675022 756012 -70 675022 756012 -70 675205 755423 -253
Chr9 Normal NT_008470.15 GGGTGGAGCTGACCC 9352800 FLJ11275 9352836 9366463 -36 9352870 9362709 -70 9352941 9361773 -141
Chr6 Normal NT_007583.11 CGGTCACGCAGACCC 285802 KIAA1838 285858 384264 -56 285872 384264 -70 296507 383706 -10705
Chr1 Normal NT_032977.5 GGGTCAAAATGACCA 20475646 LOC127779 20475716 20499750 -70 20475716 20499750 -70 20475716 20499750 -70
Chr11 Normal NT_009237.15 CGCTCAGGGTGACCC 24006427 GA17 24006495 24025127 -68 24006495 24025123 -68 24006538 24025049 -111
Chr10 Complement NT_077569.2 TGGTCATCATGTCCT 482613 LOC347779 482546 476370 -67 482546 476370 -67 482546 476370 -67
Chr1 Normal NT_077960.1 TGGACATTGTGACCC 184452 FLJ36119 178724 202756 5728 184518 190682 -66 184875 189963 -423
ChrX Normal NT_011638.11 TGGTCAGAGTGACGT 617182 BMP15 617245 623068 -63 617245 623068 -63 617245 623068 -63
Chr16 Complement NT_037887.3 GGGTCATGAGGACCC 1279931 LOC123788 1279868 1261397 -63 1279868 1261397 -63 1279868 1261397 -63
Chr11 Normal NT_028310.10 TGGACAATTTGACCC 4377467 TRIM6 4377529 4394361 -62 4377529 4394354 -62 4384716 4392745 -7249
ChrX Complement NT_011786.13 GGGTCACATTGACAA 9994070 ZNF75 10046458 9988203 52388 9994008 9989291 -62 9993909 9989548 -161
Chr9 Complement NT_008476.14 GGGTCAGGCCGGCCT 172199 LOC157916 172138 142117 -61 172138 142117 -61 172138 142117 -61
Chr17 Normal NT_010718.13 AGGTCAGCTGGACCT 3841196 LOC350405 3841257 3843800 -61 3841257 3843800 -61 3841257 3843800 -61
ChrX Complement NT_025965.11 GGGTCAAGCCGGCCC 1114454 G6PD 1114395 1098532 -59 1114395 1098532 -59 1113296 1099141 -1158
Chr2 Complement NT_022184.12 AGGCCACTCTGACCC 2631138 LOC285119 2631081 2626573 -57 2631081 2626573 -57 2631081 2626573 -57
Chr6 Normal NT_025741.12 GGGTCAGGACGACTC 30382309 HINT3 30382055 30405164 254 30382365 30404001 -56 30382553 30403251 -244
Chr11 Complement NT_033927.5 GGATCATTGTGACCT 110561 LOC283252 110506 101367 -55 110506 101367 -55 109896 109564 -665
Chr10 Complement NT_035040.3 AGGTCTGCCTGACCT 2401245 LOC349523 2401190 2368062 -55 2401190 2368062 -55 2401190 2368062 -55
Chr7 Complement NT_007819.13 GGCTCACTGTGACCT 35100867 LOC222117 35100814 35100467 -53 35100814 35100467 -53 35100814 35100467 -53
Chr19 Normal NT_011295.10 GGCTCGCCCTGACCT 5328097 LOC90379 5326106 5335062 1991 5328150 5335062 -53 5329756 5334609 -1659
Chr13 Normal NT_024524.12 GTGTCACACTGACCC 14850886 FLJ35810 14850938 14863185 -52 14850938 14863185 -52 14851018 14862999 -132
Chr22 Normal NT_011519.10 AGGTCAGCACGGCCC 669559 CECR7 669610 691832 -51 669610 691832 -51 690955 691239 -21396
Chr14 Normal NT_026437.10 AGGTCATCACCACCC 79097940 LOC283598 79097991 79104138 -51 79097991 79104138 -51 79102570 79103652 -4630
Chr2 Normal NT_022184.12 AGGTCAAAATGGCCC 17665920 LOC344385 17665971 17708323 -51 17665971 17708323 -51 17691634 17693733 -25714
Chr5 Complement NT_023133.11 GGTTCAAACTGACCC 8665211 LOC345479 8665161 8591950 -50 8665161 8591950 -50 8665161 8591950 -50
Chr2 Complement NT_022184.12 AGGGCAGCGCGACCT 17119274 CYP1B1 17119643 17110679 369 17119225 17110679 -49 17118464 17113798 -810
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139357 LOC284589 141220 136227 1863 139309 136906 -48 137740 137273 -1617
Chr20 Normal NT_011387.8 AGGTCACAATGCCCC 2735610 C20orf141 2735657 2736475 -47 2735657 2736475 -47 2735831 2736421 -221
Chr2 Complement NT_022135.13 AGATCAACCTGACCA 11426472 LOC343968 11426425 11291294 -47 11426425 11291294 -47 11426425 11291294 -47
Chr2 Complement NT_022184.12 AGGTCAGTCCGTCCC 34312307 MTIF2 34312296 34279689 -11 34312262 34279689 -45 34306926 34279716 -5381
Chr6 Complement NT_007592.13 GGGTCATACTAACCT 13258511 LOC346138 13258468 13185444 -43 13258468 13185444 -43 13258468 13185444 -43
Chr9 Complement NT_078051.1 GGGTCAGCCTGGCCT 160629 LOC349273 160586 159684 -43 160586 159684 -43 160185 159883 -444
Chr13 Normal NT_009952.13 TGGGCATCTTGACCT 10076986 LOC341589 10077028 10136182 -42 10077028 10136182 -42 10077028 10136182 -42
Chr15 Normal NT_010194.15 CGGTCCCGCTGACCC 3799872 CKTSF1B1 3799786 3816477 86 3799913 3816477 -41 3812503 3813057 -12631
Chr8 Complement NT_008046.13 GGATCACATCGACCT 19226490 LOC137726 19226452 19158622 -38 19226452 19158622 -38 19226452 19158622 -38
Chr19 Complement NT_011255.13 GGGTCCGGGTGACCT 1453226 LOC339366 1453188 1446634 -38 1453188 1446634 -38 1450392 1447616 -2834
Chr16 Normal NT_010542.13 CGGCCAGGCTGACCC 1452193 Spir-2 1452231 1495042 -38 1452231 1495042 -38 1452274 1493995 -81
Chr21 Complement NT_011515.10 GGGTCGCGGTGGCCC 509034 CSTB 508997 506284 -37 508997 506570 -37 508888 506821 -146
Chr9 Normal NT_008470.15 GGGTGGAGCTGACCC 9336352 DKFZp564D177 9336290 9348822 62 9336388 9348822 -36 9336493 9348038 -141
Chr10 Normal NT_024040.14 TGGTCACGGTGAGCT 483268 LOC170394 483304 503831 -36 483304 503831 -36 503253 503579 -19985
Chr11 Complement NT_033903.5 AGGTGGAGCTGACCT 14039455 LOC338694 14039419 14015085 -36 14039419 14015085 -36 14039148 14015460 -307
Chr19 Normal NT_011295.10 TGATCAATTTGACCC 216098 MBD3L1 216134 216797 -36 216134 216797 -36 216157 216741 -59
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20713757 LOC340128 20713791 20717092 -34 20713791 20717092 -34 20716411 20716704 -2654
Chr22 Complement NT_011520.9 TGGCCAAACTGACCC 21907517 TCF20 21907483 21852917 -34 21907483 21852917 -34 21907326 21861559 -191
Chr5 Complement NT_023133.11 TGGTCAAGCTGCCCT 21646223 F12 21646193 21638757 -30 21646193 21638757 -30 21646144 21638909 -79
Chr1 Normal NT_004483.15 GGGTCATTCTGCCCT 800997 LOC343295 801027 885004 -30 801027 885004 -30 801027 885004 -30
Chr16 Complement NT_037887.3 GGGCCAGCCTGACCC 1215281 TPSG1 1215251 1211655 -30 1215251 1211655 -30 1215251 1211789 -30
Chr15 Normal NT_010274.15 ATGTCACATTGACCA 6809810 LOC342137 6809838 6849142 -28 6809838 6849142 -28 6809838 6849142 -28
Chr14 Complement NT_026437.10 GAGTCACTCTGACCT 60762966 LOC341919 60762939 60602820 -27 60762939 60602820 -27 60762939 60602820 -27
Chr19 Complement NT_011295.10 TGGTCTTCCCGACCT 9019642 KIAA1032 9019617 8977424 -25 9019617 8977424 -25 9019306 8979665 -336
Chr13 Normal NT_009799.12 TGCTCATTCTGACCC 8590223 LOC341779 8590248 8600187 -25 8590248 8600187 -25 8590248 8600187 -25
Chr11 Complement NT_033927.5 GGGTCGGAGTCACCC 1358452 DHCR7 1358496 1344492 44 1358428 1344492 -24 1355027 1345450 -3425
Chr19 Complement NT_011295.10 AGGTCACCATGACTA 1876263 KEAP1 1877045 1859604 782 1876239 1859604 -24 1873511 1860130 -2752
Chr10 Complement NT_033985.5 GGCTCACACTGACCC 366993 LOC143339 366971 365386 -22 366971 365386 -22 366971 365386 -22
Chr1 Complement NT_077385.1 AGGCCAAAATGACCG 95197 LOC90233 95204 59837 7 95176 87414 -21 95001 88925 -196
Chr12 Complement NT_029419.10 GGGTCATGGTGACAG 6936543 LOC341557 6936523 6935213 -20 6936523 6935213 -20 6936523 6935213 -20
Chr9 Complement NT_078058.1 GGGTCAAACTAACCA 63381 LOC349288 63362 62025 -19 63362 62025 -19 62882 62037 -499
Chr15 Complement NT_010194.15 AGGTCACGCCCACCT 14375460 TGM7 14375441 14358090 -19 14375441 14358090 -19 14375441 14358264 -19
Chr4 Complement NT_006316.15 TGGTCATTTTCACCT 1865557 LOC345361 1865540 1828282 -17 1865540 1828282 -17 1865540 1828282 -17
Chr14 Normal NT_026437.10 GGGCCATTGTGACCT 46873114 C14orf53 46873130 46885312 -16 46873130 46885312 -16 46873262 46878434 -148
Chr12 Normal NT_009755.15 AGTTCAAGGTGACCA 5400954 LOC349870 5400970 5423702 -16 5400970 5423702 -16 5400970 5423702 -16



Chr19 Complement NT_011295.10 GGGTCACTCTGACCA 8638340 MCC2 8638346 8623651 6 8638325 8623770 -15 8637910 8623836 -430
Chr2 Complement NT_022184.12 CGGTCACAATCACCC 18480166 MAP4K3 18480377 18292356 211 18480152 18292356 -14 18480061 18293692 -105
Chr19 Normal NT_011109.15 AGGGCAACCTGACCT 8871890 OVOL3 8871904 8872831 -14 8871904 8872831 -14 8871970 8872781 -80
Chr1 Complement NT_021973.15 GGGTCACGATGCCCT 780866 AGT 780916 769274 50 780856 769274 -10 777585 769876 -3281
Chr4 Normal NT_006238.10 CGGTCATTTTGAGCC 8535061 OCIA 8509165 8565229 25896 8535071 8565229 -10 8536608 8564745 -1547
Chr19 Complement NT_011109.15 AGGTCACAATGCCCT 30723606 ZNF256 30727267 30715533 3661 30723596 30720228 -10 30721906 30720482 -1700
Chr14 Normal NT_026437.10 TGGTCATCATGAGCC 309291 LOC283620 309299 310727 -8 309299 310727 -8 309299 310727 -8
Chr3 Normal NT_005612.13 AGGGCATCATGACCC 47740027 LOC344835 47740035 47778765 -8 47740035 47778765 -8 47740035 47778765 -8
Chr8 Normal NT_008046.13 AGCTCACCATGACCC 41205539 LOC346732 41205547 41233371 -8 41205547 41233371 -8 41205547 41233371 -8
Chr8 Normal NT_008183.16 AGGCCAGGATGACCA 21770752 LOC346987 21770760 21838097 -8 21770760 21838097 -8 21770760 21838097 -8
Chr6 Normal NT_034874.2 AGGTCAGGATGAGCT 2798704 LOC347992 2798712 2801115 -8 2798712 2801115 -8 2798712 2801115 -8
Chr6 Normal NT_033951.3 AGGTCAGGATGAGCT 2941471 LOC348008 2941479 2943881 -8 2941479 2943881 -8 2941479 2943881 -8
Chr20 Normal NT_011362.8 TGGACAGCATGACCT 13626179 LOC348539 13626187 13626808 -8 13626187 13626808 -8 13626187 13626808 -8
Chr6 Normal NT_007592.13 AGGTCAGGATGAGCT 22349912 LOC352124 22349920 22352323 -8 22349920 22352323 -8 22349920 22352323 -8
Chr6 Normal NT_023451.12 GGGTCGTCATGAGCC 1788713 FLJ23305 1788683 1915784 30 1788720 1912930 -7 1788721 1912739 -8
Chr3 Complement NT_005927.15 GGGGCACGATGACCA 13788142 LOC344872 13788135 13766374 -7 13788135 13766374 -7 13788131 13766374 -11
Chr1 Complement NT_032962.4 TGGTGACGGTGACCC 338419 LOC126964 338413 334230 -6 338413 334230 -6 338405 337358 -14
Chr8 Complement NT_030737.7 GGGTCAAAATTACCT 3180557 ChGn 3181494 2982897 937 3180552 2983034 -5 3084569 2984515 -95988
Chr2 Normal NT_022184.12 GAGTCATTGTGACCA 6535634 GCKR 6535639 6562481 -5 6535639 6562481 -5 6535705 6562238 -71
Chr6 Normal NT_007592.13 GGGTCATGGCGCCCC 20549459 HLA-F 20549340 20566366 119 20549464 20552506 -5 20549464 20552407 -5
Chr6 Normal NT_033951.3 GGGTCATGGCGCCCC 1143932 HLA-F 1143813 1160813 119 1143937 1146979 -5 1143937 1146880 -5
Chr6 Normal NT_034874.2 GGGTCATGGCGCCCC 994639 HLA-F 994520 1011534 119 994644 997686 -5 994644 997587 -5
Chr21 Normal NT_011515.10 GGGTGGATATGACCT 778594 H2AFZP 778598 779764 -4 778598 779764 -4 0 0 778594
Chr9 Complement NT_008413.15 AGGTCATTCTGAGCT 12993609 LOC340480 12993607 12962842 -2 12993607 12962842 -2 12993607 12962842 -2
Chr14 Complement NT_026437.10 GAGTCAAATTGACCC 27346728 MAMDC1 27346727 27230556 -1 27346727 27230556 -1 27309306 27231172 -37422
Chr11 Normal NT_033903.5 TGGTCACCGTGACCT 4372450 LOC219986 4372449 4373249 1 4372449 4373249 1 4372449 4373249 1
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139308 LOC284589 141220 136227 1912 139309 136906 1 137740 137273 -1568
Chr5 Complement NT_029289.9 GGGTCAGAATCACCG 11877982 SLC36A2 11877984 11875193 2 11877984 11875193 2 11877976 11875689 -6
Chr5 Normal NT_034772.4 AGGTCGTGGTGGCCC 12489777 LOC91137 12488885 12513807 892 12489774 12513502 3 12489841 12512502 -64
Chr8 Normal NT_008046.13 GGGTCAGGGTGACCT 23770525 EBAG9 23770040 23796396 485 23770519 23795140 6 23781227 23794960 -10702
Chr5 Complement NT_006713.13 TGGTCATTTTGAGCC 4531330 LOC202366 4531336 4519203 6 4531336 4519203 6 4531336 4519203 6
Chr1 Normal NT_004536.14 AGGTCAGAATGACCG 1267371 LOC284531 1267365 1268494 6 1267365 1268494 6 1267823 1268095 -452
Chr2 Complement NT_005120.13 TGGTCATGCTGCCCC 3647557 LOC344242 3647563 3610875 6 3647563 3610875 6 3647563 3610875 6
Chr7 Complement NT_007819.13 GGGTCATTATGACTG 14916588 LOC346378 14916594 14796834 6 14916594 14796834 6 14916594 14796834 6
Chr19 Complement NT_011109.15 TGGTCATGGTGACCA 30888618 LOC350615 30888624 30887385 6 30888624 30887385 6 30888624 30887385 6
Chr11 Normal NT_033903.5 TGGTCACAGTGAGCC 12171493 SSH-3 12171390 12180459 103 12171486 12180451 7 12171486 12179747 7
Chr12 Normal NT_019546.15 TGGTAAGTCTGACCT 12741292 LOC347893 12741284 12835127 8 12741284 12835127 8 12741284 12835127 8
ChrY Complement NT_011903.9 AGGTCACCATGTCCA 2810462 LOC349456 2810471 2786899 9 2810471 2786899 9 2810471 2786899 9
Chr1 Normal NT_004487.15 TGGTCACCCTGCCCT 7335870 DKFZP564J047 7335859 7371381 11 7335859 7345431 11 7335971 7345222 -101
Chr16 Complement NT_010498.13 CGGTCAGCATGGCCT 16238850 AGRP 16239274 16238032 424 16238862 16238032 12 16238859 16238097 9
Chr12 Normal NT_019546.15 AGGCCGGCCTGACCT 25573673 CHPT1 25573641 25605610 32 25573661 25605036 12 25573831 25604914 -158
Chr3 Normal NT_005825.15 GGGGCAGCGTGACCC 4896533 FLJ39534 4896521 4976183 12 4896521 4976183 12 4975529 4975876 -78996
Chr15 Complement NT_010194.15 AGGCCACCTTGACCT 45683200 LOC350176 45683212 45678098 12 45683212 45678098 12 45683030 45678098 -170
Chr2 Complement NT_022184.12 GGCTCGCGCTGACCC 47295567 PPP3R1 47295579 47221921 12 47295579 47221921 12 47295191 47224027 -376
Chr18 Normal NT_010966.13 TGGTCAGCATTACCT 5490199 LOC342693 5490186 5505580 13 5490186 5505580 13 5490186 5505580 13
Chr6 Normal NT_007592.13 GGGTTGGGCTGACCT 32257069 LOC346201 32257056 32269165 13 32257056 32269165 13 32257056 32269165 13
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 20713805 LOC340128 20713791 20717092 14 20713791 20717092 14 20716411 20716704 -2606
Chr7 Normal NT_007819.13 AGGTCGCCCTGATCT 21423330 LOC346398 21423316 21444463 14 21423316 21444463 14 21423316 21444463 14
Chr16 Complement NT_010498.13 GGATCATGACGACCC 16735909 LOC64180 16736009 16731124 100 16735923 16731124 14 16735915 16731225 6
Chr19 Complement NT_011109.15 AGGTGACACTGACCC 18094337 CKM 18094352 18077890 15 18094352 18077890 15 18091189 18078226 -3148
Chr2 Complement NT_022184.12 AGGTCTCATTGACCA 20824540 LOC344114 20824555 20779076 15 20824555 20779076 15 20824555 20779076 15
Chr13 Complement NT_027140.5 AGGCCGCACTGACCC 1446985 LOC341750 1447001 1418141 16 1447001 1418141 16 1447001 1418141 16
Chr11 Complement NT_033899.5 TGGTCTCAGCGACCC 33842108 ADAMTS8 33842125 33818057 17 33842125 33818452 17 33841418 33818690 -690
Chr1 Normal NT_077989.1 GGGTGACAGTGACCA 71662 LOC350903 71645 76324 17 71645 76324 17 71645 76324 17
Chr17 Complement NT_010641.13 GGGTCAGTGAGACCG 489078 DKFZp434F2322 489648 423419 570 489096 425426 18 488968 425779 -110
Chr1 Normal NT_004487.15 GGCTCACTGTGACCT 9936675 LOC284646 9936657 9944377 18 9936657 9944377 18 9937526 9944250 -851
Chr17 Complement NT_010748.12 GGGTCAAAGCCACCT 949451 UBTF 952035 936209 2584 949469 937766 18 949402 938415 -49
Chr4 Normal NT_077444.2 GAGTCATTTTGACCA 1908025 PROL3 1894958 1915109 13067 1908006 1915109 19 1909376 1914713 -1351
Chr6 Complement NT_007592.13 GGGGCGCCATGACCC 22094850 HLA-C 22094871 22091549 21 22094871 22091549 21 22094868 22091966 18
Chr2 Complement NT_005058.13 TGGTCAATTTTACCT 15270472 LOC351247 15270493 15217474 21 15270493 15217474 21 15270493 15217474 21
Chr6 Normal NT_007592.13 GGGCCATGGCGACCT 15353471 ALDH5A1 15353245 15395686 226 15353448 15395686 23 15353476 15392191 -5
Chr17 Normal NT_010799.13 AGCTCACTCTGACCA 9125447 CCL18 9125423 9132620 24 9125423 9132620 24 9125483 9132181 -36
Chr11 Complement NT_009237.15 AGGTGATAGTGACCA 41469279 LOC347892 41469303 41468515 24 41469303 41468515 24 41469303 41468515 24
Chr18 Normal NT_025004.13 CGGTCCTTTTGACCC 2750482 LOC284270 2750457 2752298 25 2750457 2752298 25 2750457 2752298 25
Chr6 Normal NT_025741.12 TGCTCAATGTGACCC 20596894 MGC24302 20591441 20734660 5453 20596869 20734660 25 20608522 20734616 -11628
Chr9 Complement NT_008470.15 GTGTCAGCCTGACCA 13067396 LOC352750 13067422 13034583 26 13067422 13034583 26 13067331 13034583 -65
Chr1 Complement NT_034410.4 GGGTAGTTCTGACCT 2246661 FLJ32569 2246688 2224047 27 2246688 2224047 27 2246628 2229291 -33
Chr19 Normal NT_011255.13 GGGCCGGGGTGACCT 4244718 FSD1 4244605 4263838 113 4244691 4263838 27 4244744 4263640 -26
Chr2 Complement NT_005403.13 GAGTCACCTTGACCG 22910044 SLC25A12 22910071 22800219 27 22910071 22800219 27 22910062 22801122 18
Chr1 Complement NT_077926.1 CGGTCATCATGATCC 735324 DKFZP564I052 785366 666453 50042 735353 666453 29 735301 667587 -23
Chr3 Complement NT_005927.15 GGGTCGTTCTCACCT 15346089 LOC152267 15346119 15344618 30 15346119 15344618 30 15346006 15345734 -83
Chr10 Complement NT_030059.10 TGGTCAGGCTGACCT 37871342 LOC159385 37871372 37764841 30 37871372 37764841 30 37871372 37764841 30
Chr1 Complement NT_004668.15 CGGGCACTGTGACCT 13297865 LOC343430 13297895 13260464 30 13297895 13260464 30 13297895 13260464 30
Chr14 Complement NT_026437.10 AGGTCAGCCTGACAT 1973753 LOC348028 1973783 1958062 30 1973783 1958062 30 1973783 1958062 30
Chr16 Complement NT_010498.13 GGGTCAGGCTGAGCA 16687291 CTRL 16691477 16685031 4186 16687322 16685031 31 16687312 16685394 21
Chr1 Normal NT_004671.15 ATGTCATTCTGACCT 8099019 FHR-3 8098932 8119522 87 8098988 8117858 31 8099003 8117629 16
Chr16 Complement NT_010498.13 AGGTCATCACTACCC 16771340 LOC339065 16771371 16769543 31 16771371 16769543 31 16771230 16769568 -110
Chr2 Normal NT_005403.13 TGGTCACCATGTCCT 51290773 LOC344452 51290742 51313564 31 51290742 51313564 31 51290742 51313564 31
Chr3 Normal NT_005999.15 CGGTCATCCCGACCC 1219148 FLJ32332 1218844 1223541 304 1219116 1223541 32 1220061 1222329 -913
Chr19 Complement NT_011109.15 GGGTCACCTCGACTC 9332375 KIAA1615 9332408 9303508 33 9332408 9303508 33 9307362 9305986 -25013
Chr16 Complement NT_037887.3 AGGTCACCGCGAGCC 2457738 LOC339078 2457771 2454508 33 2457771 2454508 33 2457735 2457049 -3
Chr1 Normal NT_021877.15 AGGTCGCTTTGCCCT 5169016 LOC343036 5168981 5191955 35 5168981 5191955 35 5168981 5191955 35
Chr5 Normal NT_006576.13 TGGTCACAATAACCC 18180620 FLJ23577 18085345 18241450 95275 18180584 18241450 36 18180603 18241400 17
Chr1 Complement NT_077913.1 GGCTCAAATTGACCG 184744 AKIP 185077 183312 333 184782 183312 38 184338 183383 -406
Chr9 Normal NT_035014.3 GGGTCCCACTGACCC 3020217 MGC43306 3020178 3048159 39 3020178 3048159 39 3020357 3047485 -140
Chr9 Complement NT_008470.15 CGGTCAGACGGACCT 26849677 MGC2734 26849744 26824915 67 26849717 26826410 40 26846397 26826789 -3280
Chr2 Complement NT_005403.13 AGGTCATGGTCACCC 78403311 FLJ22800 78403353 78386205 42 78403353 78386205 42 78403317 78387773 6
Chr17 Complement NT_010718.13 GGGTCTCCCTGACCC 8701861 GAS7 8940895 8653063 239034 8701903 8658432 42 8701760 8659682 -101
Chr10 Normal NT_077570.1 GGGTCGGTGTGTCCC 179347 LOC143159 179158 205487 189 179305 182374 42 179401 182367 -54
Chr21 Normal NT_011512.8 AGGTAAAATTGACCT 5173517 LOC343734 5173473 5264175 44 5173473 5264175 44 5173473 5264175 44
Chr5 Complement NT_023133.11 GGGTCCTGGTGACCA 1841426 LOC285720 1841471 1812374 45 1841471 1812374 45 1841471 1812374 45
Chr15 Complement NT_037852.3 GGGTCAGGCAGACCA 1085229 LOC350229 1085274 1077655 45 1085274 1077655 45 1085274 1077655 45
Chr7 Complement NT_007933.12 AGGACAGGCCGACCC 20259833 PON3 20259878 20223402 45 20259878 20223402 45 20259878 20223501 45



Chr11 Normal NT_033899.5 GGGTCATCATGTCCC 27321215 LOC338662 27321169 27321762 46 27321169 27321762 46 27321169 27321762 46
Chr22 Complement NT_011520.9 GGGTCAGGGCGACGC 3712541 DDT 3712588 3704128 47 3712588 3704128 47 3707172 3704309 -5369
Chr6 Complement NT_007299.12 GGGTCAACAGGACCA 21595659 DKFZp434A1520 21595707 21422288 48 21595707 21422288 48 21595608 21422912 -51
Chr19 Complement NT_011109.15 GGGCCGAAGTGACCC 15979621 LOC284343 15979669 15975460 48 15979669 15975460 48 15979382 15978942 -239
Chr13 Normal NT_024524.12 AGGTCATTTGGACCA 26611975 LOC349956 26611927 26707043 48 26611927 26707043 48 26611927 26707043 48
Chr17 Complement NT_010641.13 TGGTCAGGCTGATCC 10864729 LGALS3BP 10864908 10856054 179 10864778 10856054 49 10861990 10856375 -2739
Chr19 Normal NT_011109.15 GGGTCGCCATGACCG 30813673 LOC284312 30813624 30834189 49 30813624 30834189 49 30817395 30833609 -3722
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139260 LOC284589 141220 136227 1960 139309 136906 49 137740 137273 -1520
Chr2 Normal NT_005403.13 AGGTCCTCTTGACCA 58821336 LOC351354 58821287 58841982 49 58821287 58841982 49 58821287 58841982 49
Chr8 Complement NT_037704.3 GGGTCAGGGTGCCCA 178409 SLC39A4 178836 171689 427 178459 174362 50 178155 174473 -254
Chr8 Complement NT_037704.3 GGGTCAGGGTGCCCA 178409 SLC39A4 178836 171689 427 178459 174362 50 178736 174485 327
Chr1 Normal NT_019273.15 ATGTCATCATGACCG 1173055 LOC199813 1173004 1175424 51 1173004 1175424 51 1173042 1175281 13
Chr1 Complement NT_019273.15 AGGTCGTACTCACCC 5736337 D1S155E 5736408 5695342 71 5736389 5695342 52 5718315 5696594 -18022
Chr4 Complement NT_022792.15 AGGCCAGCTTGACCC 6835822 LOC345309 6835874 6765016 52 6835874 6765016 52 6835874 6765016 52
Chr7 Normal NT_007819.13 TGGACAACCTGACCT 46384559 LOC346472 46384507 46385388 52 46384507 46385388 52 46384507 46385388 52
Chr11 Normal NT_008984.15 TGGACAACCTGACCT 7032415 LOC347873 7032363 7033248 52 7032363 7033248 52 7032363 7033248 52
Chr13 Normal NT_024524.12 AGGTCACTGCAACCT 1555167 PRO0297 1555115 1576634 52 1555115 1576634 52 1555583 1555864 -416
Chr4 Complement NT_006316.15 GGGTCTCAGTGACCC 698412 SLC2A9 717234 503208 18822 698465 503208 53 698411 503379 -1
Chr10 Complement NT_008583.15 GGGTCAGCTTGAACA 25055464 LOC255979 25055518 25054601 54 25055518 25054601 54 25055518 25054601 54
Chr7 Complement NT_007933.12 TGGTCATATTGATCT 39051526 LOC352374 39051581 38899578 55 39051581 38899578 55 39051581 38899578 55
Chr14 Normal NT_026437.10 TGGTCTGAGTGACCT 4536893 FLJ10111 4536837 4549997 56 4536837 4549997 56 4537036 4549909 -143
Chr5 Normal NT_006713.13 AGGTCACTTTGCCCT 6208654 LOC340119 6208598 6234141 56 6208598 6234141 56 6223249 6234141 -14595
Chr8 Normal NT_023666.15 TGGTCGTCCCGACCC 1520008 LOC203069 1519951 1528104 57 1519951 1528104 57 1522005 1527923 -1997
Chr3 Complement NT_005999.15 GGGCCACAGCGACCT 934780 PCBP4 936414 930982 1634 934837 930983 57 934762 931585 -18
Chr3 Complement NT_005999.15 GGGCCACAGCGACCT 934780 PCBP4 936414 930982 1634 934837 930983 57 934202 931585 -578
Chr1 Normal NT_077386.2 TGGTCATCCTGAACT 521949 LOC348446 521890 537221 59 521890 537221 59 521890 537221 59
Chr16 Complement NT_024797.13 AGGCCACGCTGACCA 11029600 LOC350334 11029661 11006237 61 11029661 11006237 61 11025810 11006237 -3790
Chr11 Complement NT_033903.5 GGGTCAGCCTGAGCC 2580876 LCMR1 2581060 2572448 184 2580938 2572451 62 2580916 2573359 40
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 20713854 LOC340128 20713791 20717092 63 20713791 20717092 63 20716411 20716704 -2557
Chr3 Normal NT_005612.13 TGGACACCTTGACCC 34638283 LOC351494 34638220 34656677 63 34638220 34656677 63 34638220 34656677 63
Chr11 Normal NT_035113.4 GGTTCAGGGTGACCA 343959 LRDD 343326 349392 633 343896 349392 63 345127 349265 -1168
Chr11 Normal NT_035113.4 GGTTCAGGGTGACCA 343959 LRDD 343326 349392 633 343896 349392 63 344183 349265 -224
Chr16 Normal NT_010498.13 GGGTCAAGATGACGG 3389422 LOC348167 3389357 3409561 65 3389357 3409561 65 3389357 3409561 65
Chr15 Complement NT_010194.15 GGGTCAGGGTGACCG 49484320 LOC342112 49484386 49467834 66 49484386 49467834 66 49484386 49467834 66
Chr10 Complement NT_030059.10 GGGTCACGCCGTCCC 21974318 FGF8 21974385 21968445 67 21974385 21968445 67 21974215 21968644 -103
Chr6 Normal NT_007592.13 TGGTCAATTTGACTT 20132750 LOC221567 20132683 20133714 67 20132683 20133714 67 20132683 20133714 67
Chr6 Normal NT_034874.2 TGGTCAATTTGACTT 577868 LOC282897 577801 578832 67 577801 578832 67 577801 578832 67
Chr6 Normal NT_033951.3 TGGTCAATTTGACTT 729894 LOC282934 729827 730858 67 729827 730858 67 729827 730858 67
Chr15 Normal NT_010194.15 GGCTCAGGTTGACCA 50372094 LOC348104 50372027 50373634 67 50372027 50373634 67 50372027 50373634 67
Chr4 Normal NT_006316.15 TTGTCACGATGACCT 293131 LOC351746 293064 312507 67 293064 312507 67 293064 312507 67
Chr17 Complement NT_010641.13 AGGTCAGCATGGCCC 6249702 LOC146724 6249770 6245337 68 6249770 6245337 68 6249762 6245357 60
Chr22 Normal NT_011519.10 AGCTCAGAGTGACCA 846605 LOC343827 846536 893638 69 846536 893638 69 846670 893638 -65
Chr18 Complement NT_010966.13 TGGTCACCATGACTC 2741745 LOC348278 2741814 2740595 69 2741814 2740595 69 2741814 2740595 69
Chr15 Normal NT_010194.15 TGGTCAGTTGGACCC 38722333 MAP2K5 38624394 38888825 97939 38722264 38888824 69 38724194 38888461 -1861
Chr3 Normal NT_005825.15 GGGTCACAATGACCA 2289169 ZFP 2287350 2315591 1819 2289099 2304286 70 2289177 2303504 -8
Chr3 Normal NT_005962.15 GGGTCATCGTGACCA 5349376 CLDN11 5349131 5390655 245 5349305 5363131 71 5349318 5363007 58
Chr1 Normal NT_004852.15 GGGTCGCCCTGGCCT 3199330 FAAH 3199203 3218782 127 3199258 3218782 72 3199287 3218513 43
Chr11 Normal NT_033899.5 TGGTCACGCTGACCT 33107823 LOC283168 33107750 33111377 73 33107750 33111377 73 33109926 33110297 -2103
Chr19 Complement NT_077812.1 GGGGCAGGGCGACCT 302552 MGC41903 302626 300499 74 302626 300499 74 301652 300571 -900
Chr20 Normal NT_011362.8 TGGTCACCGTGACCC 20257417 TFAP2C 20257270 20267244 147 20257343 20267244 74 20257509 20265977 -92
Chr13 Complement NT_009799.12 GGGTGGGAGTGACCT 735862 TUBA2 735936 727914 74 735936 727920 74 735887 728003 25
Chr2 Complement NT_022184.12 GGGACACCCTGACCA 1488888 LOC351132 1488963 1313453 75 1488963 1313453 75 1488963 1313453 75
Chr14 Normal NT_026437.10 AGGTGGTATTGACCT 81431100 LOC341967 81431024 81446129 76 81431024 81446129 76 81431024 81446129 76
Chr1 Normal NT_004668.15 GGGTCACACTGACAT 11193521 LOC343424 11193445 11232992 76 11193445 11232992 76 11193534 11232992 -13
Chr2 Complement NT_005416.10 GGGTCAAACTTACCA 1377859 HDLBP 1425097 1338610 47238 1377936 1338610 77 1376264 1338996 -1595
Chr15 Normal NT_077661.1 GGCTCATGTTGACCG 1864278 LOC283727 1864199 1887868 79 1864199 1887868 79 1864204 1885941 74
Chr15 Normal NT_010194.15 AGGTCAAGCAGACCC 46803020 MGC48986 46802719 46806428 301 46802941 46806281 79 46802941 46806281 79
Chr11 Normal NT_033903.5 TGGTCACGCTGGCCC 7111072 SCGB1D2 7110993 7113544 79 7110993 7113544 79 7111047 7113438 25
Chr19 Normal NT_011109.15 GGGCCGAGCTGACCC 23996635 CD33 23996553 24015305 82 23996553 24011462 82 23996565 24011133 70
Chr1 Complement NT_021877.15 AGGTCAAATTGTCCA 1665576 PLXNA2 1880764 1662556 215188 1665658 1662556 82 1665529 1663695 -47
Chr19 Normal NT_011109.15 GGGTCGCAACGACCC 16775413 ZNF230 16775331 16784014 82 16775331 16784014 82 16779449 16783834 -4036
Chr14 Normal NT_026437.10 AGGTCAGCCCGCCCC 75902597 LOC145255 75902514 75904288 83 75902514 75904288 83 75903385 75903675 -788
Chr17 Normal NT_010718.13 GGGTCAGGGTGTCCA 6781103 ALOX15B 6781018 6791065 85 6781018 6791065 85 6781090 6790499 13
Chr1 Normal NT_004671.15 ATGTCATTCTGACCT 8212283 FHR-4 8212198 8242748 85 8212198 8242748 85 8212267 8242522 16
Chr8 Normal NT_008183.16 GGGCCACCATGACCG 5204428 LOC137221 5204341 5319538 87 5204341 5319538 87 5224496 5319538 -20068
Chr12 Complement NT_009714.15 CAGTCACTCTGACCC 15654102 LOC341361 15654189 15643230 87 15654189 15643230 87 15654189 15643230 87
Chr6 Normal NT_007592.13 GTGTCGGCCTGACCC 28198228 KIAA0082 28198140 28246409 88 28198140 28246409 88 28200533 28245048 -2305
ChrX Normal NT_078107.1 AGGTTGGCATGACCC 1535859 LOC139397 1535771 1536918 88 1535771 1536918 88 1535867 1536918 -8
Chr11 Complement NT_033927.5 AGATCAGGCTGACCT 5055610 LOC341152 5055698 4998825 88 5055698 4998825 88 5055698 4998825 88
Chr17 Normal NT_010799.13 AGGTGAGTGTGACCT 482114 LOC147123 482025 495642 89 482025 495642 89 489577 494210 -7463
Chr2 Complement NT_026970.9 TGGTCAGGATGACCA 866216 LOC285029 866306 864687 90 866306 864687 90 865157 864738 -1059
Chr18 Complement NT_025028.13 TGGTCACAGTGAGCT 13166267 LOC350584 13166357 13060745 90 13166357 13060745 90 13166357 13060745 90
Chr12 Normal NT_029419.10 AGGTAGAAATGACCT 11020420 MGC35033 11019621 11033471 799 11020328 11033471 92 11020386 11032028 34
Chr17 Normal NT_010783.13 AGGTCCGCGTGACCC 20409461 CACNG1 20409368 20421575 93 20409368 20421575 93 20409439 20421049 22
Chr17 Complement NT_010755.13 AGATCAGCATGACCA 2242696 GJC1 2242789 2241905 93 2242789 2241905 93 2242789 2241905 93
Chr11 Normal NT_009237.15 AGGCCATCCCGACCT 36642785 LOC219638 36642692 36649718 93 36642692 36649718 93 36642739 36643269 46
Chr2 Normal NT_005058.13 TGGTCTGCATGACCT 14384083 LOC344206 14383990 14433456 93 14383990 14433456 93 14383990 14433456 93
Chr7 Normal NT_007914.12 TGGTCAGAATGACAT 4292164 LOC346525 4292071 4335904 93 4292071 4335904 93 4292071 4335904 93
Chr17 Complement NT_024871.10 AGGTCAAATTCACCT 312406 LOC284127 312500 309682 94 312500 309682 94 312327 311704 -79
Chr11 Complement NT_009237.15 AGGTCAGAGTGCCCG 3431638 DKK3 3432021 3385757 383 3431733 3385757 95 3431233 3387115 -405
Chr8 Complement NT_007995.13 GGATCAGGTTGACCT 7398935 LOC352480 7399030 7336833 95 7399030 7336833 95 7399030 7336833 95
Chr17 Normal NT_078100.1 AGGTGAGCGTGACCT 1558535 PRC17 1558440 1569337 95 1558440 1569337 95 1559966 1569021 -1431
Chr7 Normal NT_007819.13 AGGTCATTGTCACCA 45049850 LOC285960 45049754 45052228 96 45049754 45052228 96 45050797 45051111 -947
Chr22 Normal NT_011520.9 GGTTCAGAGCGACCT 17907149 MAFF 17907052 17921566 97 17907052 17921566 97 17918915 17919939 -11766
Chr19 Complement NT_011255.13 GGCTCGGGCTGACCT 139211 LOC284589 141220 136227 2009 139309 136906 98 137740 137273 -1471
Chr6 Normal NT_023451.12 TGGTCAAGGTGACTT 5811481 LOC345848 5811383 5820548 98 5811383 5820548 98 5811383 5820548 98
Chr9 Normal NT_008470.15 AGGTCACGCCGGCCC 317551 LOC352730 317453 333995 98 317453 333995 98 317453 333995 98
Chr12 Complement NT_029419.10 GGGTCACGGTGTCCG 18726485 SMARCC2 18726583 18699456 98 18726583 18700418 98 18726551 18700779 66
Chr19 Normal NT_011109.15 GGTTCATTCTGACCG 27451171 LOC199766 27451072 27480929 99 27451072 27480929 99 27451272 27480929 -101
Chr19 Complement NT_011255.13 TGGTCCCCGCGACCC 231336 PPAP2C 231504 221046 168 231435 221046 99 228055 221388 -3281
Chr19 Complement NT_011255.13 TGGTCCCCGCGACCC 231336 PPAP2C 231504 221046 168 231435 221046 99 231066 221388 -270
Chr9 Normal NT_078077.1 AGATCAGCATGACCT 10261 LOC349322 10161 11350 100 10161 11350 100 10376 10825 -115
Chr9 Normal NT_078078.1 AGATCAGCATGACCT 155844 LOC349328 155744 156934 100 155744 156934 100 156429 156731 -585



Chr7 Complement NT_007819.13 GGGTGGCGTTGACCT 7597725 ICA1 7597858 7448612 133 7597827 7449077 102 7571229 7449226 -26496
Chr14 Normal NT_026437.10 TGGTCAGGGTGGCCT 74498119 IFI27 74497123 74503073 996 74498017 74503073 102 74498070 74502920 49
Chr20 Complement NT_011387.8 AGGTCATAATCACCA 5234912 GPR73L1 5235015 5222686 103 5235015 5222686 103 5235015 5222686 103
Chr12 Normal NT_009482.13 GGGACACCATGACCA 2577158 LOC349829 2577055 2654993 103 2577055 2654993 103 2577055 2654993 103
Chr11 Normal NT_033903.5 TGGTCACAGTGAGCC 12171493 SSH-3 12171390 12180459 103 12171390 12180459 103 12171486 12179747 7
Chr2 Complement NT_005403.13 GGGTCACAAGGACCT 83574529 TIGD1 83574633 83572014 104 83574633 83572014 104 83573925 83572150 -604
Chr19 Complement NT_011109.15 GGGTCAGCTCGGCCC 24302978 SIGLEC6 24303300 24289141 322 24303083 24291173 105 24303059 24291532 81
Chr4 Normal NT_006316.15 AGGTAAAACTGACCT 12161727 LOC345335 12161621 12195421 106 12161621 12195421 106 12161621 12195421 106
Chr17 Normal NT_010783.13 AGGTCAATGGGACCA 4121166 OA48-18 4121060 4123199 106 4121060 4123199 106 4121327 4121497 -161
Chr11 Complement NT_033899.5 AGGTCACACTCACCC 21343668 MSP 21343791 21315038 123 21343775 21315039 107 21333060 21316633 -10608
Chr2 Normal NT_022171.13 GGGTCTGAGTGACCA 1554053 LOC343991 1553945 1633880 108 1553945 1633880 108 1553945 1633880 108
Chr8 Complement NT_008046.13 AGGTCAAAACAACCT 41120144 LOC352527 41120252 41109021 108 41120252 41109021 108 41120252 41109021 108
Chr17 Complement NT_010783.13 AGGTCACGCTCACCT 13389272 LOC284164 13389381 13378466 109 13389381 13378466 109 13385672 13380897 -3600
Chr15 Complement NT_010194.15 GGGTCGTTCTCACCC 3901192 LOC342182 3901301 3853475 109 3901301 3853475 109 3901301 3853475 109
Chr17 Complement NT_010799.13 AGGTCACGCTCACCT 9237607 LOC348250 9237764 9226841 157 9237716 9226841 109 9234022 9227155 -3585
Chr10 Normal NT_030059.10 GGGGCAGGGTGACCC 21170953 SEMA4G 21167837 21183930 3116 21170844 21183930 109 21171228 21182446 -275
Chr19 Normal NT_011109.15 GGGTCACATTGAGCT 8407483 COX6B 8407373 8417901 110 8407373 8417901 110 8410364 8417767 -2881
Chr3 Normal NT_022517.15 CGGTCAAGTTGACCA 9313252 LOC344780 9313142 9432361 110 9313142 9432361 110 9321088 9432361 -7836
Chr9 Complement NT_008476.14 GGGTCAGGGTGAGCA 4677168 FBP2 4677319 4642210 151 4677280 4642210 112 4677213 4642425 45
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20713903 LOC340128 20713791 20717092 112 20713791 20717092 112 20716411 20716704 -2508
ChrY Normal NT_011875.9 AGGTGAAACTGACCC 1014088 USP9Y 1013976 1172906 112 1013976 1172906 112 1022197 1172157 -8109
Chr14 Complement NT_026437.10 TGGTCATTTTGATCT 33728063 LOC350036 33728176 33693253 113 33728176 33693253 113 33728176 33693253 113
Chr4 Complement NT_006081.15 AGGTCACGCTGATCT 662192 LOC339990 662306 661150 114 662306 661150 114 661960 661664 -232
Chr5 Normal NT_023133.11 GCGTCACGGTGACCG 12766468 LOC345630 12766353 12767072 115 12766353 12767072 115 12766353 12767072 115
Chr20 Complement NT_011387.8 AGGTAGACTTGACCC 21414130 LOC128786 21414247 21388498 117 21414247 21388498 117 21414247 21388498 117
Chr2 Normal NT_022184.12 AGGTCAGCCTCACCC 6755252 LOC344305 6755134 6795089 118 6755134 6795089 118 6763906 6795089 -8654
Chr8 Complement NT_030032.8 AGTTCACACTGACCA 191670 LOC349180 191789 181440 119 191789 181440 119 191789 181440 119
Chr20 Complement NT_011387.8 GGGTCAGCCCGGCCC 1234164 SDCBP2 1249818 1230623 15654 1234283 1230623 119 1234112 1231085 -52
Chr19 Normal NT_011295.10 AGGTCGGGCTGGCCT 9093230 VCY2IP1 9093111 9108124 119 9093111 9108124 119 9093114 9101706 116
Chr6 Normal NT_025741.12 GGGTCATGGTGCCCG 21973369 MGC46341 21973249 22060447 120 21973249 22060447 120 21973374 22060216 -5
Chr15 Complement NT_010194.15 GGGTCACAGTGCCCT 4149853 LOC283724 4149974 4144479 121 4149974 4144479 121 4149696 4146749 -157
Chr8 Normal NT_023684.15 CGGTCACGGTGAGCT 573678 FLJ12150 573147 578296 531 573556 578296 122 574570 578138 -892
Chr19 Complement NT_011255.13 CGGTCATGTTGACGC 1507517 LOC148224 1507639 1496409 122 1507639 1496409 122 1507589 1496409 72
Chr14 Normal NT_026437.10 GGGTGAGGGTGACCC 83915674 FLJ40452 83915550 83923449 124 83915550 83922423 124 83916357 83921791 -683
Chr13 Normal NT_009952.13 TGGTCATCCTGGCCT 23688791 LOC341614 23688667 23728613 124 23688667 23728613 124 23688667 23728613 124
Chr1 Complement NT_077920.1 GGGTGAGTCTGACCC 118552 LOC343531 118677 106614 125 118677 106614 125 118677 106614 125
Chr2 Normal NT_005403.13 TGGTCAAGGTGAGCC 83358535 MGC42174 82985625 83368011 372910 83358410 83361019 125 83358432 83360673 103
Chr19 Normal NT_011109.15 GGGTGAGTGCGACCT 12257952 DLL3 12257805 12267342 147 12257826 12266978 126 12257833 12266871 119
Chr19 Normal NT_011109.15 GGGTCACACAGACCT 25141492 LOC201510 25141366 25156264 126 25141366 25146166 126 25141409 25145956 83
Chr17 Complement NT_010718.13 CGGTCTCCCTGACCC 6136654 PLSCR3 6146310 6131940 9656 6136780 6131946 126 6146294 6145276 9640
Chr6 Complement NT_025741.12 TGGTCCTCTTGACCC 20770392 TSPYL 20770519 20767319 127 20770519 20767319 127 20770422 20769109 30
Chr10 Complement NT_037753.3 GGGTCACGGTCACCG 1198382 LOC119587 1198510 1012909 128 1198510 1052338 128 1198355 1053460 -27
Chr2 Complement NT_005416.10 AGGTGATCCCGACCC 825870 LOC151568 825998 823165 128 825998 823165 128 823621 823388 -2249
Chr2 Normal NT_022135.13 AGGTGGCTTTGACCT 3065412 LOC343950 3065284 3066538 128 3065284 3066538 128 3065284 3066538 128
ChrX Normal NT_077819.2 GGGTGAGTGCGACCC 2121631 IL13RA1 2121478 2199046 153 2121502 2188439 129 2121545 2185760 86
Chr15 Normal NT_010274.15 CAGTCATCCTGACCC 396633 SLC28A1 393436 484370 3197 396504 454070 129 396519 453958 114
Chr10 Normal NT_008583.15 CGGTCAGGGTGGCCC 20983837 ADAMTS14 20983707 21071806 130 20983707 21071806 130 20983707 21071757 130
Chr10 Normal NT_008583.15 TGGTAAATGTGACCT 100838 MSMB 100708 113750 130 100708 113750 130 100740 113555 98
ChrX Complement NT_011757.12 GGGTCGGTTTCACCC 2267982 PIGA 2268112 2252047 130 2268112 2252047 130 2264519 2254095 -3463
Chr1 Normal NT_004559.10 AGGGCACGTCGACCC 1783878 ARF1 1783680 1800228 198 1783747 1800228 131 1798134 1799032 -14256
Chr16 Normal NT_010552.13 AGGTCACACTGGCCC 221790 LOC124220 221596 230316 194 221659 223705 131 221869 223586 -79
Chr6 Complement NT_023451.12 GGGTCGTGAGGACCT 12598 LOC351982 12729 11978 131 12729 11978 131 12717 12177 119
Chr22 Complement NT_011520.9 GGGTCGCCCTCACCT 415305 LOC150207 415437 412454 132 415437 412454 132 414141 412675 -1164
Chr11 Complement NT_008984.15 TGGTCAGCACGACCT 5192098 FLJ38932 5192718 5142462 620 5192231 5143091 133 5176516 5143313 -15582
Chr3 Complement NT_005612.13 GGGTCACTCCCACCC 32055287 LOC200810 32055420 32047654 133 32055420 32047654 133 32052852 32047731 -2435
Chr16 Normal NT_037887.3 AGGTCGGGCTGGCCC 1231073 TPSB1 1230679 1232555 394 1230940 1232555 133 1230941 1232242 132
Chr15 Normal NT_035325.4 AGGTCAAGTTCACCA 2861932 ALDH1A3 2861755 2898566 177 2861798 2898566 134 2861850 2896715 82
Chr17 Complement NT_010718.13 GGGTCACTCCCACCT 1926986 LOC147239 1927120 1885154 134 1927120 1885154 134 1914021 1885251 -12965
Chr14 Complement NT_026437.10 GGGTCAGCTCGTCCT 51195713 MAP3K9 51195847 51114897 134 51195847 51114897 134 51187656 51117138 -8057
Chr11 Normal NT_009237.15 AGGTCAAAATGACAC 33273316 LOC341248 33273181 33462154 135 33273181 33462154 135 33273181 33462154 135
Chr14 Normal NT_026437.10 TGGTCACAGTGACAT 448468 LOC122742 448332 449270 136 448332 449270 136 448332 449270 136
Chr11 Normal NT_033903.5 TGGTCACTATTACCT 4325835 LOC219983 4325699 4347103 136 4325699 4347103 136 4325699 4347103 136
Chr6 Complement NT_007299.12 GGGTCACTCCGCCCT 27882385 UBE2J1 27882749 27857416 364 27882521 27859123 136 27882480 27859569 95
Chr6 Complement NT_007299.12 GGGTCACTCCGCCCT 27882385 UBE2J1 27882749 27857416 364 27882521 27859123 136 27882459 27859569 74
Chr6 Complement NT_007299.12 AGGTCAAGGCGACCC 24123651 SNX14 24123788 24035388 137 24123788 24035388 137 24123607 24035856 -44
Chr2 Complement NT_022135.13 TGGTCAATTTCACCT 10026252 LOC343964 10026390 10011513 138 10026390 10011513 138 10026390 10011513 138
Chr14 Complement NT_026437.10 AGGTCAGGGTGGCCT 1990600 LOC348029 1990738 1974204 138 1990738 1974204 138 1990738 1974204 138
Chr4 Normal NT_016354.15 GGGTCAGCCAGACCG 48815934 SPRY1 48815796 48820038 138 48815796 48820038 138 48817878 48818837 -1944
Chr3 Complement NT_005612.13 GGGTCAGTCTGACCA 44712476 BITE 44712663 44612725 187 44712615 44612725 139 44691305 44613393 -21171
Chr20 Normal NT_011333.5 GAGTCAGTCTGACCT 729619 LOC343570 729478 743797 141 729478 743797 141 729478 743797 141
Chr7 Normal NT_007933.12 AGGTCGTGTTGAGCC 32714471 DLD 32714304 32744491 167 32714329 32743127 142 32714414 32742422 57
Chr3 Normal NT_005927.15 AGGTGGACCTGACCT 15848550 LOC131961 15848408 15849917 142 15848408 15849917 142 15848408 15849917 142
Chr14 Complement NT_026437.10 GGGTCGCCGTCACCC 73593338 C14orf142 73593481 73589278 143 73593481 73589278 143 73590062 73589847 -3276
Chr8 Normal NT_015280.15 AGGTCACCCCGTCCC 620019 LOC286032 619875 676193 144 619875 676193 144 620628 659468 -609
Chr8 Normal NT_008046.13 GGGTCACCCTGCCCG 33438955 MAL2 33438788 33476089 167 33438811 33476089 144 33438890 33473905 65
Chr16 Complement NT_010498.13 TGCTCACACTGACCT 16238717 AGRP 16239274 16238032 557 16238862 16238032 145 16238859 16238097 142
Chr22 Complement NT_011520.9 TGGTCAAGATGTCCT 22550111 ARFGAP3 22550347 22489488 236 22550256 22489488 145 22550144 22490550 33
Chr19 Normal NT_077812.1 AGGGCGCGCTGACCT 593524 LOC339391 593379 594881 145 593379 594881 145 593566 594132 -42
Chr17 Normal NT_010641.13 CGGTCATCGTGCCCC 7962796 GALR2 7962650 7965331 146 7962650 7965331 146 7962723 7965270 73
Chr5 Complement NT_006431.13 AGGTCCGACTGACCA 2970183 MOCS2 2970334 2958640 151 2970329 2958641 146 2967706 2959134 -2477
Chr5 Complement NT_006431.13 AGGTCCGACTGACCA 2970183 MOCS2 2970334 2958640 151 2970329 2958641 146 2970302 2967668 119
Chr9 Complement NT_035014.3 AGGTCGTTCTGGCCC 3019764 SURF4 3019910 3005280 146 3019910 3005280 146 3019780 3007309 16
Chr9 Complement NT_008413.15 AGGGCAGGTTGACCA 19116277 ADFP 19139253 19098396 22976 19116424 19106246 147 19116424 19106246 147
Chr14 Complement NT_026437.10 CGGTCACGATGATCT 25276835 LOC341846 25276982 25249701 147 25276982 25249701 147 25276982 25249701 147
Chr7 Normal NT_007758.10 AGGTCAGTGTGGCCC 1825018 LOC346319 1824871 1842368 147 1824871 1842368 147 1824871 1842368 147
Chr16 Complement NT_037887.3 GGGCCAGCCCGACCT 1219807 TPS1 1220215 1218338 408 1219954 1218338 147 1219953 1219194 146
Chr11 Complement NT_033899.5 GGGTCCAGCTGACCC 21238965 FXYD2 21242486 21234469 3521 21239113 21234469 148 21242407 21235066 3442
Chr11 Complement NT_033899.5 GGGTCCAGCTGACCC 21238965 FXYD2 21242486 21234469 3521 21239113 21234469 148 21239072 21235066 107
Chr1 Normal NT_004836.14 GAGTCACAATGACCT 4814103 CHRM3 4293224 4816074 520879 4813954 4816074 149 4814111 4815883 -8
Chr2 Complement NT_026970.9 GGGCCAATCCGACCT 1825985 LOC344089 1826134 1810358 149 1826134 1810358 149 1826134 1810358 149
Chr1 Normal NT_019273.15 AGGACACACCGACCC 876558 LOC348357 876409 878295 149 876409 878295 149 877501 877782 -943
Chr12 Complement NT_024477.12 GGGTCACCGCGATCC 527216 LOC90462 527365 492518 149 527365 492518 149 516694 496432 -10522
Chr8 Normal NT_023666.15 GGGTCAGTGTGTCCA 6325164 ELP3 6324919 6422955 245 6325014 6422955 150 6325020 6421530 144



Chr4 Normal NT_022853.14 GGCTCACGCTGACCG 3552442 FLJ13352 3552292 3577361 150 3552292 3577361 150 3552387 3576141 55
Chr16 Complement NT_024797.13 GCGTCACGGTGACCC 10762056 LOC146167 10762206 10755118 150 10762206 10755118 150 10762170 10755234 114
Chr15 Complement NT_010194.15 AGGTCATTCTGTCCC 14592197 TP53BP1 14592347 14489018 150 14592347 14489018 150 14574269 14489192 -17928
Chr7 Normal NT_007933.12 AGGTGGACCTGACCT 63162357 LOC136307 63162206 63164194 151 63162206 63164194 151 63162206 63164194 151
Chr11 Normal NT_033903.5 TGGTTATCTTGACCT 1214931 LOC219475 1214780 1215739 151 1214780 1215739 151 1214780 1215739 151
ChrX Normal NT_011786.13 TGCTCAATGTGACCC 8974947 LOC347476 8974796 8997691 151 8974796 8997691 151 8974796 8997691 151
Chr5 Complement NT_077451.2 GGGTCGCGCTCACCT 2324741 MGAT4B 2325211 2315877 470 2324892 2315877 151 2320378 2316312 -4363
Chr5 Complement NT_077451.2 GGGTCGCGCTCACCT 2324741 MGAT4B 2325211 2315877 470 2324892 2315877 151 2324850 2316312 109
Chr4 Normal NT_006238.10 GGGTCATGTGGACCC 4382601 FLJ13220 4382412 4404662 189 4382449 4403168 152 4382606 4402658 -5
Chr12 Normal NT_019546.15 AGGCCGCCGTGACCT 22469818 SLC25A3 22469655 22477677 163 22469666 22477677 152 22469948 22477497 -130
Chr4 Complement NT_006081.15 CAGTCAGTGTGACCT 419998 LOC132903 420151 413510 153 420151 413510 153 420151 413510 153
Chr17 Complement NT_010718.13 CGGGCACTGTGACCT 1462196 LOC254124 1462349 1453503 153 1462349 1453503 153 1462238 1461945 42
Chr17 Normal NT_078100.1 AGGTCACGCTCACCT 31034 LOC350486 30881 67388 153 30881 67388 153 30881 67388 153
Chr11 Complement NT_033903.5 GGGTCCTGGTGACCA 12794137 LOC349675 12794292 12793823 155 12794292 12793823 155 12794292 12793823 155
ChrX Complement NT_011568.12 AGGTCAGGTCCACCT 5976889 LOC139334 5977045 5975764 156 5977045 5975764 156 5977045 5975764 156
ChrX Complement NT_011568.12 AGGTCAGGTCCACCT 3057937 LOC158624 3058093 3056550 156 3058093 3056550 156 3058093 3056550 156
Chr6 Complement NT_007592.13 AGGTCAGGTCCACCT 9226969 LOC221654 9227125 9225217 156 9227125 9225217 156 9227125 9225217 156
Chr14 Complement NT_026437.10 GGGACGTGATGACCC 43981877 LOC341893 43982033 43980790 156 43982033 43980790 156 43982033 43980790 156
Chr16 Normal NT_019609.11 TGGTCAGCCTGATCC 2561879 LOC342391 2561723 2566364 156 2561723 2566364 156 2561723 2566364 156
Chr7 Complement NT_007933.12 CGGTCAAGGTGACCA 25320325 LOC352357 25320481 25319507 156 25320481 25319507 156 25320481 25319507 156
Chr10 Complement NT_030059.10 GGGTCAGCCCGACTC 39363606 SFXN4 39363762 39338837 156 39363762 39338989 156 39363717 39339312 111
Chr19 Normal NT_011295.10 TGGTCATCATGAGCC 6290426 LOC348346 6290269 6306223 157 6290269 6306223 157 6290269 6306223 157
Chr12 Complement NT_009714.15 GGGTCACTCCCACCC 14307188 SLC21A3 14315571 14180801 8383 14307345 14180801 157 14231333 14187197 -75855
Chr2 Complement NT_022184.12 AGGTCATGCTTACCC 11306576 CARD12 11306856 11265456 280 11306734 11265456 158 11297777 11265475 -8799
Chr17 Complement NT_030843.6 CGGTCAGAAAGACCC 1666218 LOC284203 1666376 1665576 158 1666376 1665576 158 1665994 1665635 -224
Chr8 Complement NT_030032.8 AGTTCACACTGACCA 191630 LOC349180 191789 181440 159 191789 181440 159 191789 181440 159
Chr17 Complement NT_010718.13 AGGACATCTCGACCC 2418704 TIP-1 2418863 2413086 159 2418863 2413086 159 2418710 2413932 6
Chr19 Normal NT_011109.15 AGGTCAAGATGGCCC 26684421 CACNG7 26684261 26714458 160 26684261 26714458 160 26684276 26713737 145
Chr22 Normal NT_011520.9 GGGTCAAATTTACCC 20769243 LOC339672 20769054 20769775 189 20769083 20769766 160 20769110 20769694 133
Chr5 Normal NT_029289.9 GGGTGGCGCTGACCC 227339 LOC351855 227179 229622 160 227179 229622 160 227179 229622 160
Chr6 Normal NT_007592.13 GGGTCTCGCTGACCA 31838009 NFYA 31837849 31863863 160 31837849 31862816 160 31843956 31862276 -5947
Chr14 Complement NT_026437.10 AGGTCAACAAGACCC 4217363 LOC122718 4217524 4213881 161 4217524 4213881 161 4217524 4213881 161
Chr2 Normal NT_005403.13 GGATCATTTTGACCC 28202207 LOC150739 28202046 28222619 161 28202046 28222619 161 28202046 28222619 161
Chr3 Complement NT_005612.13 GGGTCACTGCAACCT 180701 LOC200895 180897 175922 196 180862 178410 161 179509 178946 -1192
Chr7 Complement NT_033968.4 GGGCCGCACTGACCT 6310967 LOC222032 6311128 6296148 161 6311128 6296148 161 6311128 6296148 161
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20713952 LOC340128 20713791 20717092 161 20713791 20717092 161 20716411 20716704 -2459
Chr22 Normal NT_011520.9 GGGTCATCACGTCCC 17513171 GCAT 17513009 17521957 162 17513009 17521957 162 17513029 17521779 142
Chr5 Normal NT_034772.4 TGGTCAACATCACCC 34409048 IL13 34407237 34411822 1811 34408886 34411822 162 34408900 34410995 148
Chr13 Complement NT_009952.13 CGGTCACCAGGACCC 8337996 TGDS 8338186 8315951 190 8338158 8315951 162 8338065 8316711 69
Chr13 Complement NT_009799.12 GGGTAGCCCTGACCT 9004538 MTIF3 9004711 8988952 173 9004701 8988952 163 8994585 8989812 -9953
Chr20 Complement NT_011387.8 GGGGCGCACTGACCC 25544447 C20orf147 25544621 25533571 174 25544614 25535001 167 25544584 25536561 137
Chr20 Normal NT_011362.8 GGGCCAAAGTGACCT 23586545 CDH26 23586378 23661962 167 23586378 23641063 167 23624522 23640681 -37977
Chr1 Complement NT_004559.10 GGGTCAGGGTGGCCA 2755963 LOC343377 2756130 2724641 167 2756130 2724641 167 2756130 2724641 167
Chr7 Normal NT_007933.12 GGGTCACCCCGCCCC 22595460 TAC1 22595138 22603700 322 22595293 22603700 167 22595843 22603150 -383
Chr14 Normal NT_026437.10 TGGTCAGATTGACCA 867049 LOC341798 866881 888395 168 866881 888395 168 866881 888395 168
Chr4 Complement NT_022792.15 GTGTCATTGTGACCC 3314228 LOC345246 3314396 3273136 168 3314396 3273136 168 3314353 3273136 125
Chr1 Complement NT_077957.1 CGGCCATGGTGACCC 298373 LOC348489 298542 293252 169 298542 293252 169 298542 293252 169
Chr2 Normal NT_005058.13 TGGTCAAGATGAGCC 237314 LOC351228 237145 282916 169 237145 282916 169 280944 281354 -43630
Chr9 Normal NT_008470.15 GGGCCGGCCTGACCC 33403612 ENDOG 33403383 33407589 229 33403442 33407589 170 33403599 33407524 13
Chr15 Normal NT_078096.1 AGGTGAGGGCGACCC 23843 LOC338998 23673 26273 170 23673 26273 170 23687 26273 156
Chr1 Complement NT_004525.15 GGGTCAGTGCGGCCT 1827542 LOC343358 1827712 1809228 170 1827712 1809228 170 1827712 1809228 170
Chr1 Complement NT_004836.14 GGCTCATGCTGACCT 1188436 ERO1LB 1188686 1123820 250 1188607 1124969 171 1188442 1125175 6
Chr9 Normal NT_024000.15 GGGTCAGGACCACCT 642457 LOC349247 642286 643410 171 642286 643410 171 642286 643410 171
Chr3 Normal NT_005612.13 AGGTCACTATGTCCA 24912334 LOC351486 24912163 24986519 171 24912163 24986519 171 24912163 24986519 171
Chr17 Complement NT_078100.1 GGGTCTCTGTGACCC 354633 LOC342622 354805 334429 172 354805 334429 172 354805 334429 172
Chr16 Normal NT_037887.3 GGGGCGCCGTGACCT 658306 MIRO-2 658124 664171 182 658134 664171 172 658201 663607 105
Chr1 Complement NT_004391.15 AGGGCACCGCGACCC 197886 E2F2 198059 176695 173 198059 176695 173 197632 176719 -254
Chr3 Complement NT_005825.15 AGATCGTTCTGACCT 4855488 HYPB 4856422 4748559 934 4855662 4748816 174 4855253 4749220 -235
Chr19 Complement NT_011109.15 AGGTAAATTTGACCC 22491381 LOC199799 22491584 22490875 203 22491555 22490875 174 22491528 22491010 147
Chr19 Complement NT_011295.10 AGGTCATGGCGCCCT 2902558 LOC51295 2902751 2879547 193 2902732 2879547 174 2892787 2879801 -9771
Chr15 Complement NT_010194.15 CGGTCAAAATCACCC 45070913 STOML1 45073347 45061959 2434 45071087 45061959 174 45070962 45062676 49
Chr19 Normal NT_011295.10 AGGTCACAGCAACCT 5328325 LOC90379 5326106 5335062 2219 5328150 5335062 175 5329756 5334609 -1431
Chr12 Complement NT_024477.12 GGGTCACCGCGAGCC 527190 LOC90462 527365 492518 175 527365 492518 175 516694 496432 -10496
Chr5 Normal NT_006576.13 GGGTAACACTGACCT 21027828 LOC345520 21027651 21069678 177 21027651 21069678 177 21027651 21069678 177
Chr20 Complement NT_011387.8 AGGTCATAGCAACCC 23258612 LOC149912 23258791 23257115 179 23258791 23257115 179 23257810 23257535 -802
Chr16 Normal NT_035363.3 GGATCACTTTGACCG 219727 LOC200972 219548 223934 179 219548 223934 179 219548 223934 179
Chr4 Normal NT_006316.15 TGGTCATTTTGATCC 14313632 LOC351764 14313453 14373130 179 14313453 14373130 179 14313453 14373130 179
Chr15 Complement NT_010194.15 GGGTCCTGGTGACCA 14198146 LOC146053 14203011 14197445 4865 14198326 14197464 180 14198302 14197508 156
Chr2 Complement NT_022139.11 AGGTCATCTTGATCT 652395 LOC343975 652575 603014 180 652575 603014 180 652575 603014 180
Chr16 Complement NT_024812.10 GGGTCAGACCGAACC 258780 TUFM 259360 254248 580 258960 255431 180 258898 255613 118
ChrX Normal NT_011757.12 GGGTCATCGTCACCT 10267743 FLJ30296 10267562 10326886 181 10267562 10326886 181 10267775 10326769 -32
Chr16 Normal NT_037887.3 GGGGCAGGGCGACCT 1668463 HN1L 1668258 1691434 205 1668281 1691434 182 1668315 1689000 148
Chr19 Complement NT_011109.15 GGGGCACTGTGACCC 21844204 KCNA7 21844388 21838865 184 21844388 21838865 184 21844032 21841510 -172
Chr3 Normal NT_005612.13 GGGTCAGCTTGCCCC 39156909 MGC3040 39156724 39516153 185 39156724 39516153 185 39347692 39514366 -190783
Chr7 Complement NT_007933.12 GGGTCATTTTGTCCG 24382931 DKFZp727G131 24383118 24377507 187 24383118 24377507 187 24379614 24377893 -3317
Chr5 Normal NT_006713.13 GGGTCGCTTGGACCC 5404110 F2R 5403923 5423430 187 5403923 5423430 187 5404265 5421460 -155
Chr1 Complement NT_077386.2 CGGACAGGCTGACCC 3314622 SCMH1 3314809 3099896 187 3314809 3099898 187 3232423 3100887 -82199
Chr15 Complement NT_010194.15 TGGCCAGGTTGACCT 36149473 RIS 36149822 36135049 349 36149661 36135049 188 36149545 36136609 72
Chr10 Normal NT_033985.5 GGGTCGGTGTGTCCC 3296643 LOC143158 3296454 3318294 189 3296454 3318294 189 3316674 3317993 -20031
Chr10 Normal NT_030772.8 GGGTCGGTGTGTCCC 39805 LOC220466 9734 61496 30071 39616 61496 189 39742 61116 63
Chr10 Normal NT_008583.15 GGGTCGGTGTGTCCC 299694 LOC283021 299505 321403 189 299505 321403 189 299631 321101 63
Chr16 Complement NT_010498.13 GGGTCAGAATGACTG 19729785 FLJ14665 19736831 19648942 7046 19729975 19696793 190 19729369 19697218 -416
Chr2 Normal NT_022184.12 GGGTCAGCCCTACCT 16387992 QPCT 16387687 16416397 305 16387802 16416397 190 16387808 16415903 184
Chr17 Complement NT_010718.13 AGGTCACGGTGGCCA 17225752 LOC254214 17225944 17221570 192 17225944 17221570 192 17225944 17221570 192
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139117 LOC284589 141220 136227 2103 139309 136906 192 137740 137273 -1377
Chr16 Normal NT_010505.13 GGGTCCCGCTGACCC 639355 LOC255896 639162 640931 193 639162 640931 193 639162 640931 193
ChrX Complement NT_011757.12 GGGTCACCCCGGCCT 10840312 MGC4825 10840505 10765948 193 10840505 10765948 193 10840286 10772926 -26
ChrX Normal NT_011651.13 AGGTCAGGATGAGCA 27678150 IL1RAPL2 27677956 28249626 194 27677956 28249626 194 27677956 28249458 194
Chr5 Normal NT_023089.13 GGGTGAAGCTGACCT 6345077 LOC285690 6344883 6347346 194 6344883 6347346 194 6346510 6347112 -1433
Chr11 Normal NT_008984.15 TGGTCATCCTGACCA 1859052 LOC349710 1858858 1859464 194 1858858 1859464 194 1859066 1859429 -14
Chr9 Normal NT_008470.15 GCGTCAAGGTGACCG 31499882 RALGPS1A 31499688 31808078 194 31499688 31808078 194 31547204 31803683 -47322
Chr2 Complement NT_005403.13 GGGTCATCGTGAACT 48809214 BOLL 48810635 48750950 1421 48809411 48752308 197 48805911 48752616 -3303
Chr16 Complement NT_024812.10 GGGTCGCCCTCACCT 5165236 LOC348202 5165433 5162502 197 5165433 5162502 197 5165433 5162502 197



Chr7 Normal NT_007933.12 TGGTCACTGTGACGT 48441521 ASB15 48441323 48453728 198 48441323 48453728 198 48441336 48453725 185
Chr22 Complement NT_011525.5 CGCTCAGCCTGACCT 154363 LOC150397 154561 152440 198 154561 152440 198 154463 154104 100
Chr19 Complement NT_011109.15 GGGTCATGACCACCT 21518158 LOC284359 21518356 21512337 198 21518356 21512337 198 21517306 21512355 -852
Chr19 Complement NT_011255.13 GGGTCGCGGTGACCC 2723116 SGT 2723354 2694712 238 2723315 2694712 199 2709066 2697341 -14050
Chr20 Complement NT_011362.8 TGGCCATGGTGACCC 3362083 LOC350913 3362283 3337971 200 3362283 3337971 200 3362283 3337971 200
Chr1 Complement NT_019273.15 GGGTCCCTCTGACCT 2407969 OVGP1 2408213 2394751 244 2408169 2394751 200 2408157 2394900 188
Chr17 Normal NT_010755.13 AGATCAGCATGACCA 2242696 LOC284133 2242495 2244426 201 2242495 2244426 201 2243255 2243713 -559
Chr19 Complement NT_011109.15 GGGTCAGCCCGATCT 19487683 PRKD2 19488557 19445509 874 19487884 19445795 201 19487845 19445998 162
Chr6 Normal NT_007592.13 GGGTCGTCTTGCCCT 22545912 C6orf25 22545699 22549038 213 22545710 22547400 202 22545710 22547400 202
Chr6 Normal NT_033951.3 GGGTCGTCTTGCCCT 3137487 C6orf25 3137274 3140613 213 3137285 3138975 202 3137285 3138975 202
Chr6 Normal NT_034874.2 GGGTCGTCTTGCCCT 2994766 C6orf25 2994553 2997892 213 2994564 2996254 202 2994564 2996254 202
Chr6 Normal NT_007592.13 GGGACGCCGTGACCT 18650356 H4FE 18650154 18650509 202 18650154 18650509 202 18650154 18650465 202
Chr6 Normal NT_007592.13 GGGACGCCGTGACCT 17965541 HIST1H4I 17965339 17965708 202 17965339 17965708 202 17965339 17965650 202
Chr12 Normal NT_029419.10 GGGCCGGGCTGACCC 18504068 CDK2 18503865 18509874 203 18503865 18509874 203 18504099 18508715 -31
Chr10 Complement NT_008583.15 GGGACACACCGACCC 24008608 LOC118704 24008822 23985226 214 24008811 23985226 203 24008685 23985529 77
Chr10 Complement NT_077572.1 GGGACACACCGACCC 38578 LOC195979 68331 16922 29753 38781 16922 203 38655 17224 77
Chr10 Complement NT_035036.2 GGGACACACCGACCC 58922 LOC255319 109479 37278 50557 59125 37278 203 58999 37580 77
Chr10 Complement NT_037750.1 GGGACACACCGACCC 146132 LOC283044 176217 124457 30085 146335 124457 203 146209 124837 77
Chr8 Complement NT_077531.2 AGGCCACCCTGACCT 1103196 LOC349187 1103399 1101341 203 1103399 1101341 203 1103399 1101341 203
Chr10 Complement NT_033985.5 GGGACACACCGACCC 3465048 MRIP2 3533951 3443391 68903 3465251 3443391 203 3465125 3443693 77
Chr10 Complement NT_017696.14 GGGACACACCGACCC 44003 LOC118706 72524 21197 28521 44207 22356 204 43963 22659 -40
Chr20 Complement NT_011387.8 TGGTGACGCTGACCT 25379407 KIAA0980 25447238 25373334 67831 25379612 25373462 205 25379234 25374087 -173
Chr6 Normal NT_034880.2 GGTTCACTGCGACCT 294955 LOC340154 294750 296145 205 294750 296145 205 295732 296137 -777
Chr1 Complement NT_004511.15 GGGCCGCGTTGACCC 5966134 FLJ38984 5966624 5961028 490 5966341 5961028 207 5963473 5962784 -2661
Chr19 Complement NT_011295.10 GGGTCTCCATGACCG 14917082 LOC253342 14917289 14868063 207 14917289 14868063 207 14917289 14868063 207
Chr10 Normal NT_017696.14 CTGTCAGAGTGACCT 302408 LOC282962 302201 305855 207 302201 305855 207 302201 305855 207
Chr16 Complement NT_019609.11 CGGGCATGCTGACCC 278213 NOC4 285926 250733 7713 278420 257554 207 278219 258632 6
Chr2 Complement NT_022139.11 AGGTCAGAAAGACCC 26412 RNASEH1 26894 13071 482 26619 13864 207 26538 14063 126
Chr6 Normal NT_025741.12 TGGGCACAGTGACCT 1382584 LOC345852 1382376 1403006 208 1382376 1403006 208 1382376 1403006 208
Chr3 Complement NT_006014.14 AGGTCACCATGGCCT 1055935 MST1R 1056143 1039511 208 1056143 1039511 208 1056115 1039813 180
Chr9 Normal NT_008413.15 GGGTGGGAGTGACCC 20648520 FLJ20375 20648310 20985955 210 20648310 20985955 210 20705354 20985629 -56834
Chr7 Complement NT_007758.10 GGGTCATGGTGAACC 6772360 LOC346336 6772570 6700418 210 6772570 6700418 210 6772570 6700418 210
Chr16 Normal NT_010393.13 GGGTCAAGCCGAGCC 53328 LOC283954 53117 55258 211 53117 55258 211 53217 53672 111
Chr3 Normal NT_005612.13 GAGTCAGGGTGACCC 42042285 LOC339868 42042073 42044552 212 42042073 42044552 212 42042073 42044552 212
Chr17 Complement NT_010799.13 GCGTCGTCCTGACCC 1775654 MGC39650 1775866 1767528 212 1775866 1767528 212 1775672 1767570 18
Chr10 Complement NT_031847.7 GGGACACACCGACCC 256032 LOC196702 285821 240167 29789 256246 240167 214 256109 242830 77
Chr2 Normal NT_026970.9 TGGTCAACGTGAGCC 2100924 CNNM4 2100709 2151437 215 2100709 2151437 215 2100998 2149083 -74
Chr9 Complement NT_008470.15 GGGGCGCACTGACCT 15626527 EDG2 15626784 15461963 257 15626742 15462876 215 15560816 15464120 -65711
Chr6 Complement NT_007592.13 AGGTCACGGCGTCCC 18657340 H4FD 18657556 18657203 216 18657556 18657203 216 18657556 18657245 216
Chr6 Complement NT_007592.13 AGGTCACGGCGTCCC 16885515 HIST1H4B 16885731 16885375 216 16885731 16885375 216 16885731 16885420 216
Chr1 Normal NT_021973.15 CGGTCATTGTGACCA 885965 LOC343092 885749 894004 216 885749 894004 216 885749 894004 216
ChrX Complement NT_011651.13 AGGTCATAGCGACCA 18469689 LOC286532 18469906 18467306 217 18469906 18467306 217 18469723 18469139 34
Chr1 Normal NT_077913.1 GGGTCAGGGTGACCA 141145 LOC348453 140928 144046 217 140928 144046 217 140928 144046 217
Chr1 Normal NT_077965.1 GGGTCAGGGTGACCA 61164 TAS1R3 60947 64065 217 60947 64065 217 60947 64065 217
Chr6 Complement NT_007299.12 GGGTCACTCCGCCCT 27882385 UBE2J1 27882749 27857416 364 27882603 27858878 218 27882459 27859569 74
Chr22 Normal NT_011520.9 AGGTCAAGGCGTCCC 21174404 ACO2 21174185 21234031 219 21174185 21233767 219 21174205 21233671 199
Chr14 Normal NT_026437.10 CGGTCCCGGTGACCC 45301402 C14orf52 45301183 45321141 219 45301183 45321141 219 45301255 45318989 147
Chr20 Normal NT_028392.4 AGGCCATTCTGACCC 4296560 SDBCAG84 4296291 4311925 269 4296341 4311925 219 4296368 4311796 192
Chr20 Normal NT_011362.8 GGCTCACAGTGACCT 22928792 EDN3 22928378 22953942 414 22928572 22953942 220 22928764 22952410 28
Chr19 Normal NT_011109.15 GGGTCTCTTTGACCT 24232426 LOC125877 24232206 24254801 220 24232206 24254801 220 24232310 24254801 116
Chr9 Normal NT_008413.15 AGGTCACGATGACTG 2204282 LOC352681 2204062 2253060 220 2204062 2253060 220 2204062 2253060 220
Chr9 Normal NT_078046.1 TGGTCAGTGTGAGCT 253623 LOC349264 253402 277605 221 253402 277605 221 253402 277605 221
Chr9 Normal NT_078073.1 TGGTCAGTGTGAGCT 17690 LOC349320 17469 18700 221 17469 18700 221 17469 18700 221
Chr17 Complement NT_010641.13 AGGTCAGGTTGTCCA 8624934 SFRS2 8625756 8621959 822 8625155 8621963 221 8625000 8624001 66
Chr8 Complement NT_023678.14 AGGTGAGTGTGACCG 1263882 LOC253947 1264104 1255215 222 1264104 1255215 222 1264104 1255215 222
Chr17 Complement NT_024871.10 TGGCCATGATGACCC 1808504 LOC350480 1808726 1779251 222 1808726 1779251 222 1808726 1779251 222
Chr16 Complement NT_019609.11 TGGTCAGTTTCACCC 278198 NOC4 285926 250733 7728 278420 257554 222 278219 258632 21
Chr17 Normal NT_010641.13 GGGTCAGGCTGAACG 6935367 KIAA0176 6935083 6953783 284 6935144 6953783 223 6935150 6950946 217
Chr14 Complement NT_026437.10 GGGTCGCTATGTCCC 40604962 LOC348043 40605185 40599325 223 40605185 40599325 223 40605185 40599325 223
Chr10 Normal NT_030059.10 GAGTCAGAGCGACCC 20734478 HIF1AN 20727641 20748313 6837 20734254 20748313 224 20734274 20746452 204
Chr12 Complement NT_029419.10 GGGTCATGTTGTCCA 16684091 LOC283364 16684315 16682160 224 16684315 16682160 224 16683431 16683072 -660
Chr8 Complement NT_008046.13 GGGTCTTCATGACCT 21413837 LOC349208 21414061 21403703 224 21414061 21403703 224 21414061 21403703 224
Chr17 Complement NT_010783.13 AGGTCACGTCCACCC 11899638 PNUTL2 11902635 11890815 2997 11899862 11890815 224 11902523 11890986 2885
Chr17 Complement NT_010783.13 AGGTCACGTCCACCC 11899638 PNUTL2 11902635 11890815 2997 11899862 11890815 224 11902523 11892442 2885
Chr17 Complement NT_010783.13 AGGTCACGTCCACCC 11899638 PNUTL2 11902635 11890815 2997 11899862 11890815 224 11899734 11890986 96
Chr13 Normal NT_009952.13 TGGTCACCCTGCCCT 16541300 BIVM 16541075 16583557 225 16541075 16583557 225 16549294 16581891 -7994
Chr6 Complement NT_007299.12 GGGTGGGAGTGACCC 25858883 LOC153936 25859108 25852172 225 25859108 25852172 225 25852905 25852304 -5978
Chr2 Normal NT_005403.13 AGGTCATATTTACCA 23547534 LOC344177 23547308 23578652 226 23547308 23578652 226 23547308 23578652 226
Chr15 Normal NT_035325.4 AGGTGGCTTTGACCT 3959465 LOC347532 3959239 3960591 226 3959239 3960591 226 3959262 3960591 203
ChrX Normal NT_025307.13 AGGTGGCTTTGACCT 769473 LOC352849 769247 770598 226 769247 770598 226 769270 770598 203
Chr17 Complement NT_010641.13 TGGACAAGCTGACCT 5501544 LOC342505 5501772 5478363 228 5501772 5478363 228 5501772 5478363 228
Chr21 Complement NT_030188.2 GGGTCCACCTGACCG 820447 LOC255589 820679 817707 232 820679 817707 232 820152 819598 -295
Chr9 Normal NT_078045.1 TGGTCAGTGTGAGCT 36262 LOC349259 36029 37298 233 36029 37298 233 36215 37298 47
Chr5 Normal NT_034772.4 GGGTCACCGCGTCCC 36656065 DCOHM 36655831 36720369 234 36655831 36720369 234 36655851 36711392 214
Chr11 Complement NT_028310.10 GGGTCGCGCGGACCT 2203902 LOC158490 2204180 2189886 278 2204136 2190294 234 2204135 2191988 233
Chr3 Normal NT_005612.13 GGGTCGGGGCGACCT 20357376 LOC344809 20357142 20369614 234 20357142 20369614 234 20357151 20369614 225
Chr9 Complement NT_078042.1 AGCTCACACTGACCA 36286 LOC349253 36521 11084 235 36521 11084 235 36521 11084 235
Chr9 Complement NT_078048.1 AGCTCACACTGACCA 114108 LOC349267 114343 113110 235 114343 113110 235 114343 113110 235
Chr15 Normal NT_010194.15 CGGACACCGTGACCT 3800149 CKTSF1B1 3799786 3816477 363 3799913 3816477 236 3812503 3813057 -12354
Chr21 Complement NT_030188.2 GGGTCGCCAGGACCC 1048777 WDR4 1049013 1012530 236 1049013 1012530 236 1032890 1019485 -15887
Chr4 Normal NT_022792.15 AGGTCAGCCTGACTG 8479900 LOC340002 8479662 8619978 238 8479662 8619978 238 8479662 8619978 238
Chr7 Complement NT_007933.12 AGGACACGTTGACCA 53591762 OPN1SW 53592000 53588696 238 53592000 53588696 238 53591993 53588743 231
Chr5 Complement NT_034772.4 GGATCAGAGCGACCC 17376651 CGI-109 17376890 17331056 239 17376890 17364223 239 17376509 17366926 -142
Chr1 Complement NT_004836.14 AGCTCAGGGTGACCA 1188367 ERO1LB 1188686 1123820 319 1188607 1124969 240 1188442 1125175 75
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 139068 LOC284589 141220 136227 2152 139309 136906 241 137740 137273 -1328
ChrX Complement NT_011726.10 GGGTCATTTTGACTT 2319705 LOC352811 2319946 2179521 241 2319946 2179521 241 2319946 2179521 241
Chr13 Normal NT_009952.13 AGGTGAGAGCGACCC 24049550 COL4A2 24049307 24255047 243 24049307 24255047 243 24049927 24254214 -377
Chr16 Normal NT_024797.13 CGGCCACCTTGACCC 10553710 HSBP1 10553394 10563928 316 10553467 10557110 243 10553521 10554867 189
Chr19 Normal NT_011109.15 TGGTCCTGGTGACCC 7875261 FXYD3 7874962 7883445 299 7875017 7883445 244 7878499 7882579 -3238
Chr3 Complement NT_005612.13 GGGTCGTGCAGACCT 62162031 LOC348813 62162275 62161322 244 62162275 62161322 244 62162125 62161484 94
Chr10 Normal NT_008705.14 CGGTCTCGGCGACCC 17601553 CFP1 17511278 17834476 90275 17601306 17833985 247 17601307 17833423 246
Chr21 Complement NT_011515.10 GGGTAGTCCTGACCC 865832 LOC284839 866080 863678 248 866080 863678 248 864994 864533 -838
Chr2 Complement NT_005403.13 AGGTCATTATGAACT 14622150 LOC344268 14622398 14510302 248 14622398 14510302 248 14622398 14510302 248



Chr1 Complement NT_004668.15 GGGGCAGGATGACCC 6707076 PXF 6707342 6699003 266 6707325 6699003 249 6707315 6701742 239
Chr9 Normal NT_023935.15 CGGTCCCCCCGACCC 19262485 DAPK1 19262235 19472984 250 19262235 19472982 250 19263432 19471718 -947
Chr22 Normal NT_011525.5 GGGTCGCCCTCACCC 1019022 MGC11256 1018682 1027575 340 1018772 1027572 250 1018809 1027346 213
Chr11 Complement NT_033899.5 GGGTCGAACTCACCC 28175602 ESAM 28176816 28166704 1214 28175854 28166711 252 28175729 28167221 127
Chr9 Complement NT_008470.15 AGGTCACCACCACCC 17600660 LOC169834 17600912 17585914 252 17600912 17585914 252 17586837 17586454 -13823
Chr1 Normal NT_077386.2 AGCTCACCCCGACCC 4840212 MGC955 4839960 4848596 252 4839960 4848430 252 4840003 4848085 209
Chr9 Normal NT_019501.12 AGGTCCCCATGACCT 249371 COL5A1 249117 450204 254 249117 450204 254 249499 449614 -128
Chr13 Complement NT_024524.12 GGGTCACATTGCCCT 590602 LOC349928 590856 500954 254 590856 500954 254 590856 500954 254
Chr22 Complement NT_011526.5 AGGCCGCGTTGACCC 99465 SBF1 108327 80099 8862 99720 80099 255 99255 80434 -210
Chr9 Complement NT_008470.15 GGGGCGCACTGACCT 15626527 EDG2 15626784 15461963 257 15626784 15462876 257 15560816 15464120 -65711
Chr12 Normal NT_029419.10 AGGACAAGCTGACCG 27361973 KIAA0984 27318279 27415717 43694 27361716 27415389 257 27361966 27412874 7
Chr3 Normal NT_005612.13 GGGTCATCATGAGCC 23592520 LOC351481 23592263 23719779 257 23592263 23719779 257 23592263 23719779 257
Chr10 Normal NT_030059.10 GGGTCACTCCCACCC 4478542 LOC170425 4478284 4492963 258 4478284 4492963 258 4491650 4491988 -13108
Chr5 Normal NT_006713.13 TGGTGAAGATGACCC 3373402 HEXB 3373143 3409245 259 3373143 3409245 259 3373218 3409132 184
Chr6 Normal NT_007592.13 TTGTCACAATGACCC 14840129 LOC285817 14839870 14860698 259 14839870 14860698 259 14839870 14860698 259
Chr11 Complement NT_033903.5 GGGTCGCGCGGACCT 12672941 LOC219917 12673201 12659645 260 12673201 12660229 260 12673174 12661068 233
Chr8 Normal NT_007995.13 GGGTCGATGTGTCCC 3663745 LOC84549 3663485 3679553 260 3663485 3679461 260 3663499 3676921 246
Chr17 Normal NT_010783.13 TGGCCACAATGACCT 3340024 DLX4 3339763 3345148 261 3339763 3345148 261 3340032 3344506 -8
Chr17 Normal NT_010783.13 TGGCCACAATGACCT 3340024 DLX4 3339763 3345148 261 3339763 3345148 261 3343569 3344506 -3545
Chr15 Complement NT_010194.15 GGGTCACCCTGACCC 47389868 ETFA 47390234 47294974 366 47390129 47295036 261 47390129 47295300 261
ChrX Normal NT_025965.11 AGGGCAGGGTGACCA 211513 LOC170226 211251 215445 262 211251 215445 262 211251 215445 262
Chr8 Normal NT_023736.15 AGGTCTCTGTGACCA 774078 LOC346912 773815 785813 263 773815 785813 263 773815 785813 263
Chr6 Complement NT_025741.12 AGGTCGAAGTGGCCC 48520918 SF3b10 48521183 48520451 265 48521182 48520451 264 48521063 48520803 145
Chr2 Normal NT_022184.12 AGGTCAAGTCGTCCC 64176932 TCF7L1 64176517 64353438 415 64176668 64353438 264 64176742 64352519 190
Chr12 Normal NT_029419.10 GAGTCGGGGTGACCC 14489057 ACVR1B 14488757 14534167 300 14488792 14532015 265 14488834 14531200 223
Chr17 Normal NT_010783.13 GGGTCACCGAGACCT 10467551 AKAP1 10455798 10491808 11753 10467286 10491808 265 10476025 10490884 -8474
Chr16 Complement NT_010505.13 AGGTCACTGTGCCCA 377319 ABCC11 389806 309323 12487 377590 309323 271 374333 309686 -2986
Chr9 Complement NT_019501.12 GGGTCTCGCTGACCC 1113487 LOC157923 1113758 1110585 271 1113758 1110585 271 1113377 1111557 -110
Chr12 Normal NT_029419.10 TGGTCACCTTGACAT 17902817 LOC283366 17902546 17903139 271 17902546 17903139 271 17902546 17903139 271
Chr11 Normal NT_009237.15 TGGTCACCTTCACCC 39995161 LOC347886 39994890 40043655 271 39994890 40043655 271 39994890 40043655 271
ChrX Complement NT_011568.12 GGGTCAGGCTGAGCG 11889680 CACNA1F 11889953 11861644 273 11889953 11861644 273 11889891 11861717 211
Chr17 Normal NT_010755.13 CGGTCATGCTGCCCC 2322705 IGFBP4 2322432 2336698 273 2322432 2336653 273 2322710 2335557 -5
Chr11 Normal NT_033903.5 AGGTCAGTCTGGCCG 5591255 LOC341115 5590982 5612732 273 5590982 5612732 273 5590982 5612732 273
Chr14 Complement NT_026437.10 AGTTCAAACTGACCT 40895303 LOC348044 40895577 40880801 274 40895577 40880801 274 40895577 40880801 274
Chr14 Normal NT_026437.10 TGGTCACTATGAGCC 77659001 LOC196857 77658726 77754359 275 77658726 77754359 275 77658726 77754359 275
Chr11 Normal NT_033903.5 TGTTCAGAGTGACCT 11378784 BBS1 11378466 11401473 318 11378508 11401473 276 11378520 11399897 264
Chr16 Complement NT_010552.13 AGGTCACCTGGACCC 968554 LOC197358 968831 930464 277 968831 930464 277 956463 947241 -12091
ChrX Complement NT_011568.12 AGGTCACTGTCACCA 11779801 T54 11780149 11770344 348 11780078 11770344 277 11780070 11770557 269
Chr12 Complement NT_029419.10 AGGTCATCCTGAACC 1608281 LOC121216 1608560 1562844 279 1608560 1562844 279 1608560 1562844 279
Chr8 Complement NT_030032.8 AGGCCACACTGACCA 191510 LOC349180 191789 181440 279 191789 181440 279 191789 181440 279
Chr1 Complement NT_034389.4 GGGTGGGGCTGACCT 1030392 LOC350714 1030671 986176 279 1030671 986176 279 1030671 986176 279
Chr14 Normal NT_026437.10 AGGTGAATTTGACCA 81092180 LOC350095 81091897 81096448 283 81091897 81096448 283 81091897 81096448 283
Chr3 Normal NT_029928.10 AGGTCGCAGTGAGCT 1748200 LOC351443 1747917 1798194 283 1747917 1798194 283 1747917 1798194 283
Chr11 Complement NT_009237.15 ACGTCACAGTGACCG 14048189 FANCF 14048485 14045548 296 14048473 14045548 284 14048460 14047336 271
Chr19 Complement NT_011109.15 TGGTCATGCTGATCC 11146398 FLJ35713 11146892 11143213 494 11146682 11143213 284 11146119 11143270 -279
Chr11 Complement NT_035113.4 GGTTCATGGTGACCA 840788 IFITM2 841072 839592 284 841072 839595 284 840794 839822 6
Chr15 Complement NT_010194.15 GGGCCACAGTGACCA 2564544 LOC145980 2564828 2562892 284 2564828 2562892 284 2563776 2563495 -768
Chr1 Normal NT_077913.1 GGGTTACTTTGACCT 6777 LOC348451 6492 8047 285 6492 8047 285 6718 7959 59
Chr4 Normal NT_016606.15 GGGTCACTGCAACCT 27285835 LOC351671 27285549 27313280 286 27285549 27313280 286 27285549 27313280 286
Chr4 Complement NT_016606.15 TGGTCAGGTTGAACT 1736335 NDUFC1 1743370 1730757 7035 1736623 1730757 288 1736617 1733369 282
Chr12 Complement NT_029419.10 AGGTCAGGCTGGCCC 15764475 RARG 15769318 15747660 4843 15764763 15747660 288 15764635 15748766 160
Chr6 Complement NT_007592.13 GGGCCAACTTGACCC 33487148 RDS 33487484 33461467 336 33487436 33461467 288 33487199 33463160 51
Chr17 Complement NT_024871.10 GGGTCACATCCACCT 522326 KIAA0111 522615 510696 289 522615 510734 289 522437 510966 111
Chr17 Complement NT_010755.13 TGGTCAGGTTGATCC 2887799 KRTAP3-1 2888088 2887498 289 2888088 2887498 289 2888048 2887752 249
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 139020 LOC284589 141220 136227 2200 139309 136906 289 137740 137273 -1280
Chr4 Complement NT_006316.15 GGGTCGCGCTGGCCC 15707383 LGI2 15707695 15675829 312 15707673 15678748 290 15707673 15680431 290
Chr9 Complement NT_035014.3 GGGTCACGGCGACAC 2530344 FLJ32704 2531104 2377907 760 2530635 2377907 291 2530582 2378015 238
Chr18 Normal NT_025028.13 GGGCCAACTCGACCT 286995 RAB27B 286572 351396 423 286704 348073 291 335681 347508 -48686
Chr12 Normal NT_009714.15 TGGTGAATATGACCT 4983669 BCLG 4961772 5122992 21897 4983376 5011603 293 4991214 5050863 -7545
Chr3 Normal NT_005825.15 AGGTTGCAGTGACCC 541928 CCBP2 536886 599415 5042 541635 597857 293 596635 597789 -54707
Chr3 Normal NT_037565.3 CGGTCAGCATCACCC 2457886 FLJ90764 2457593 2468833 293 2457593 2468833 293 2462384 2468688 -4498
Chr19 Complement NT_011255.13 TGGTCACTGTGGCCC 4479743 LRG 4480048 4476421 305 4480036 4477228 293 4480025 4477952 282
Chr17 Complement NT_010718.13 GGGTCGCCATGCCCC 5457223 NACT 5457529 5428906 306 5457517 5430391 294 5457517 5430391 294
Chr6 Normal NT_023451.12 GGGTCAACTTGTCCC 4334228 OPRM1 4333900 4541457 328 4333933 4414050 295 4334137 4413312 91
Chr2 Normal NT_022171.13 AGGTCACCTTGACTG 4836722 IL1R1 4747028 4862358 89694 4836426 4862358 296 4840209 4859243 -3487
Chr1 Complement NT_004391.15 AGGTCTCCATGACCC 491962 HMGCL 492259 468724 297 492259 468724 297 492252 469300 290
Chr3 Complement NT_005612.13 GGGTCTTGATGACCA 55104737 LOC285329 55105034 55101508 297 55105034 55101508 297 55104989 55103184 252
Chr3 Normal NT_005825.15 AGGCCGCCTTGACCC 1423414 CGI-58 1423037 1454853 377 1423116 1450929 298 1423122 1450661 292
Chr15 Normal NT_010194.15 GGGTCACGCCGGCCC 38148098 MADH3 38147800 38273232 298 38147800 38273228 298 38147866 38272247 232
Chr11 Normal NT_028310.10 AGGTCAAGTTGAGCC 4413982 TRIM34 4406386 4425796 7596 4413684 4422697 298 4416250 4425112 -2268
Chr15 Normal NT_010194.15 CGGGCAGGATGACCC 3800212 CKTSF1B1 3799786 3816477 426 3799913 3816477 299 3812503 3813057 -12291
Chr20 Complement NT_011333.5 AGGGCGCGCTGACCC 1347156 C20orf136 1347992 1342099 836 1347456 1343100 300 1347450 1343493 294
Chr14 Normal NT_026437.10 CGGCCACCCTGACCT 2157221 LOC350009 2156921 2172075 300 2156921 2172075 300 2156921 2172075 300
Chr22 Normal NT_028395.2 AGGACACCGCGACCT 175264 LOC351077 174964 176113 300 174964 176113 300 174964 176113 300
Chr16 Normal NT_024797.13 AGGTCATTCCGAGCC 9372720 CDH13 9372417 10542036 303 9372417 10542036 303 9372537 10540474 183
Chr5 Complement NT_006576.13 TGGTCCCGCTGACCT 26815227 FGF10 26816322 26731843 1095 26815530 26731843 303 26815530 26731843 303
Chr9 Complement NT_078051.1 AGGTCTTCATGACCT 160283 LOC349273 160586 159684 303 160586 159684 303 160185 159883 -98
Chr7 Complement NT_007914.12 GGGGCACCCCGACCC 1959945 LCHN 1960250 1914837 305 1960250 1914837 305 1944760 1920763 -15185
Chr16 Complement NT_010498.13 ATGTCACAATGACCC 13698934 LOC342306 13699239 13652420 305 13699239 13652420 305 13699236 13652420 302
Chr19 Normal NT_011109.15 GGGCCGCGCTGACCC 8028528 USF2 8028114 8038936 414 8028223 8038910 305 8028223 8038377 305
Chr4 Normal NT_006316.15 TGGACACAGTGACCC 3777794 LOC345026 3777488 3860276 306 3777488 3860276 306 3777488 3860276 306
Chr19 Complement NT_011109.15 TGGCCAGACTGACCT 15854716 PSG2 15855022 15674457 306 15855022 15674457 306 15854939 15838927 223
Chr12 Normal NT_029419.10 AAGTCAGTCTGACCC 18538894 SUOX 18534349 18542148 4545 18538588 18542148 306 18539754 18542117 -860
Chr17 Complement NT_024871.10 GGGTCAGGCCGACGC 1918559 FLJ22175 1918891 1906410 332 1918867 1906410 308 1913638 1907342 -4921
ChrX Complement NT_011757.12 GGGTCACTGCGGCCT 7074116 EIF1A 7074426 7057104 310 7074426 7060325 310 7074225 7060891 109
Chr21 Complement NT_011512.8 AGGTCACCTCGGCCC 26478205 MGC33295 26478539 26438478 334 26478515 26438606 310 26461255 26438644 -16950
Chr7 Complement NT_007819.13 GGGTCAGGCCCACCT 17275460 SNX13 17275771 17128110 311 17275771 17128110 311 17275570 17129322 110
Chr19 Complement NT_011109.15 GGGTCATGTTCACCC 8555757 LOC342888 8556069 8549337 312 8556069 8549337 312 8552230 8549337 -3527
Chr1 Complement NT_004511.15 GAGTCACCCTGACCC 2469221 RP4-622L5 2469533 2460540 312 2469533 2461664 312 2469508 2463596 287
Chr11 Complement NT_025028.13 AGGTCAGTGAGACCA 3918847 UCP3 3919159 3910366 312 3919159 3913756 312 3917116 3913897 -1731
Chr12 Normal NT_009759.15 CGGTCAACGTGCCCC 4875119 KCNA1 4874806 4876293 313 4874806 4876293 313 4874806 4876293 313
Chr6 Complement NT_025741.12 GGCTCACCGTGACCT 21255990 LOC221303 21256303 21242789 313 21256303 21242789 313 21256168 21243189 178
Chr12 Normal NT_024477.12 AGGTCAACATGCCCT 696851 LOC341400 696538 696958 313 696538 696958 313 696538 696958 313



Chr14 Complement NT_026437.10 AGGGCACCCTGACCT 79901024 C14orf65 79901338 79900850 314 79901338 79900850 314 79901338 79900850 314
Chr3 Complement NT_005612.13 AGGTCAAAATGACAG 36011615 KIAA0779 36011930 35767080 315 36011930 35767080 315 35946757 35769860 -64858
Chr8 Complement NT_015280.15 GGGTCACTGTTACCA 560600 LOC352394 560915 482326 315 560915 482326 315 560915 482326 315
Chr11 Complement NT_009237.15 CGGTCATCCTGACTC 38663606 ACP2 38663950 38654412 344 38663922 38654412 316 38663899 38655226 293
Chr1 Complement NT_032962.4 GGGTCAAGTTGCCCC 2184678 TDRKH 2184994 2164603 316 2184994 2166039 316 2177494 2166363 -7184
Chr17 Normal NT_078100.1 TGGTCAAGGAGACCC 1572533 LOC284101 1571463 1579178 1070 1572216 1579178 317 1576454 1576759 -3921
Chr21 Normal NT_030188.2 AGGTGATCTTGACCA 573667 UBASH3A 573345 617100 322 573350 617100 317 573381 616630 286
Chr12 Normal NT_019546.15 GGGTCAGGCTGCCCG 28984018 KIAA1033 28983682 29045094 336 28983700 29045094 318 28983769 29042899 249
Chr18 Complement NT_025028.13 GGGTCAGGTGGACCA 8776457 BCL2 8777865 8581425 1408 8776776 8581425 319 8776745 8586704 288
Chr19 Normal NT_011255.13 TGGTCAATTTCACCC 4218917 LOC56961 4218598 4230719 319 4218598 4230719 319 4220061 4230630 -1144
Chr3 Normal NT_005612.13 AGGTCGCCCTGCCCC 47857015 RNF7 47856587 47864778 428 47856695 47864078 320 47856720 47863655 295
Chr8 Normal NT_030737.7 GAGTCAGAGTGACCT 350441 LOC352442 350120 473968 321 350120 473968 321 350120 473968 321
Chr2 Normal NT_022184.12 AGGTAAAAGCGACCC 53526468 FLJ12788 53526132 53537616 336 53526146 53537616 322 53526155 53536051 313
Chr1 Normal NT_004487.15 GGGCCACCCTGACCC 8645305 LAP1B 8644214 8682242 1091 8644983 8682242 322 8645038 8680411 267
Chr8 Normal NT_023684.15 AGGTGAGTGTGACCT 805321 LOC286080 804999 806214 322 804999 806214 322 805057 806197 264
Chr10 Complement NT_017795.15 GGGTCGGACTGGCCT 305667 CALCYON 306054 294512 387 305990 294512 323 298072 294910 -7595
Chr15 Normal NT_010194.15 TGGTCAAATTGTCCC 1987006 KIAA1018 1986612 2025865 394 1986683 2025865 323 1987424 2020016 -418
Chr12 Normal NT_029419.10 TGGTCACAATGATCT 9753681 MGC16044 9753358 9773747 323 9753358 9773747 323 9772153 9773451 -18472
Chr17 Normal NT_010663.13 AGGTCAGGCCGCCCT 1246449 LOC284207 1245631 1260770 818 1246125 1260770 324 1250940 1260501 -4491
Chr9 Normal NT_023935.15 GGGACATCACGACCC 19650034 FLJ35866 19647180 19653251 2854 19649709 19653251 325 19651188 19653179 -1154
Chr17 Complement NT_010718.13 AGATCGCGCTGACCC 3683879 SLC25A11 3684235 3681313 356 3684204 3681490 325 3684091 3681922 212
Chr12 Normal NT_009755.15 CGGTCACCTTGCCCC 2787669 BRI3BP 2787280 2820594 389 2787343 2820142 326 2787434 2819073 235
Chr20 Normal NT_011387.8 AGGTCACCATGAGCA 270218 C20orf98 267723 275507 2495 269891 275506 327 270288 274279 -70
Chr19 Normal NT_011109.15 GGGTCAGTCTGAACC 3415959 LOC350594 3415632 3470126 327 3415632 3470126 327 3415632 3470126 327
Chr16 Normal NT_010498.13 AGGGCAGAGTGACCT 1090269 LOC342313 1089940 1167288 329 1089940 1167288 329 1089940 1167288 329
ChrY Normal NT_011875.9 TGGTCTGTCTGACCC 6636547 LOC349448 6636217 6638356 330 6636217 6638356 330 6636217 6638356 330
Chr1 Complement NT_032962.4 GGGTCGCGGTGACGT 973726 MCL1 974056 969033 330 974056 969033 330 974002 971847 276
Chr17 Complement NT_078100.1 GGGTCTCCTTGACCA 17062 LOC339216 18146 10431 1084 17393 10431 331 13155 12850 -3907
Chr17 Complement NT_010755.13 GGGTCTCCTTGACCA 59078 LOC339282 60162 2222 1084 59409 2222 331 4946 4641 -54132
Chr21 Complement NT_029490.3 AGGTCAGCACGGCCC 262265 LOC339635 262596 221000 331 262596 221000 331 260227 221000 -2038
Chr19 Normal NT_011295.10 CGGTGACCATGACCC 8860752 LOC284436 8860420 8879784 332 8860420 8879779 332 8860463 8878478 289
Chr19 Complement NT_011295.10 CGGCCACACTGACCC 10269422 GDF1 10270286 10242156 864 10269755 10242156 333 10243918 10242208 -25504
Chr6 Complement NT_034880.2 AGGTCAGCCTGCCCT 1318593 LOC345967 1318926 1258047 333 1318926 1258047 333 1318926 1258047 333
Chr19 Normal NT_077812.1 GGGTCACGGTGACCC 573096 MAP2K7 572724 583358 372 572761 581446 335 572826 581312 270
Chr8 Complement NT_008046.13 TGGCCAGGCTGACCT 37967483 ANXA13 37967820 37911213 337 37967820 37911213 337 37967752 37911658 269
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 138971 LOC284589 141220 136227 2249 139309 136906 338 137740 137273 -1231
Chr16 Complement NT_010393.13 GGGACAGGGCGACCC 19652546 LOC342363 19652884 19628831 338 19652884 19628831 338 19652884 19628831 338
ChrY Complement NT_011875.9 GGGTCAGACAGACCA 5767937 LOC140004 5768281 5766142 344 5768281 5766142 344 5768281 5766142 344
Chr1 Complement NT_004671.15 AGGTCATGTAGACCA 456478 LOC348424 456822 456481 344 456822 456481 344 456822 456481 344
Chr16 Normal NT_024812.10 TGGTCAGATTGCCCC 368880 FLJ14639 363373 378255 5507 368535 378255 345 368900 376428 -20
Chr5 Normal NT_034772.4 GGGTCACGATGACAA 9477010 LOC345576 9476665 9477757 345 9476665 9477757 345 9476665 9477757 345
Chr6 Complement NT_007299.12 GGGCCAGCTTGACCT 28349270 MDN1 28349615 28172391 345 28349615 28173404 345 28349499 28173897 229
ChrX Complement NT_077819.2 AGGTCTCCTTGACCC 3086920 38236 3087276 3009633 356 3087266 3010618 346 3087011 3010639 91
Chr1 Complement NT_004487.15 CGGTCAGGGTGACCT 7548721 LOC284643 7549067 7547088 346 7549067 7547088 346 7548997 7548212 276
Chr9 Complement NT_008413.15 GGGTGATTTTGACCT 2933307 LOC256280 2933654 2909102 347 2933654 2909102 347 2933653 2909179 346
Chr19 Normal NT_011109.15 GGGTCATCCTGGCCC 10094133 LOC284459 10077025 10128484 17108 10093786 10123573 347 10094345 10122895 -212
Chr6 Complement NT_007592.13 TGTTCACTGTGACCC 30723378 LOC285850 30723725 30723244 347 30723725 30723244 347 30723516 30723277 138
Chr13 Complement NT_024524.12 GGGTCCCGATGACCG 21996919 PCDH8 21997266 21992603 347 21997266 21992603 347 21997063 21993187 144
Chr21 Complement NT_011512.8 CGGTCACATAGACCT 18764436 KIAA1172 18764784 18703745 348 18764784 18703745 348 18764401 18704108 -35
Chr14 Complement NT_026437.10 AGGTCAAGGTGGCCT 2022622 LOC348030 2022970 2022194 348 2022970 2022194 348 2022970 2022194 348
Chr1 Complement NT_004836.14 AGGTAAAGGTGACCC 6546621 OPN3 6547007 6499867 386 6546970 6500274 349 6546915 6501089 294
Chr14 Normal NT_026437.10 GGGCCAGGGTGACCG 82526621 WDR20 82526253 82610050 368 82526271 82596907 350 82526302 82596258 319
Chr11 Normal NT_033903.5 TGGTCACGGTGACCA 7077759 SCGB2A1 7077407 7082675 352 7077407 7082675 352 7077471 7082509 288
Chr7 Complement NT_033968.4 AGGTCACCCCGAGCT 5229039 DKFZP564K0822 5229516 5127675 477 5229392 5127675 353 5229386 5129917 347
Chr22 Complement NT_011520.9 AGGTCACTCTGTCCA 10063156 LOC150282 10063509 10061773 353 10063509 10061773 353 10062689 10062318 -467
Chr14 Normal NT_026437.10 GGGTCAAGCTGAACG 4788687 KIAA1305 4788333 4808616 354 4788333 4808616 354 4805497 4807676 -16810
Chr15 Complement NT_037852.3 TGGTCATGGTGACTC 174399 LOC283757 174753 174307 354 174753 174307 354 174753 174307 354
Chr2 Complement NT_026970.9 CGGTCATGGTGACTC 292813 LOC351207 293167 226500 354 293167 226500 354 293167 226500 354
Chr15 Complement NT_077631.1 TGGTCATGGTGACTC 186350 LOC90787 186726 186126 376 186705 186254 355 186635 186258 285
Chr12 Normal NT_009714.15 GGGTCGCGCTGATCT 14414130 CGI-141 14413694 14430065 436 14413774 14430064 356 14413832 14427615 298
Chr6 Normal NT_007592.13 AGGACAAGCCGACCC 13428402 dJ309H15 13428011 13430143 391 13428046 13430143 356 0 0 13428402
Chr1 Normal NT_004668.15 GGGTCAAAGTGTCCA 11884159 LOC284684 11883803 11903757 356 11883803 11903757 356 11884093 11903620 66
Chr10 Normal NT_030059.10 CCGTCAAGGTGACCT 404272 LOC340737 403916 434702 356 403916 434702 356 403916 434702 356
Chr6 Normal NT_007583.11 GGGTCCACCTGACCC 434895 LOC346091 434539 482028 356 434539 482028 356 434539 482028 356
Chr17 Complement NT_078101.1 GGGTCGTCATAACCC 8907 LOC348258 9263 8132 356 9263 8132 356 8732 8427 -175
Chr4 Complement NT_016354.15 CCGTCACGCTGACCC 43768695 PRSS12 43769051 43697546 356 43769051 43697546 356 43769004 43698220 309
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 20714148 LOC340128 20713791 20717092 357 20713791 20717092 357 20716411 20716704 -2263
Chr19 Complement NT_011295.10 AGGCCATCATGACCA 500071 LOC348339 500428 499490 357 500428 499490 357 500428 499490 357
Chr16 Complement NT_037887.3 GGGTCGCAGTGGCCC 1341504 LOC115939 1341862 1339244 358 1341862 1339244 358 1341806 1339439 302
Chr15 Complement NT_010194.15 AGGCCACCTTGACCA 43349432 LOC56965 43349791 43319922 359 43349791 43319939 359 43340437 43332479 -8995
Chr15 Complement NT_010194.15 AGGCCACCTTGACCA 43349432 LOC56965 43349791 43319922 359 43349791 43319939 359 43346217 43321374 -3215
Chr8 Complement NT_030032.8 AGGTGACATTGACCA 191429 LOC349180 191789 181440 360 191789 181440 360 191789 181440 360
Chr11 Normal NT_008984.15 TGGACAACCTGACCT 7062052 SRP46 7061692 7064275 360 7061692 7063892 360 7062000 7062847 52
Chr1 Complement NT_004538.14 CGGTCTTTCTGACCT 750039 CGI-63 750400 712341 361 750400 713286 361 750374 713490 335
Chr16 Normal NT_024812.10 GGGTCATTCAGACCC 1233393 MVP 1228837 1260597 4556 1233032 1260585 361 1243115 1260554 -9722
Chr16 Normal NT_024812.10 GGGTCATTCAGACCC 1233393 MVP 1228837 1260597 4556 1233031 1260585 362 1243115 1260554 -9722
Chr6 Normal NT_025741.12 GGGTCACGCCCACCC 11129522 AIM1 11129159 11187748 363 11129159 11187748 363 11129646 11185870 -124
Chr10 Normal NT_035040.3 TGGCCAGGCTGACCT 2671958 LOC340776 2671594 2675991 364 2671594 2675991 364 2671594 2675991 364
ChrX Complement NT_025965.11 AGGACAGGCTGACCC 278868 LOC139728 279234 274469 366 279234 276085 366 278909 276155 41
Chr2 Normal NT_005403.13 TGGTCAATCTGACGC 69593380 RQCD1 69592724 69620489 656 69593012 69618333 368 69593012 69618333 368
Chr22 Normal NT_011520.9 AGGCCACCATGACCG 17510598 H1F0 17510159 17512497 439 17510228 17512497 370 17510606 17511190 -8
Chr7 Normal NT_007933.12 AGGTCAAAGTGACCC 33419344 LOC346626 33418974 33446677 370 33418974 33446677 370 33418974 33446677 370
Chr1 Complement NT_077932.1 GGGTCAAACCTACCT 68472 LOC350856 68843 56423 371 68843 56423 371 68843 56423 371
Chr16 Normal NT_010498.13 GGGTCAGGTTGATCC 16649143 PSKH1 16648772 16685137 371 16648772 16685137 371 16664210 16683102 -15067
Chr6 Normal NT_078020.1 AGGGCACGGCGACCC 731148 LOC352166 730776 746338 372 730776 746338 372 730776 746338 372
Chr19 Normal NT_011109.15 GGGTCAAATTTACCC 26973581 RPS9 26972800 27021052 781 26973209 26979702 372 26973243 26979633 338
Chr4 Normal NT_006051.15 TGGTCAGCTTGATCC 2744366 S100P 2743150 2747250 1216 2743993 2747248 373 2744014 2747123 352
Chr20 Normal NT_011362.8 GGGTCATCTTGCCCG 9564454 C20orf162 9562781 9566813 1673 9564080 9566813 374 9564227 9565597 227
Chr6 Normal NT_007422.12 GGGTCATTATGAGCA 2615438 MAS1 2615063 2616449 375 2615063 2616449 375 2615329 2616306 109
Chr3 Complement NT_005999.15 GGGCCACAGCGACCT 934780 PCBP4 936414 930982 1634 935158 930983 378 934202 931585 -578
Chr3 Complement NT_005999.15 GGGCCACAGCGACCT 934780 PCBP4 936414 930982 1634 935158 930983 378 934762 931585 -18
Chr4 Complement NT_022778.13 AGGACACGCTGACCT 2138334 LOC351675 2138713 2058231 379 2138713 2058231 379 2138713 2058231 379
Chr7 Complement NT_007819.13 GGGGCAATGCGACCT 19043932 TWISTNB 19044312 19030737 380 19044312 19030737 380 19044291 19033591 359



Chr2 Complement NT_022184.12 GGGTCACCTTGACCC 21403908 COX7A2L 21412083 21376038 8175 21404289 21393580 381 21404234 21394292 326
ChrX Complement NT_011799.11 AGGTCGTGGTCACCC 341528 HADH2 341909 338799 381 341909 338799 381 341881 338941 353
Chr1 Normal NT_004671.15 AGGTGATGATGACCG 12607945 PKP1 12607564 12657099 381 12607564 12654400 381 12607815 12652948 130
Chr11 Complement NT_009237.15 AGGTCAGAGTGCCCG 3431638 DKK3 3432021 3385757 383 3432021 3385757 383 3431233 3387115 -405
Chr2 Complement NT_022184.12 GGGTGACTGTGACCG 52114512 SFXN5 52114897 51985098 385 52114897 51985098 385 52114766 51988083 254
Chr10 Normal NT_030059.10 GGGGCATCCTGACCC 32574901 FACL5 32572334 32626695 2567 32574515 32626695 386 32593263 32625674 -18362
Chr5 Complement NT_006431.13 CAGTCACCATGACCT 6632980 LOC133384 6633366 6631576 386 6633366 6631576 386 6633366 6631576 386
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 138923 LOC284589 141220 136227 2297 139309 136906 386 137740 137273 -1183
Chr4 Complement NT_016606.15 GGGTCAAACTGCCCA 8066465 LOC345045 8066852 8065143 387 8066852 8065143 387 8066852 8065143 387
Chr18 Normal NT_010859.12 GGGTCACGGCGGCCT 12938405 SEC13L 12937997 12977536 408 12938018 12977536 387 12938124 12975254 281
Chr9 Normal NT_024000.15 GGGTCACCATGTCCC 598236 LOC286256 597847 601027 389 597847 601027 389 597859 600304 377
Chr13 Complement NT_024524.12 CGGCCATGGTGACCC 9814834 FOXO1A 9815259 9704308 425 9815225 9704308 391 9814840 9708151 6
Chr17 Complement NT_010663.13 AGGTCGGCGTGACCG 83013 PCYT2 83404 76202 391 83404 76202 391 83341 76819 328
Chr4 Complement NT_006216.14 TGGTCACATTTACCT 2992753 RASSF6 2993227 2947497 474 2993144 2947497 391 2984522 2948962 -8231
Chr10 Normal NT_077569.2 GCGTCATCACGACCC 7235659 LOC221042 7235267 7238831 392 7235267 7238831 392 7235437 7235745 222
ChrX Normal NT_011669.13 CGGTCACCGAGACCT 5994977 EFNB1 5994584 6007722 393 5994584 6007722 393 5995364 6006241 -387
Chr6 Normal NT_007592.13 AGGTAGGCTTGACCT 37457176 LOC221400 37456783 37467258 393 37456783 37467258 393 37456877 37466732 299
Chr6 Normal NT_025741.12 AGGTGAATATGACCG 30412453 MDS024 30412039 30464847 414 30412060 30464847 393 30412126 30434245 327
Chr4 Complement NT_016354.15 GGGTCAGGATCACCC 8949847 LOC345265 8950241 8913552 394 8950241 8913552 394 8950241 8913552 394
Chr16 Normal NT_037887.3 AGGTCGGGCTGGCCC 1231073 TPSB1 1230679 1232555 394 1230679 1232555 394 1230941 1232242 132
Chr2 Normal NT_022184.12 GGCTCAGCTTGACCA 22000995 LOC344122 22000598 22021522 397 22000598 22021522 397 22000598 22021522 397
Chr19 Normal NT_011295.10 CGGTCATCATGAACC 6315500 OR7C2 6315103 6316062 397 6315103 6316062 397 6315103 6316062 397
Chr1 Normal NT_037485.3 GGGTCAGAGCGACTT 1226093 FLJ20477 1225658 1236096 435 1225695 1236096 398 1228516 1235544 -2423
Chr3 Normal NT_005962.15 AGGTCATTGTCACCT 19229883 PSMD2 19229419 19239303 464 19229485 19239303 398 19229518 19239141 365
Chr13 Complement NT_024524.12 GCGTCGGACTGACCT 53030619 KIAA1910 53031021 53025834 402 53031021 53025834 402 53030135 53028045 -484
Chr12 Complement NT_009759.15 TGGTCGCGACGACCC 6519086 DKFZP586I2223 6519490 6502956 404 6519490 6502967 404 6512243 6503910 -6843
Chr12 Complement NT_009759.15 TGGTCGCGACGACCC 6519086 DKFZP586I2223 6519490 6502956 404 6519490 6502967 404 6519456 6514909 370
Chr3 Complement NT_005999.15 TGGTCAGAATGAGCC 968481 RPL29 968885 962940 404 968885 966581 404 968404 966701 -77
Chr22 Complement NT_011519.10 AGGTCACAGTGAGCC 1537235 KIAA1364 1537640 1474484 405 1537640 1474867 405 1534411 1476692 -2824
Chr9 Normal NT_008470.15 TGGTCTGAATGACCC 12451156 LOC352745 12450751 12535023 405 12450751 12535023 405 12450751 12535023 405
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 20714197 LOC340128 20713791 20717092 406 20713791 20717092 406 20716411 20716704 -2214
Chr15 Complement NT_010194.15 TGGTCAGCATGACTT 46849072 LOC342104 46849479 46837121 407 46849479 46837121 407 46849479 46837121 407
Chr7 Complement NT_007914.12 AGGTCATGATGACGG 4472299 LOC346528 4472707 4471775 408 4472707 4471775 408 4472707 4471775 408
Chr6 Complement NT_025741.12 AGGTCATGATGGCCA 36126562 OR2A4 36126970 36126038 408 36126970 36126038 408 36126970 36126038 408
Chr3 Normal NT_005927.15 GGGTCAGAATGAGCC 9620467 FLJ22405 9619992 9672922 475 9620058 9672915 409 9632852 9672503 -12385
Chr1 Complement NT_004873.14 TGGGCAAAATGACCT 1855716 LOC200197 1856125 1819614 409 1856125 1819614 409 1856074 1824353 358
Chr12 Complement NT_009714.15 TGTTCAGGATGACCT 19098766 LOC341369 19099175 19046997 409 19099175 19046997 409 19099175 19046997 409
Chr15 Normal NT_010194.15 GGGTCAAGCTGCCCT 905978 LOC350117 905569 905850 409 905569 905850 409 905569 905850 409
Chr17 Normal NT_010718.13 GCGTCAGGGTGACCA 7985131 LOC255792 7984721 7985402 410 7984721 7985402 410 7984872 7985369 259
Chr16 Complement NT_010552.13 AGGTCAGAGTGAGCT 647643 MEFV 648053 633454 410 648053 633454 410 648013 634567 370
Chr19 Complement NT_011295.10 GGTTCATAATGACCA 6215080 LOC126438 6215491 6214562 411 6215491 6214562 411 6215491 6214562 411
Chr19 Complement NT_011295.10 GGTTCACGATGACCG 6277376 LOC148276 6277787 6276860 411 6277787 6276860 411 6277787 6276860 411
Chr11 Complement NT_033899.5 GGGACATGGTGACCT 27796507 LOC341061 27796918 27795977 411 27796918 27795977 411 27796918 27795977 411
Chr6 Normal NT_007592.13 GGGTCATGACGACCT 23966268 HKE4 23965764 23969372 504 23965856 23969372 412 23966182 23968629 86
Chr6 Normal NT_033951.3 GGGTCATGACGACCT 4549270 HKE4 4548766 4552374 504 4548858 4552374 412 4549184 4551631 86
Chr1 Normal NT_077937.1 GGGTCACCCTGACTC 1363228 LOC128153 1362816 1599051 412 1362816 1598605 412 1362842 1594317 386
Chr11 Complement NT_033927.5 GGGTCACACTGGCCC 4221293 LOC283208 4221705 4157580 412 4221705 4157580 412 4212589 4177322 -8704
Chr10 Normal NT_017795.15 TGGTCCCAATGACCC 423424 LOC118709 423011 437530 413 423011 437530 413 428037 429094 -4613
Chr22 Normal NT_011520.9 GGGTCGTGCGGACCC 22804127 BIK 22803713 22822673 414 22803713 22822673 414 22816985 22822267 -12858
Chr2 Complement NT_005058.13 GCGTCAAGGTGACCT 7468306 LOC344154 7468720 7398850 414 7468720 7398850 414 7468720 7398850 414
Chr1 Complement NT_032962.4 AGGTCATAATAACCT 273367 LOC350697 273783 254903 416 273783 254903 416 273783 254903 416
Chr7 Normal NT_007819.13 GGGTCACGGCCACCT 1967702 KIAA1691 1967285 2000108 417 1967285 2000108 417 1967464 1997047 238
Chr11 Complement NT_033903.5 GGGACATGGTGACCA 1001714 LOC219452 1002131 1001511 417 1002131 1001511 417 1002131 1001511 417
Chr1 Complement NT_004321.15 GGGTCAGGAGGACCC 804538 LOC339447 804955 803030 417 804955 803030 417 804955 803030 417
Chr10 Normal NT_008583.15 TGGTCGAGGTGACCC 24488035 ADK 24462157 25019953 25878 24487616 25019953 419 24487804 25019375 231
Chr5 Complement NT_023133.11 AGGTCAGCCTGGCCC 20846304 KIAA1893 20846723 20832391 419 20846723 20832391 419 20836421 20833327 -9883
Chr17 Normal NT_010755.13 GGGTGACAGCGACCC 1861776 PSMD3 1861356 1878508 420 1861356 1878508 420 1861520 1878130 256
Chr16 Complement NT_010498.13 CGGTCAGCATGGCCT 16238850 AGRP 16239274 16238032 424 16239274 16238032 424 16238859 16238097 9
Chr3 Normal NT_005612.13 GGGTCACTCTAACCT 53537569 LOC151959 53537145 53539522 424 53537145 53539522 424 53538322 53538825 -753
Chr21 Complement NT_011515.10 GGGCCACCGCGACCC 2274641 SLC19A1 2275089 2235171 448 2275065 2247367 424 2270611 2248310 -4030
Chr1 Complement NT_004852.15 GGGTAATTCTGACCC 1635596 VMD2L2 1636020 1631902 424 1636020 1631902 424 1636020 1632525 424
Chr10 Complement NT_030059.10 AGGTCACTCTGAGCT 4338461 LOC196761 4338886 4336777 425 4338886 4336777 425 4338731 4338420 270
Chr17 Complement NT_010663.13 AGCTCGCCCTGACCT 222982 RFNG 223745 219886 763 223408 219886 426 222685 220709 -297
Chr18 Complement NT_025028.13 AGGTTGCAGTGACCT 10100013 LOC339305 10100440 9951851 427 10100440 9951851 427 10047462 9951851 -52551
Chr8 Complement NT_037704.3 GGGTCAGGGTGCCCA 178409 SLC39A4 178836 171689 427 178836 174362 427 178736 174485 327
Chr8 Complement NT_037704.3 GGGTCAGGGTGCCCA 178409 SLC39A4 178836 171689 427 178836 174362 427 178155 174473 -254
Chr15 Complement NT_035325.4 GGGACAGCGCGACCC 2323436 ADAMTS17 2323864 1954898 428 2323864 1956207 428 2323841 1956344 405
Chr3 Normal NT_005962.15 TGCTCAGTTTGACCT 24274171 LOC344899 24273743 24368567 428 24273743 24368567 428 24273743 24368567 428
Chr6 Normal NT_023451.12 GGGCCACCCCGACCC 7073760 ELD 7072733 7503857 1027 7073331 7502907 429 7073357 7502481 403
Chr6 Normal NT_023451.12 GGGCCACCCCGACCC 7073760 ELD 7072733 7503857 1027 7073331 7502907 429 7074047 7502481 -287
Chr8 Normal NT_077531.2 AGGTCATGATGACCT 3957347 LOC203082 3956918 3958123 429 3956918 3958123 429 3957546 3957929 -199
Chr11 Normal NT_008984.15 AGGTCAATGTGACTA 4348575 LOC120105 4348145 4350864 430 4348145 4350864 430 4348886 4350253 -311
Chr9 Normal NT_008476.14 GGGTCAGGCTGACCC 2216318 LOC347319 2215887 2221958 431 2215887 2221958 431 2216248 2221958 70
Chr18 Complement NT_025028.13 GGGTCAGGTGGACCA 8776457 BCL2 8777865 8581425 1408 8776891 8775981 434 8776745 8586704 288
Chr2 Normal NT_005403.13 GGGTCGGGGTGCCCT 29136924 DRB1 29136489 29161722 435 29136489 29153718 435 29136612 29147720 312
Chr3 Complement NT_005612.13 TGGTGATTTTGACCT 18250728 GCET2 18251293 18238846 565 18251163 18240529 435 18251121 18241456 393
Chr9 Normal NT_023935.15 AGATCAGTGTGACCA 5374176 LOC138972 5373741 5447494 435 5373741 5447494 435 5373741 5447494 435
Chr6 Complement NT_007592.13 TGGTCATTTTGTCCT 23528150 LOC222674 23528585 23521156 435 23528585 23521156 435 23528538 23522293 388
Chr6 Complement NT_033951.3 TGGTCATTTTGTCCT 4113101 LOC282959 4113536 4106105 435 4113536 4106105 435 4113477 4107241 376
Chr19 Complement NT_011295.10 AGGTCAGGTCAACCC 5209469 LOC284454 5209904 5208133 435 5209904 5208133 435 5208521 5208153 -948
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 138874 LOC284589 141220 136227 2346 139309 136906 435 137740 137273 -1134
Chr11 Normal NT_033903.5 GGGACATCCTGACCC 11099116 PACS1 10938171 11112548 160945 11098680 11112548 436 11101608 11112380 -2492
Chr19 Complement NT_011109.15 GGGTCACCACGGCCC 16391807 LOC126299 16392244 16379595 437 16392244 16379595 437 16386674 16379987 -5133
Chr1 Normal NT_026943.12 CGGTCAGGCTGTCCC 3938682 LOC339524 3936145 3942942 2537 3938244 3942942 438 3941197 3941505 -2515
Chr17 Complement NT_010718.13 TCGTCAGGGTGACCT 3646850 CHRNE 3647289 3641986 439 3647289 3641986 439 3647278 3642951 428
Chr17 Normal NT_010718.13 AGGTGAACACGACCC 11890525 LOC342558 11890086 12045144 439 11890086 12045144 439 11890086 12045144 439
Chr8 Complement NT_030032.8 AGGTGACATTGACCA 191349 LOC349180 191789 181440 440 191789 181440 440 191789 181440 440
Chr18 Complement NT_025028.13 CGGTCCCCGCGACCC 12974623 NCAG1 12975063 12964670 440 12975063 12964670 440 12972721 12969053 -1902
ChrX Normal NT_011651.13 AGGTCAGGTTGAGCC 30081880 KIAA1817 30081439 30086283 441 30081439 30086283 441 30081807 30084407 73
Chr7 Normal NT_007758.10 AGGTCGCAGTGAGCC 6184274 LOC346334 6183833 6234856 441 6183833 6234856 441 6183833 6234856 441
Chr2 Normal NT_005416.10 AGGTCGCACTGAGCC 1425206 NEDD5 1424703 1463419 503 1424765 1463419 441 1433628 1459569 -8422
Chr16 Complement NT_024812.10 TGGTCCTTGCGACCT 1508341 MGC10500 1509480 1504884 1139 1508784 1504888 443 1507933 1505275 -408
Chr3 Complement NT_005612.13 AGTTCAGCTTGACCA 30073438 FLJ12892 30079350 30005401 5912 30073883 30031722 445 30067029 30032780 -6409



Chr8 Complement NT_008046.13 GGCTCAGCTCGACCC 38602653 LOC157378 38603098 38542409 445 38603098 38542409 445 38602390 38544379 -263
Chr10 Normal NT_077571.1 GGGTCACACTGACTT 2541 LOC338597 2096 56934 445 2096 56934 445 7526 56377 -4985
Chr1 Normal NT_077982.1 GAGTCAGCTCGACCC 86686 LOC339451 86241 87270 445 86241 87270 445 86426 87064 260
Chr9 Complement NT_008476.14 CAGTCACCCTGACCT 3898636 LOC347320 3899081 3791798 445 3899081 3791798 445 3899081 3791798 445
Chr15 Complement NT_077661.1 GGGTCATAAAGACCT 417118 CPEB1 417564 332296 446 417564 332930 446 417247 333686 129
Chr3 Complement NT_005825.15 TGGTAACCCTGACCC 3885519 LOC132187 3885965 3874526 446 3885965 3874526 446 3885965 3874526 446
Chr20 Normal NT_011387.8 TGGTCACTGTGTCCT 18428992 SEC23B 18428137 18481765 855 18428546 18481765 446 18431480 18481384 -2488
Chr9 Normal NT_035014.3 CGGTCAACATCACCC 661891 LAMC3 661444 746799 447 661444 744386 447 661542 744114 349
Chr3 Complement NT_006014.14 GGGACAAAATGACCC 581300 NICN1 581827 575453 527 581747 575453 447 581745 577339 445
Chr11 Complement NT_028310.10 CGGTCATTCTGACCC 5436580 PCDH16 5437247 5402731 667 5437028 5402731 448 5423017 5403183 -13563
Chr19 Normal NT_011109.15 GGGCCATAGTGACCC 23562311 ACPT 23561862 23566671 449 23561862 23566671 449 23561862 23566605 449
Chr22 Complement NT_011520.9 TGGTCAGGCTGGCCT 8848027 HS747E2A 8848476 8845229 449 8848476 8845229 449 8848349 8845299 322
Chr15 Normal NT_010194.15 GGGTCGTTCTGTCCC 13631114 FLJ10460 13630647 13650739 467 13630664 13649653 450 13630682 13648625 432
Chr8 Normal NT_023684.15 AGGTGACAGTGACCC 665345 KIAA0628 664894 669938 451 664894 669938 451 665107 666717 238
Chr5 Normal NT_034772.4 AGTTCAAAACGACCT 36624900 FLJ22625 36624448 36654975 452 36624448 36651973 452 36625139 36650396 -239
Chr3 Normal NT_037565.3 CGGTCAGCATCACCC 2505797 LOC285268 2505345 2555132 452 2505345 2555132 452 2506288 2554927 -491
Chr9 Complement NT_008413.15 TGGGCAAGATGACCC 14712217 CER1 14712670 14710088 453 14712670 14710088 453 14712670 14710088 453
Chr15 Normal NT_010194.15 AGGTAAGGACGACCC 15371164 H63 15370540 15497566 624 15370711 15497566 453 15370839 15495215 325
ChrX Complement NT_011568.12 GGGTCACCCCCACCT 7221493 MGC51029 7222115 7202773 622 7221946 7203312 453 7221946 7203312 453
Chr20 Normal NT_028392.4 TGGTCAAAGTTACCT 1991023 PLUNC 1990570 1997879 453 1990570 1997879 453 1992286 1997101 -1263
Chr1 Normal NT_004321.15 GGTTCAGGGTGACCT 687351 ARHGEF16 678015 704450 9336 686897 704450 454 692775 703926 -5424
Chr14 Normal NT_026437.10 GGGTCATCTGGACCC 81431478 LOC341967 81431024 81446129 454 81431024 81446129 454 81431024 81446129 454
Chr17 Normal NT_010799.13 GGCTCGGAATGACCC 1291288 PYY2 1290834 1292083 454 1290834 1292083 454 1291356 1291457 -68
Chr17 Complement NT_078100.1 AGGTGGACGTGACCC 164372 FLJ22865 164878 125646 506 164827 125752 455 162520 126247 -1852
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 20714246 LOC340128 20713791 20717092 455 20713791 20717092 455 20716411 20716704 -2165
Chr6 Complement NT_007592.13 TGGTCACGTTCACCC 41677622 LOC346225 41678077 41640565 455 41678077 41640565 455 41678077 41640565 455
Chr7 Normal NT_007914.12 CGGTCAGAGGGACCC 10106067 LOC349135 10105611 10107338 456 10105611 10107338 456 10106612 10106908 -545
ChrX Normal NT_011651.13 GGGTCAGCTTGCCCT 26270066 PLP1 26269540 26285312 526 26269607 26285312 459 26269728 26283330 338
Chr19 Complement NT_011295.10 CGGTCACACAGACCC 9606357 PDE4C 9629031 9583317 22674 9606817 9583317 460 9606803 9584541 446
Chr6 Complement NT_007592.13 AGGTCAGCCTGGCCA 27912696 LOC352129 27913157 27882300 461 27913157 27882300 461 27913157 27882300 461
Chr19 Normal NT_011295.10 TGTTCACGGTGACCT 698193 MGC13105 697657 717321 536 697730 717321 463 712028 716546 -13835
Chr5 Complement NT_006431.13 TGGTCAAGGGGACCT 6769983 LOC285664 6770447 6768654 464 6770447 6768654 464 6769160 6768876 -823
Chr11 Normal NT_033899.5 GGGCCACAGTGACCT 10591325 LOC341230 10590860 10592324 465 10590860 10592324 465 10590860 10592324 465
Chr14 Normal NT_026437.10 ACGTCACTGCGACCC 82903392 LOC350100 82902927 82924451 465 82902927 82924451 465 82902927 82924451 465
Chr17 Normal NT_010799.13 AGGTCACAGTGGCCA 809577 LOC348243 809111 818959 466 809111 818959 466 809111 818959 466
Chr20 Normal NT_011387.8 TGGTCACTGTGTCCT 18428992 SEC23B 18428137 18481765 855 18428526 18481765 466 18431480 18481384 -2488
Chr17 Complement NT_010641.13 AGGTCACACTGAGCA 7176794 SLC25A19 7177318 7160878 524 7177261 7160878 467 7174649 7161336 -2145
Chr7 Normal NT_007819.13 GGATCACCCCGACCC 4018362 LOC221937 4010533 4097845 7829 4017894 4097845 468 4017965 4097769 397
Chr2 Normal NT_022184.12 GGGTCATAACCACCT 65242983 MRPL35 65242514 65256846 469 65242514 65255903 469 65242548 65255483 435
Chr1 Normal NT_019273.15 TGGTCAGGATGGCCT 3600751 CAPZA1 3599648 3652483 1103 3600281 3652483 470 3600281 3651003 470
Chr17 Complement NT_010755.13 AGGTCACCCAGACCA 484691 LOC284105 485161 442454 470 485161 442454 470 455491 443924 -29200
Chr13 Complement NT_009799.12 AGGTAAACGTGACCG 8313493 GPR12 8313964 8312960 471 8313964 8312960 471 8313292 8312960 -201
ChrX Complement NT_011568.12 CGGTCAGTGTGCCCT 11890609 LOC347348 11891080 11890496 471 11891080 11890496 471 11891080 11890496 471
Chr9 Complement NT_019501.12 GGGTCCTGCTGACCT 1615382 LOC157919 1615854 1613850 472 1615854 1613850 472 1614813 1614286 -569
Chr7 Normal NT_007914.12 AGTTCACAATGACCT 5349249 LOC352328 5348775 5458111 474 5348775 5458111 474 5348775 5458111 474
Chr19 Normal NT_011295.10 TGGTCAGTGTGTCCT 7407845 FLJ25328 7407366 7415747 479 7407366 7415747 479 7408304 7409544 -459
Chr12 Complement NT_019546.15 TGGTCAGGGTGACCT 32157851 LOC196469 32158331 32157132 480 32158331 32157132 480 32158331 32157132 480
Chr20 Normal NT_011333.5 AGGTCGGGCTGACAC 1349611 C20orf14 1349079 1401081 532 1349130 1401080 481 1349229 1400976 382
Chr1 Normal NT_019273.15 AGGCCAGCCTGACCA 3957506 LOC348358 3957025 3976599 481 3957025 3976599 481 3957353 3976569 153
Chr15 Normal NT_010194.15 TGGGCACCCTGACCC 40535013 RPLP1 40534532 40537910 481 40534532 40537257 481 40534661 40537219 352
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 138826 LOC284589 141220 136227 2394 139309 136906 483 137740 137273 -1086
Chr5 Normal NT_006431.13 GGGCCGCAATGACCT 3720201 LOC345637 3719718 3720974 483 3719718 3720974 483 3719718 3720974 483
Chr22 Complement NT_011520.9 GGGTCAGTCTGTCCG 10112978 EPI64 10113512 10078549 534 10113463 10078549 485 10113439 10078933 461
Chr1 Complement NT_004836.14 GGGTCGGGAAGACCT 971336 NID 971821 882493 485 971821 883470 485 971738 884526 402
Chr2 Complement NT_005403.13 AGGCCGTGGTGACCC 70083755 IHH 70084241 70078667 486 70084241 70078667 486 70084216 70079262 461
Chr6 Normal NT_007592.13 AGGTCACGACCACCC 20549952 HLA-F 20549340 20566366 612 20549464 20552506 488 20549464 20552407 488
Chr6 Normal NT_033951.3 AGGTCACGACCACCC 1144425 HLA-F 1143813 1160813 612 1143937 1146979 488 1143937 1146880 488
Chr6 Normal NT_034874.2 AGGTCACGACCACCC 995132 HLA-F 994520 1011534 612 994644 997686 488 994644 997587 488
Chr15 Complement NT_037852.3 GGCTCACGCTGACCT 189164 LOC283756 189652 178660 488 189652 178660 488 189652 178660 488
Chr19 Normal NT_011109.15 TTGTCATTGTGACCC 9610498 ZNF345 9609485 9652161 1013 9610010 9637721 488 9635951 9637417 -25453
Chr1 Normal NT_034410.4 GGGCCACTTTGACCT 213222 KIAA0663 191160 249933 22062 212733 249927 489 212880 248208 342
Chr20 Complement NT_011362.8 TGGTAATCTTGACCC 9653229 ZNF335 9653741 9630201 512 9653718 9630201 489 9652957 9630500 -272
Chr10 Complement NT_077569.2 AGGTAACGGCGACCT 7406026 DKFZP761F241 7504548 7301523 98522 7406516 7301523 490 7406466 7303312 440
Chr19 Complement NT_011109.15 AGGGCAGACTGACCC 31186363 LOC116411 31186853 31183795 490 31186853 31183795 490 31184919 31184277 -1444
Chr10 Complement NT_030059.10 GGGTCAGATTGGCCA 20717659 SEC31B-1 20718149 20684961 490 20718149 20684961 490 20715267 20685931 -2392
Chr21 Normal NT_011512.8 AGGTCATCCTGCCCT 20103336 OLIG1 20102845 20105120 491 20102845 20105120 491 20102948 20103763 388
Chr2 Normal NT_005334.13 TGGTAAGTTTGACCT 6318939 LOC344357 6318447 6338893 492 6318447 6338893 492 6318447 6338893 492
Chr15 Normal NT_010194.15 GGGTCGAAGTGACCG 5307348 LOC51234 5306809 5311965 539 5306856 5311961 492 5306927 5311600 421
Chr17 Normal NT_010718.13 GGGGCGGCGTGACCC 17523938 FAM18B 17523445 17549164 493 17523445 17549164 493 17523744 17546671 194
Chr19 Complement NT_011109.15 GGGTCGCAATGAACC 24658893 MGC4400 24659423 24627247 530 24659387 24642743 494 24651804 24643975 -7089
Chr2 Normal NT_022184.12 AGGTCAGTGTGAGCC 64737979 GNLY 64737348 64741814 631 64737483 64741814 496 64738047 64741628 -68
Chr3 Complement NT_005612.13 TTGTCATGGTGACCT 40467113 LOC152200 40467611 40465668 498 40467611 40465668 498 40467582 40467277 469
Chr3 Normal NT_005962.15 TGGTCATTTTTACCT 3803540 LOC344679 3803042 3858521 498 3803042 3858521 498 3803042 3858521 498
Chr19 Normal NT_011109.15 AGGTCAACGTGCCCC 5435887 R9AP 5435388 5436095 499 5435388 5436095 499 5435388 5436095 499
Chr6 Complement NT_007592.13 TGGTCACGCTGCCCC 22552088 DDAH2 22552943 22549367 855 22552588 22549367 500 22551487 22549563 -601
Chr6 Complement NT_033951.3 TGGTCACGCTGCCCC 3143663 DDAH2 3144518 3140942 855 3144163 3140942 500 3143062 3141138 -601
Chr6 Complement NT_034874.2 TGGTCACGCTGCCCC 3000942 DDAH2 3001797 2998221 855 3001442 2998221 500 3000341 2998417 -601
Chr11 Complement NT_008984.15 AGATCAGCCTGACCA 4229482 LOC341195 4229984 4219823 502 4229984 4219823 502 4229984 4219823 502
Chr19 Complement NT_011109.15 AGGTCACAGGGACCC 18093848 CKM 18094352 18077890 504 18094352 18077890 504 18091189 18078226 -2659
Chr1 Normal NT_034383.4 AGGTCGTCCTGGCCT 1986130 LOC284553 1985625 1986843 505 1985625 1986843 505 1985652 1986401 478
Chr8 Complement NT_008046.13 AGGTCAGCTGGACCA 34085822 MGC5528 34086440 34064395 618 34086327 34064395 505 34086213 34065311 391
Chr20 Complement NT_011362.8 CGGTCAGCAAGACCT 7138946 LOC343586 7139452 7013518 506 7139452 7013518 506 7139452 7013518 506
Chr15 Complement NT_010194.15 AGGTCAACGCAACCT 21846978 SPPL2A 21847517 21789325 539 21847484 21789386 506 21847341 21789608 363
Chr17 Complement NT_010641.13 AGGTCACTCCTACCT 7732047 LOC201294 7732555 7714869 508 7732555 7714869 508 7732176 7715804 129
Chr11 Normal NT_033903.5 TGGTCATCTTTACCT 210888 LOC219421 210380 256160 508 210380 256160 508 210380 256160 508
Chr16 Normal NT_010498.13 GGGTCACATTAACCT 6056225 LOC221185 6055716 6076742 509 6055716 6076742 509 6055769 6076742 456
Chr22 Complement NT_011520.9 GGGTCGCCCTCACCT 1862434 LOC91219 1862943 1862443 509 1862943 1862443 509 1862943 1862443 509
Chr22 Complement NT_011520.9 AGGTCACCATTACCT 3795030 LOC348618 3795542 3793313 512 3795542 3793313 512 3795542 3793313 512
Chr19 Normal NT_011109.15 AGGTCAGACCCACCT 5891730 LOC126248 5891216 5934919 514 5891216 5934919 514 5891294 5933344 436
Chr7 Normal NT_078035.1 CAGTCATTTTGACCC 11940 LOC349079 11426 15399 514 11426 15399 514 13907 14344 -1967
Chr7 Normal NT_007819.13 GGGTCACTGCAACCT 4573144 LOC352245 4572630 4602513 514 4572630 4602513 514 4572630 4602513 514
Chr7 Normal NT_007933.12 GGGTTAGATTGACCT 25926292 LOC352358 25925777 25943113 515 25925777 25943113 515 25925777 25943113 515
Chr2 Normal NT_077995.1 GGGTCAGGCTGGCCA 113867 PDCD1 113352 122372 515 113352 122372 515 113420 121200 447



Chr16 Normal NT_010393.13 AGGTCAAACCGACCT 205286 PMM2 204737 256262 549 204771 256262 515 204819 254761 467
Chr4 Normal NT_006081.15 GGGTCGCTGGGACCT 591460 FLJ33718 569711 600881 21749 590944 600881 516 596173 599752 -4713
Chr10 Normal NT_008583.15 AGGTTGCAGTGACCC 19581421 HK1 19580904 19712783 517 19580904 19712783 517 19611739 19712039 -30318
Chr19 Normal NT_011109.15 AAGTCACTCTGACCT 8095211 FLJ22814 8094693 8096375 518 8094693 8096375 518 0 0 8095211
Chr6 Normal NT_007592.13 AGGTTGGACTGACCT 17397343 HMGN4 17396675 17405413 668 17396823 17405413 520 17403686 17403958 -6343
Chr6 Complement NT_007592.13 AGGTTACAGTGACCT 34872778 LOC346207 34873298 34854106 520 34873298 34854106 520 34873298 34854106 520
Chr8 Complement NT_030032.8 AGATCACACTGACCC 191269 LOC349180 191789 181440 520 191789 181440 520 191789 181440 520
Chr17 Normal NT_010783.13 GGGCCACTACGACCC 9964996 NOG 9964474 9965746 522 9964474 9965746 522 9964784 9965482 212
Chr13 Normal NT_009799.12 AGGTCAGACTGGCCT 1598179 LOC144845 1597656 1599189 523 1597656 1599189 523 1598285 1598572 -106
Chr10 Complement NT_077569.2 GGATCACTTTGACCT 2928134 LOC220959 2928658 2916032 524 2928658 2916032 524 2928658 2916032 524
Chr17 Complement NT_010755.13 GGGTCTCGCTGACCT 4698476 BECN1 4699019 4684875 543 4699004 4684875 528 4698618 4685501 142
Chr22 Complement NT_011520.9 GGGTCAGTGTGGCCC 17548828 LOC129138 17549492 17535917 664 17549357 17535917 529 17549299 17537004 471
Chr16 Complement NT_037887.3 AGGTCAGGATGCCCC 1762612 MRPS34 1763141 1761892 529 1763141 1761898 529 1763121 1762223 509
Chr17 Normal NT_010718.13 AGGTGAGTGTGACCT 3873081 USP6 3872552 3919189 529 3872552 3919189 529 3874528 3892757 -1447
Chr1 Normal NT_032962.4 GGGTCCTGGTGACCT 1935308 TUFT1 1934777 1978054 531 1934777 1978054 531 1934839 1976179 469
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 138777 LOC284589 141220 136227 2443 139309 136906 532 137740 137273 -1037
Chr4 Complement NT_016606.15 AGGTCACTTCGACTC 14688843 LOC345069 14689375 14645285 532 14689375 14645285 532 14689375 14645285 532
Chr9 Complement NT_008413.15 GGGTCCCCATGACCT 35738693 GBA2 35739226 35726865 533 35739226 35726865 533 35738702 35727167 9
Chr17 Normal NT_010799.13 AGGTCAACCTGACTA 1106291 LOC147009 1105757 1112344 534 1105757 1112344 534 1107143 1112024 -852
Chr13 Normal NT_024524.12 AGGCCGCCGTGACCT 50839062 LOC150928 50838524 50839709 538 50838528 50839433 534 50838696 50839265 366
Chr12 Complement NT_009714.15 AGGTCACTGCAACCT 576937 APOBEC1 577472 560971 535 577472 560971 535 577442 561117 505
Chr18 Normal NT_010966.13 GGGTCACAATGTCCT 30682931 LOC342825 30682396 30755711 535 30682396 30755711 535 30682396 30755711 535
Chr20 Normal NT_011387.8 GGGTCACCTTGTCCC 24390371 C20orf39 24389835 24587167 536 24389835 24587167 536 24463734 24586140 -73363
Chr22 Complement NT_011520.9 AGGTCACTGCCACCC 17977514 C22orf5 17978082 17924352 568 17978050 17924359 536 17952919 17926530 -24595
Chr20 Normal NT_011362.8 GGGTCAGGCGGACCA 8592154 LOC200226 8591618 8612585 536 8591618 8612585 536 8591700 8612094 454
Chr15 Complement NT_010194.15 AGGTCAGAGCAACCT 23936707 LOC342040 23937243 23876609 536 23937243 23876609 536 23937243 23876609 536
Chr9 Complement NT_008470.15 ATGTCAAACTGACCA 10735333 LOC352743 10735869 10663947 536 10735869 10663947 536 10735869 10663947 536
Chr2 Normal NT_022184.12 GGGTCACCGCCACCC 24056822 LOC151111 24056285 24056739 537 24056285 24056739 537 24056327 24056714 495
Chr12 Normal NT_029419.10 AGGTTGGGATGACCC 18696310 MYL6 18695449 18698666 861 18695773 18698664 537 18696751 18698505 -441
Chr12 Normal NT_029419.10 AGGTTGGGATGACCC 18696310 MYL6 18695449 18698666 861 18695773 18698664 537 18695492 18697744 818
Chr19 Complement NT_011109.15 AGGTGAAGTTGACCA 12799089 LOC342902 12799627 12794070 538 12799627 12794070 538 12799627 12794070 538
Chr17 Complement NT_024871.10 GGGTCGCCCTGTCCC 1409668 LOC284182 1410208 1405179 540 1410208 1405179 540 0 0 -1409668
Chr8 Complement NT_030032.8 AGGCCACATTGACCA 191249 LOC349180 191789 181440 540 191789 181440 540 191789 181440 540
ChrX Normal NT_077814.2 CGGTCAGGGTGCCCC 13107 LOC286529 12566 14815 541 12566 14815 541 13943 14494 -836
Chr10 Normal NT_077569.2 TGGACAGAGTGACCC 2193578 ATP5C1 2193003 2212674 575 2193036 2212674 542 2193067 2212520 511
Chr10 Complement NT_078085.1 GGGTGAAGGCGACCC 72747 LOC347785 73290 52430 543 73290 52430 543 73290 52430 543
Chr17 Complement NT_010783.13 GGGTCAAGTTAACCA 1327763 MGC11242 1328429 1322535 666 1328309 1322535 546 1323799 1323488 -3964
Chr17 Normal NT_010641.13 GGGTCGGAATCACCC 6258031 LOC350383 6257484 6262900 547 6257484 6262900 547 6257484 6262900 547
Chr16 Complement NT_024797.13 CGTTCAGAATGACCT 2392740 KARS 2393290 2373343 550 2393290 2373343 550 2393250 2373506 510
Chr7 Normal NT_007819.13 AGGTTGCAGTGACCC 4710548 LOC221943 4709998 4711994 550 4709998 4711994 550 4710911 4711828 -363
Chr19 Complement NT_011109.15 GGGCCACAGTGACCC 15970034 LOC284342 15970584 15951198 550 15970584 15951198 550 0 0 -15970034
Chr14 Normal NT_026437.10 GGGCCGGCCTGACCT 83309596 AMN 83309045 83319974 551 83309045 83317570 551 83309067 83317058 529
Chr19 Complement NT_011295.10 GAGTCAGTGTGACCC 603398 LOC125958 603950 587377 552 603950 587377 552 603950 587377 552
Chr17 Complement NT_010748.12 GGGACAGACCGACCC 930282 DKFZp761G2113 930836 922979 554 930836 922979 554 929243 925436 -1039
Chr6 Complement NT_007592.13 GGGTCACAGTGCCCA 22404224 LTB 22404778 22402911 554 22404778 22402911 554 22404770 22403062 546
Chr6 Complement NT_033951.3 GGGTCACAGTGCCCA 2995771 LTB 2996325 2994458 554 2996325 2994458 554 2996317 2994609 546
Chr6 Complement NT_034874.2 GGGTCACAGTGCCCA 2853051 LTB 2853605 2851738 554 2853605 2851738 554 2853597 2851889 546
Chr7 Normal NT_007933.12 CGGTCAGCGAGACCT 11508848 GRM3 11507416 11728405 1432 11508293 11728405 555 11628684 11727887 -119836
Chr9 Normal NT_019501.12 AGGTCAGTGTGACCT 600824 LOC157931 600269 603165 555 600269 603165 555 600673 600972 151
Chr10 Normal NT_008583.15 AGGGCACGTTGACCT 24462713 ADK 24462157 25019953 556 24462157 25019953 556 24487804 25019375 -25091
Chr16 Complement NT_010498.13 TGCTCACACTGACCT 16238717 AGRP 16239274 16238032 557 16239274 16238032 557 16238859 16238097 142
Chr7 Complement NT_007933.12 AGGTGGCCTTGACCT 20459486 PDK4 20460043 20447031 557 20460043 20448830 557 20459821 20449169 335
Chr11 Complement NT_033903.5 AGGTCAGGTTGGCCG 13871286 LOC341131 13871844 13862664 558 13871844 13862664 558 13871843 13862664 557
Chr6 Normal NT_007592.13 GGGTCAAAATGACAC 17235298 LOC221608 17234739 17236797 559 17234739 17236797 559 17235075 17235755 223
Chr9 Complement NT_035014.3 GGCTCAGGCTGACCG 2880402 LOC286310 2880961 2877246 559 2880961 2877246 559 2880918 2877248 516
Chr8 Complement NT_030032.8 AGTTCACACTGACCA 191229 LOC349180 191789 181440 560 191789 181440 560 191789 181440 560
Chr1 Normal NT_077967.1 AGGCCAGCCTGACCA 810301 LOC348507 809739 814912 562 809739 814912 562 809739 814912 562
Chr2 Complement NT_022184.12 GGGTCAGAAAGACCT 52684895 NAT8 52685459 52683892 564 52685459 52683892 564 52684687 52684004 -208
Chr4 Complement NT_006081.15 AGGTCTTCATGACCT 661741 LOC339990 662306 661150 565 662306 661150 565 661960 661664 219
Chr16 Complement NT_024797.13 GGTTCGGGGTGACCT 12022037 LOC350337 12022603 11925579 566 12022603 11925579 566 12021042 11925579 -995
Chr16 Normal NT_037887.3 GGGCCGCACTGACCC 163442 HBA2 162875 163708 567 162875 163708 567 162912 163599 530
Chr14 Complement NT_026437.10 GGGGCAAGCTGACCT 4631361 TINF2 4632258 4628981 897 4631928 4628981 567 4631666 4629749 305
Chr8 Complement NT_023684.15 GGGCCACGGTGACCA 583420 LOC286073 584984 581429 1564 583988 581429 568 582308 581847 -1112
ChrX Complement NT_011568.12 AGATCAGCCTGACCA 1024212 RPGR 1024860 966525 648 1024780 966703 568 1024721 966980 509
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377113 18372521 569 18379920 18374126 3376
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377113 18372521 569 18375626 18374126 -918
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377113 18372521 569 18378262 18374935 1718
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377113 18372521 569 18374691 18374434 -1853
Chr3 Normal NT_005927.15 AGGTCACCCTGGCCA 10210024 LOC285369 10209453 10214273 571 10209453 10214273 571 10213042 10213374 -3018
Chr18 Normal NT_010859.12 AGGTCCCTTTGACCT 2074490 LOC342835 2073919 2104720 571 2073919 2104720 571 2073919 2104720 571
Chr3 Normal NT_022517.15 GGGTCGCACAGACCC 18953768 LOC339883 18940302 18989527 13466 18953195 18989527 573 18971300 18989163 -17532
Chr9 Normal NT_078077.1 AGGTCATGAAGACCT 10734 LOC349322 10161 11350 573 10161 11350 573 10376 10825 358
Chr9 Normal NT_078078.1 AGGTCATGAAGACCT 156317 LOC349328 155744 156934 573 155744 156934 573 156429 156731 -112
Chr5 Normal NT_023148.11 AGCTCACTCTGACCT 4352951 CAST 4312564 4424258 40387 4352376 4424258 575 4380370 4421254 -27419
Chr15 Complement NT_010194.15 TGGTCAGCGTGGCCC 11002129 GPR 11002704 10882542 575 11002704 10882542 575 11001838 10882944 -291
Chr22 Complement NT_011526.5 GGGTCACCGTGAACT 211162 LOC348647 211859 202153 697 211741 202153 579 211207 202630 45
Chr8 Normal NT_023666.15 GGGTCAAAATGACTA 2616864 ADAMDEC1 2616284 2637839 580 2616284 2637839 580 2616331 2637124 533
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 138729 LOC284589 141220 136227 2491 139309 136906 580 137740 137273 -989
Chr3 Complement NT_005612.13 GGGTCATCATGACTG 27876858 LOC344703 27877438 27867896 580 27877438 27867896 580 27877438 27867896 580
Chr8 Complement NT_030032.8 AGGCCACACTGACCC 191209 LOC349180 191789 181440 580 191789 181440 580 191789 181440 580
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377124 18373518 580 18374691 18374434 -1853
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377124 18373518 580 18375626 18374126 -918
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377124 18373518 580 18378262 18374935 1718
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18377124 18373518 580 18379920 18374126 3376
Chr21 Normal NT_011512.8 GTGTCAGGTTGACCC 25239226 DSCR10 25238645 25241133 581 25238645 25241133 581 25240658 25240921 -1432
Chr4 Normal NT_022853.14 CGGTCTCCCTGACCC 4642405 PAICS 4641824 4667853 581 4641824 4667410 581 4642362 4665587 43
Chr6 Complement NT_007592.13 GGGTCACGTTGGCCA 19749448 RFP 19750029 19729042 581 19750029 19729042 581 19749673 19730109 225
Chr6 Complement NT_033951.3 GGGTCACGTTGGCCA 350719 RFP 351300 330311 581 351300 330311 581 350944 331378 225
Chr6 Complement NT_034874.2 GGGTCACGTTGGCCA 194585 RFP 195166 174181 581 195166 174181 581 194810 175248 225
Chr14 Complement NT_026437.10 AGGTCAGCACGGCCT 823600 LOC123103 824183 817136 583 824183 817136 583 824183 817136 583
Chr3 Complement NT_005612.13 AGCTCAGACTGACCT 22764142 LOC151579 22764725 22762239 583 22764725 22762240 583 22764704 22763898 562
Chr2 Complement NT_015926.13 AGCTCAGTGTGACCT 2412332 NT5C1B 2412915 2386216 583 2412915 2386276 583 2408136 2387140 -4196
Chr1 Normal NT_004852.15 GGGTCAGTTTGATCG 556445 SIAT6 555845 779473 600 555861 779473 584 584577 778536 -28132



Chr9 Normal NT_035014.3 GGGTGACTCTGACCT 103183 ASS 97026 153600 6157 102598 153600 585 104556 153361 -1373
Chr3 Complement NT_029928.10 GGGGCAGAATGACCT 778482 KIAA0794 779067 700105 585 779067 700487 585 779004 703290 522
Chr16 Normal NT_024812.10 TGGCCACGCTGACCC 725498 LOC283892 724913 743828 585 724913 743828 585 724927 738920 571
Chr17 Complement NT_010641.13 AGATCACAGTGACCC 7401463 CASKIN2 7403279 7388101 1816 7402049 7388101 586 7401643 7388919 180
Chr12 Complement NT_029419.10 GGGTCAACATGCCCT 37746230 KCNC2 37746817 37577163 587 37746817 37577202 587 37745069 37579399 -1161
Chr9 Complement NT_035014.3 AGGTCACTTTGACAG 1456827 LOC340471 1457414 1434897 587 1457414 1434897 587 1457414 1434897 587
Chr13 Normal NT_009799.12 AGGTCAAGTCCACCT 3982634 LOC341768 3982047 4061060 587 3982047 4061060 587 3982047 4061060 587
Chr21 Complement NT_011512.8 TGGTCGCCGCGACCT 18764196 KIAA1172 18764784 18703745 588 18764784 18703745 588 18764401 18704108 205
Chr17 Normal NT_010718.13 GGGCCACGGTGACCA 15604185 LOC284192 15603597 15606673 588 15603597 15606673 588 15606011 15606295 -1826
Chr22 Normal NT_011522.4 CGGTGATGTTGACCC 1334546 E46L 1333833 1506061 713 1333957 1506061 589 1334155 1505762 391
Chr17 Complement NT_010799.13 AGGTCACGCTGGCCT 2357566 KIAA1321 2358155 2325639 589 2358155 2325639 589 2358070 2328550 504
Chr9 Normal NT_023935.15 TGGTCAACGTGACGC 485738 PIP5K1B 485108 788623 630 485148 788623 590 602063 770708 -116325
Chr8 Complement NT_008251.13 GGGGCAAAATGACCA 2383020 LOC347022 2383611 2238685 591 2383611 2238685 591 2383611 2238685 591
Chr17 Normal NT_030843.6 GGGCCATGGTGACCA 1335898 LOC284198 1335306 1338337 592 1335306 1338337 592 1337721 1338005 -1823
Chr9 Complement NT_008413.15 GGGTCATGGGGACCT 2866769 LOC352683 2867361 2865850 592 2867361 2865850 592 2867361 2865850 592
Chr1 Complement NT_004836.14 GGGTCATACTCACCC 2796701 ZP4 2797294 2789069 593 2797294 2789069 593 2797294 2789081 593
Chr20 Complement NT_011362.8 GGGCCGAGCTGACCT 5043621 C20orf130 5044215 5041522 594 5044215 5041522 594 5043941 5042823 320
Chr1 Normal NT_021937.15 CGGTCACTCAGACCT 1761926 CDT6 1761280 1767971 646 1761332 1767971 594 1761571 1767014 355
Chr17 Complement NT_024871.10 AGGTGACAGTGACCA 1765004 LOC339226 1765601 1764264 597 1765601 1764264 597 1764663 1764379 -341
Chr9 Normal NT_008413.15 GGTTCATAACGACCT 36027514 RECK 36026917 36114449 597 36026917 36114449 597 36026997 36113043 517
Chr22 Complement NT_011519.10 AGGTCACAGCGAGCT 791704 CECR5 798327 770551 6623 792304 770551 600 792291 771061 587
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 20714393 LOC340128 20713791 20717092 602 20713791 20717092 602 20716411 20716704 -2018
Chr17 Complement NT_010718.13 TGGTCACCGTGACCC 15756839 LOC348220 15757441 15754368 602 15757441 15754368 602 15755030 15754746 -1809
Chr14 Complement NT_026437.10 GGCTCATCCTGACCT 81163404 LOC350096 81164007 81123806 603 81164007 81123806 603 81164007 81123806 603
Chr8 Complement NT_008183.16 TGGTCATCTTGTCCT 9748372 FLJ20421 9748976 9718614 604 9748976 9718614 604 9748693 9718901 321
Chr17 Complement NT_024871.10 AGGCCAGCCTGACCA 1521009 LOC284183 1521613 1518998 604 1521613 1518998 604 1520231 1519644 -778
Chr19 Normal NT_011295.10 TGGTCAGTTGGACCT 7407971 FLJ25328 7407366 7415747 605 7407366 7415747 605 7408304 7409544 -333
Chr1 Normal NT_032962.4 GGGTCTAGATGACCA 3813160 S100A15 3812555 3813781 605 3812555 3813781 605 3812555 3813781 605
Chr6 Complement NT_023451.12 GGGTCATTATCACCA 3576740 LOC93225 3577346 3576807 606 3577346 3576807 606 3577325 3576879 585
Chr4 Complement NT_006307.14 GGGTCGGCCTGACGC 273399 ABLIM2 274027 80509 628 274006 80509 607 273884 82185 485
Chr10 Normal NT_077569.2 CGGTAAGAGTGACCT 3352571 LOC340828 3351963 3400217 608 3351963 3400217 608 3351963 3400217 608
Chr5 Complement NT_034772.4 TGGTCAGGCTGATCT 38131551 LOC133732 38132161 38110196 610 38132161 38110196 610 38132161 38110196 610
Chr3 Complement NT_005612.13 GGGTCAGTATTACCA 66566556 TSBF1 66567166 66554753 610 66567166 66554753 610 66556511 66555300 -10045
Chr5 Complement NT_006431.13 AGGTCATTTTGACAA 15423113 FKSG14 15423737 15378336 624 15423724 15378336 611 15415476 15379044 -7637
Chr2 Normal NT_005416.10 GTGTCACAGTGACCA 219161 LOC348762 218550 219449 611 218550 219449 611 218550 219449 611
Chr22 Normal NT_011520.9 GGGTCGCGCTGACCC 17451913 HRIHFB2122 17429774 17479571 22139 17451301 17479571 612 17451476 17477823 437
Chr4 Normal NT_016297.14 TGGTCAGAGTGACCC 5041976 LOC166867 5041363 5103071 613 5041363 5103071 613 5052360 5102287 -10384
Chr3 Normal NT_005612.13 TGGTCATTGTGACAC 34638833 LOC351494 34638220 34656677 613 34638220 34656677 613 34638220 34656677 613
Chr16 Normal NT_010552.13 TGGTCATGATCACCC 596286 OR1F1 595673 596611 613 595673 596611 613 595673 596611 613
Chr17 Complement NT_010755.13 GGGTCAGCAAGACCG 3690288 SC65 3691578 3680929 1290 3690901 3680929 613 3690890 3681932 602
Chr3 Complement NT_005612.13 AGGTCACAATTACCA 28681964 BAL 28682677 28645927 713 28682578 28645927 614 28677621 28646365 -4343
Chr1 Complement NT_004559.10 AGGACACAGCGACCT 2755513 LOC343377 2756130 2724641 617 2756130 2724641 617 2756130 2724641 617
Chr12 Normal NT_029419.10 TAGTCAGTCTGACCC 12076864 KCNH3 12076246 12095383 618 12076246 12095383 618 12076506 12095042 358
Chr6 Complement NT_007592.13 GAGTCAAGTTGACCA 43540186 LOC285865 43540804 43534920 618 43540804 43534920 618 43540793 43534920 607
Chr21 Complement NT_011515.10 GGGTCACACTGGCCC 2553937 LOC348584 2554555 2535302 618 2554555 2535302 618 2554555 2535302 618
Chr10 Complement NT_008583.15 AGGTCAGTTTGACAT 6008303 LOC338605 6008922 5978249 619 6008922 5978249 619 5978946 5978249 -29357
Chr17 Normal NT_010799.13 AGGTCACTCCCACCT 8335442 LOC350470 8334823 8407697 619 8334823 8407697 619 8334823 8407697 619
ChrX Normal NT_011669.13 AGGTAATTATGACCC 8262574 MLLT7 8261791 8269128 783 8261954 8269128 620 8262136 8267678 438
Chr12 Complement NT_009714.15 ATGTCACCATGACCA 1307751 LOC283325 1308373 1207556 622 1308373 1207556 622 1302441 1227977 -5310
Chr16 Complement NT_010498.13 AGCTCATGCTGACCA 20761567 LOC342372 20762189 20684944 622 20762189 20684944 622 20762189 20684944 622
Chr1 Complement NT_004350.15 GGGTCAGTGTGAACC 90979 PEX10 91601 83834 622 91601 83834 622 91532 84796 553
Chr8 Complement NT_008046.13 CGGTCATCCTGAGCT 15398635 LOC157562 15399258 15397208 623 15399258 15397208 623 15397748 15397350 -887
Chr11 Normal NT_033903.5 GGGTCAGCATGAGCC 5711432 MGC2574 5710809 5719818 623 5710809 5719818 623 5710863 5719063 569
Chr11 Normal NT_033903.5 GGGTCGCGCTGTCCT 11137061 RAB1B 11136337 11145296 724 11136438 11145296 623 11136484 11144042 577
Chr15 Normal NT_010194.15 AGGTAAGGACGACCC 15371164 H63 15370540 15497566 624 15370540 15420127 624 15370839 15495215 325
Chr7 Complement NT_007819.13 GGGTCAGACCGGCCT 18451769 LOC285934 18452393 18448325 624 18452393 18448325 624 0 0 -18451769
Chr5 Complement NT_006713.13 TGGTGACTGTGACCT 6680049 LOC345773 6680673 6674766 624 6680673 6674766 624 6680673 6674766 624
Chr22 Normal NT_011520.9 GGGCCACAATGACCC 6409122 CRYBA4 6408497 6417201 625 6408497 6417201 625 6409130 6417020 -8
Chr16 Complement NT_024797.13 TGTTCATTCTGACCC 153786 LOC342402 154411 154070 625 154411 154070 625 154411 154070 625
Chr11 Normal NT_033903.5 GGGTCACTGTGACAG 11925336 ARHD 11924678 11940853 658 11924710 11939872 626 11924763 11939462 573
Chr3 Complement NT_005962.15 AGGTCAATCTGCCCC 5956605 SLC2A2 5957231 5926600 626 5957231 5926600 626 5956922 5928155 317
Chr13 Complement NT_024524.12 TGGTCACGCTGGCCT 10280799 DKFZp547E1912 10281426 10278292 627 10281426 10278292 627 10280844 10279114 45
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 138680 LOC284589 141220 136227 2540 139309 136906 629 137740 137273 -940
Chr17 Normal NT_030843.6 GGGTAGAGCTGACCC 2062576 MAP2K3 2048275 2078824 14301 2061947 2078564 629 2061947 2077828 629
Chr19 Complement NT_011255.13 TGGTCACCCAGACCT 868524 LOC350619 869154 867488 630 869154 867488 630 869153 867488 629
Chr4 Complement NT_016354.15 GGGGCAACGCGACCC 39177227 CAMK2D 39178343 38868703 1116 39177858 38868703 631 39177354 38870798 127
Chr2 Normal NT_022184.12 AGGTCAGTGTGAGCC 64737979 GNLY 64737348 64741814 631 64737348 64741803 631 64737476 64741631 503
Chr2 Normal NT_022184.12 AGGTCAGTGTGAGCC 64737979 GNLY 64737348 64741814 631 64737348 64741803 631 64738047 64741628 -68
Chr11 Normal NT_035113.4 GGTTCAGGGTGACCA 343959 LRDD 343326 349392 633 343326 349392 633 344183 349265 -224
Chr11 Normal NT_035113.4 GGTTCAGGGTGACCA 343959 LRDD 343326 349392 633 343326 349392 633 345127 349265 -1168
Chr19 Complement NT_011109.15 GGGACAGAGTGACCC 16411576 TSLL2 16412209 16394740 633 16412209 16394740 633 16412160 16395700 584
Chr3 Complement NT_005825.15 GGGTCACTGCAACCT 5245187 FLJ20211 5245825 5227768 638 5245821 5228641 634 5245717 5230332 530
ChrX Normal NT_011786.13 AGATCAGCCTGACCA 14013156 LOC139357 14012522 14073775 634 14012522 14073775 634 14012522 14073775 634
Chr17 Normal NT_010663.13 AGGTCACAGAGACCT 815412 LOC339159 814778 816567 634 814778 816567 634 814977 815378 435
Chr19 Complement NT_011295.10 GGTTCATAATGACCA 6201444 OR7C1 6202078 6199941 634 6202078 6199941 634 6201855 6200896 411
Chr5 Complement NT_034772.4 GGCTCACTACGACCT 28345227 ALDH7A1 28346070 28293945 843 28345862 28295470 635 28345827 28295678 600
Chr9 Complement NT_019501.12 AGTTCAGCTCGACCT 1809834 LHX3 1812420 1803567 2586 1810469 1803567 635 1812323 1804636 2489
Chr9 Complement NT_019501.12 AGTTCAGCTCGACCT 1809834 LHX3 1812420 1803567 2586 1810469 1803567 635 1810350 1804636 516
Chr9 Normal NT_008413.15 GGGTCATGGCCACCT 13976811 LOC347193 13976174 14026665 637 13976174 14026665 637 13976174 14026665 637
Chr4 Normal NT_016354.15 AGGTCAAAAAGACCC 2307647 LOC152825 2307009 2307305 638 2307009 2307305 638 2307009 2307305 638
Chr17 Complement NT_010755.13 GGCTCACCGCGACCT 4436103 LOC284061 4436742 4427180 639 4436742 4427180 639 4428303 4427563 -7800
Chr14 Normal NT_026437.10 AGCTCAAATTGACCC 19504105 SIP1 19503466 19526214 639 19503466 19526081 639 19503549 19525722 556
Chr16 Normal NT_037887.3 TGGTCAGTATGACAT 1817866 DKFZP566J2046 1817226 1818910 640 1817226 1818910 640 1817232 1817906 634
Chr10 Complement NT_008583.15 AGATCAGGCCGACCT 11057009 LOC347794 11057649 11043745 640 11057649 11043745 640 11057649 11043745 640
Chr2 Complement NT_005120.13 AGGTCAGCGTGGCCA 693039 DKFZp762E1312 693746 676541 707 693680 676563 641 681161 676757 -11878
Chr4 Complement NT_078017.1 TGGTCACCAGGACCC 112048 FLJ35473 119782 110576 7734 112689 110576 641 112689 111642 641
Chr3 Complement NT_022517.15 TGGACACTATGACCC 2364329 LOC351414 2364972 2297476 643 2364972 2297476 643 2364972 2297476 643
Chr2 Normal NT_005058.13 TGGTCATTGTTACCT 96367 PGR6 95721 109968 646 95721 109968 646 95721 109968 646
Chr11 Complement NT_009237.15 AGGTCATGATGAACG 4699701 LOC341267 4700348 4699770 647 4700348 4699770 647 4700348 4699770 647
Chr13 Complement NT_024524.12 TGGTCACGCTGGCCT 10342545 DKFZP434E2318 10343193 10340201 648 10343193 10340201 648 10342884 10340830 339
Chr17 Normal NT_010718.13 AGGTCGATCTGTCCT 6431338 FLJ10385 6428890 6445711 2448 6430687 6445711 651 6430859 6445696 479
Chr2 Normal NT_005403.13 GGGTCTCAATGACCT 36838708 LOC130565 36838057 36857354 651 36838057 36857354 651 36838059 36857290 649
Chr10 Complement NT_030059.10 TGGTCACTCTGATCC 22439138 PITX3 22439789 22428504 651 22439789 22428504 651 22430395 22428829 -8743



Chr17 Complement NT_024871.10 AGGTTATCATGACCC 1684072 LOC284185 1684725 1678301 653 1684725 1678301 653 1681144 1680047 -2928
Chr4 Normal NT_006238.10 AGGTCCTGTTGACCA 1686395 LOC285429 1685742 1689039 653 1685742 1689039 653 1685776 1686966 619
Chr1 Complement NT_004391.15 GGGTCATACTGACCA 731528 FLJ35961 733610 721638 2082 732182 721638 654 731811 722967 283
Chr10 Normal NT_030059.10 AGGTCACTCTGAGCT 4338461 GHITM 4337769 4351859 692 4337806 4351859 655 4339805 4350574 -1344
Chr19 Complement NT_011295.10 TGGTCAAGCTGATCT 1056622 LOC348340 1057277 1056772 655 1057277 1056772 655 1057277 1056772 655
Chr12 Complement NT_019546.15 TGGTCCCGGCGACCT 28013474 NFYB 28014257 27994620 783 28014129 27995695 655 28011421 27995705 -2053
Chr6 Complement NT_007592.13 TGGTCATTGTCACCC 27305037 STK38 27312381 27258797 7344 27305694 27259669 657 27305106 27260688 69
Chr7 Normal NT_007933.12 AGGTCAGTTTCACCA 59906032 LOC346672 59905374 59907882 658 59905374 59907882 658 59905374 59907882 658
Chr9 Normal NT_008413.15 GGATCAGCGTGACCT 19040059 RAGA 19039401 19040981 658 19039401 19040981 658 19039658 19040599 401
Chr20 Normal NT_011333.5 GAGTCGCAGTGACCC 1026452 C20orf41 1025793 1066681 659 1025793 1064227 659 1027386 1065046 -934
Chr20 Normal NT_011333.5 GAGTCGCAGTGACCC 1026452 C20orf41 1025793 1066681 659 1025793 1064227 659 1064751 1066546 -38299
Chr9 Complement NT_008413.15 GGGACAGCATGACCG 34246517 LOC347240 34247177 34242526 660 34247177 34242526 660 34246461 34245860 -56
Chr17 Normal NT_010718.13 GGGTCATGATGACAA 12812517 COX10 12811856 12951129 661 12811856 12951129 661 12812060 12949666 457
Chr6 Normal NT_007422.12 AGGTGAATCTGACCG 10052295 LOC154428 10051634 10052787 661 10051634 10052787 661 10052279 10052680 16
Chr1 Normal NT_032962.4 AGGTCACTCAGACCT 3656059 LOR 3655398 3656594 661 3655398 3656594 661 3655422 3656012 637
Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19629771 19712783 662 19611739 19712039 18694
Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19629771 19712783 662 19626859 19712039 3574
Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19629771 19712783 662 19629852 19712039 581
Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19629771 19712783 662 19599648 19712039 30785
Chr1 Normal NT_004511.15 GGGTCAGCTTGCCCA 2470275 EIF3S2 2469611 2478788 664 2469611 2478788 664 2469628 2478382 647
Chr17 Complement NT_030843.6 CTGTCACAATGACCC 2293307 LOC348255 2293971 2291859 664 2293971 2291859 664 2293196 2292789 -111
Chr19 Complement NT_011109.15 GGCTCACTGCGACCT 11710878 FBXO26 11734598 11700260 23720 11711545 11700260 667 11709177 11701466 -1701
Chr9 Normal NT_019501.12 GGGTCAACATCACCT 1195980 LOC138160 1195313 1198252 667 1195313 1198252 667 1195313 1198252 667
Chr9 Complement NT_035014.3 AGGTCGCAGTGAGCC 2991245 SURF5 2991912 2984684 667 2991912 2984684 667 2990457 2985295 -788
Chr17 Normal NT_010783.13 AGGTCATTGTGCCCA 21150287 LOC253924 21149619 21150083 668 21149619 21150083 668 21149619 21150083 668
Chr9 Normal NT_008470.15 GGGTCAGAGTAACCC 3739710 LOC91496 3739042 3742348 668 3739042 3742348 668 3741835 3742137 -2125
Chr19 Complement NT_011109.15 AGGTTACAGTGACCT 28711199 NALP13 28711867 28675503 668 28711867 28675503 668 28711867 28675503 668
Chr17 Complement NT_010718.13 GGGTTAGAGTGACCA 9567430 LOC342551 9568099 9555028 669 9568099 9555028 669 9568099 9555028 669
Chr2 Complement NT_005403.13 GGGTCAGGCCGAGCC 58792784 FZD5 58793480 58790054 696 58793455 58790625 671 58792800 58791043 16
Chr8 Complement NT_008127.14 TGGGCAGCCTGACCT 173430 LOC340423 174101 171214 671 174101 171214 671 174101 171214 671
Chr3 Complement NT_022642.6 GGGTGGGAGTGACCC 3078386 LOC351436 3079057 3010900 671 3079057 3010900 671 3079057 3010900 671
Chr3 Normal NT_022517.15 AGGTCATGTGGACCG 19551840 VILL 19544759 19561031 7081 19551169 19561031 671 19551170 19561031 670
Chr8 Normal NT_030737.7 GGGCCAAGGTGACCT 3518674 LPL 3517991 3545993 683 3518002 3545993 672 3518176 3544045 498
Chr1 Normal NT_004668.15 AGGTCATGGTGACCC 751780 ATP8B2 751107 773612 673 751107 773612 673 765248 771426 -13468
Chr15 Complement NT_010194.15 TGGTCTCCGTGACCT 4234980 LOC123643 4235653 4146769 673 4235653 4146769 673 4235072 4146871 92
Chr12 Complement NT_019546.15 CAGTCAGGCTGACCC 9636549 LOC349765 9637222 9520882 673 9637222 9520882 673 9588176 9520882 -48373
Chr15 Complement NT_010194.15 CGGTCACACGGACCT 48949656 LOC350180 48950329 48942745 673 48950329 48942745 673 48950329 48942745 673
Chr1 Complement NT_004668.15 AGGTCATTATGATCC 16073062 SELE 16073762 16062341 700 16073738 16062341 676 16073312 16065444 250
Chr14 Normal NT_026437.10 GGGTCAGCCTGAGCT 77330634 C14orf63 77329957 77331772 677 77329957 77331772 677 77329960 77331768 674
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 138632 LOC284589 141220 136227 2588 139309 136906 677 137740 137273 -892
Chr5 Normal NT_077451.2 AGGCCAGCCTGACCT 2312930 LTC4S 2312253 2314780 677 2312253 2314780 677 2312349 2314662 581
Chr12 Complement NT_009775.13 AGGTCAGAAGGACCA 10520706 CAMKK2 10522990 10462376 2284 10521384 10462376 678 10499208 10465381 -21498
Chr19 Complement NT_011109.15 GGGTCAGTGCCACCT 23723788 KLK5 23724539 23714751 751 23724466 23714751 678 23724103 23715077 315
ChrX Normal NT_011786.13 GGGACGGGCTGACCT 9510381 LOC159091 9509703 9557120 678 9509703 9557096 678 9510108 9556620 273
Chr16 Normal NT_037887.3 CGGTCACCCTGCCCC 1231618 TPSB1 1230679 1232555 939 1230940 1232555 678 1230941 1232242 677
Chr19 Normal NT_011255.13 GGGTCACACTGACAG 580605 FGF22 579588 583604 1017 579926 583604 679 579926 583604 679
Chr8 Complement NT_030032.8 AGGCCAAACTGACCA 191109 LOC349180 191789 181440 680 191789 181440 680 191789 181440 680
Chr4 Normal NT_006316.15 GTGTCATCACGACCC 15472093 SOD3 15471413 15477822 680 15471413 15477822 680 15476502 15477224 -4409
Chr16 Complement NT_010498.13 GGGTCACAGGGACCT 7488170 GOT2 7488974 7461750 804 7488853 7461750 683 7488845 7462788 675
Chr17 Normal NT_010718.13 TGGTCATTTTGTCCC 1746262 KIAA1039 1741525 1787924 4737 1745578 1748736 684 1745601 1748627 661
Chr10 Complement NT_030059.10 GGATCACCTTGACCC 1625382 LOC219461 1626066 1335017 684 1626066 1335017 684 1626066 1335017 684
Chr1 Complement NT_004487.15 AGGTCACTACGAGCC 474647 MYOC 475409 458117 762 475331 458117 684 475309 458623 662
Chr20 Normal NT_028392.4 TGGTAATATTGACCT 4556619 C20orf104 4554537 4704812 2082 4555933 4702132 686 4555966 4702070 653
Chr2 Normal NT_022184.12 AGGTCACTGTGAGCT 25586779 ARHQ 25586023 25660109 756 25586092 25624154 687 25586092 25624152 687
Chr20 Normal NT_011387.8 GGGTCGGGCTGAGCT 2614211 KIAA1442 2613524 2680747 687 2613524 2680747 687 2613792 2679625 419
Chr11 Complement NT_009237.15 AGATCAGCCTGACCA 25158365 CD59 25159078 25120914 713 25159053 25131327 688 25145095 25132776 -13270
Chr15 Normal NT_035325.4 AGGTCAATGCGTCCT 2668844 LOC283779 2668156 2672500 688 2668156 2672500 688 2668183 2668491 661
Chr7 Normal NT_033968.4 GGGTCAAGCTGACTC 4982725 LOC285880 4982036 5020752 689 4982036 5020752 689 4982036 5020752 689
Chr18 Normal NT_010859.12 AGGCCAGCTTGACCA 12887657 LOC350515 12886966 12922517 691 12886966 12922517 691 12902952 12922517 -15295
Chr3 Normal NT_005962.15 AGGTCACTGTTACCA 3429344 LOC351549 3428653 3462369 691 3428653 3462369 691 3428653 3462369 691
Chr19 Complement NT_011109.15 CGGTCACAAGGACCC 8973509 FLJ36991 9005377 8941414 31868 8974201 8941414 692 8961105 8941586 -12404
Chr16 Complement NT_037887.3 GGGGCAGGGTGACCG 1219262 TPS1 1220215 1218338 953 1219954 1218338 692 1219953 1219194 691
Chr1 Normal NT_004487.15 CGGTCAGGGTGACCT 7548721 FLJ10244 7547947 7702570 774 7548026 7702570 695 7599547 7701778 -50826
Chr15 Complement NT_010194.15 GGGTCAGTGTGAGCT 51419821 LOC283688 51420518 51356573 697 51420518 51356573 697 51357299 51356859 -62522
Chr2 Normal NT_022184.12 AGGTCAGAATGTCCC 11979660 LOC344109 11978963 12089749 697 11978963 12089749 697 11978963 12089749 697
Chr22 Complement NT_011526.5 GGGTCACCGTGAACT 211162 LOC348647 211859 202153 697 211859 202153 697 211207 202630 45
Chr11 Complement NT_035113.4 AGGACACTGTGACCG 328285 TTS-2 329670 323001 1385 328982 323354 697 328850 323704 565
Chr16 Normal NT_037887.3 CGGTCACGCTGCCCC 1246981 TPSD1 1246139 1248464 842 1246283 1248378 698 1246283 1248378 698
Chr10 Normal NT_008705.14 GGGTCACCTCCACCT 4517025 LOC283073 4516326 4518843 699 4516326 4518843 699 4517725 4518060 -700
Chr19 Normal NT_011295.10 TGGCCAACGTGACCT 1661182 ICAM4 1660445 1662000 737 1660482 1662000 700 1660491 1661582 691
Chr5 Complement NT_023089.13 AGGTGGACTTGACCT 7192568 LOC345700 7193270 7163552 702 7193270 7163552 702 7193270 7163552 702
Chr4 Complement NT_022778.13 AGGTCATATAGACCC 5839671 LOC351677 5840373 5679004 702 5840373 5679004 702 5840373 5679004 702
Chr22 Normal NT_011520.9 CGGTCAGTCTGATCC 11116281 MGC15705 11115579 11116742 702 11115579 11116742 702 11115846 11115971 435
Chr10 Normal NT_017795.15 GGCTCGGGGTGACCC 349022 PAO 348274 360776 748 348320 360776 702 348400 360538 622
Chr18 Normal NT_025028.13 AGGTAAAACTGACCG 1275965 LOC284256 1275262 1277852 703 1275262 1277852 703 1275266 1275592 699
Chr20 Complement NT_011362.8 AGGTCTGTCTGACCA 8153043 LOC343588 8153746 8148248 703 8153746 8148248 703 8153746 8148248 703
Chr3 Complement NT_005612.13 AGGTCTTTATGACCT 33521838 LOC351490 33522542 33325468 704 33522542 33325468 704 33522542 33325468 704
Chr9 Complement NT_035014.3 GGCTCAGGATGACCA 1182891 UCK1 1183595 1176131 704 1183595 1176131 704 1183501 1177367 610
Chr6 Complement NT_007592.13 TGGTCAGGCTGTCCT 17057017 HIST1H2AD 17057722 17057263 705 17057722 17057263 705 17057722 17057330 705
Chr9 Normal NT_008413.15 GGGTCGCTGTGTCCC 35783112 NPR2 35782153 35799729 959 35782407 35799710 705 35782407 35799443 705
Chr5 Normal NT_023133.11 AGGTCCCACTGACCG 15656959 FGF18 15656252 15693762 707 15656252 15693762 707 15656789 15693394 170
Chr8 Normal NT_008046.13 GGGTCGACTTGTCCC 13175568 OSR2 13174843 13182501 725 13174859 13182497 709 13179354 13182076 -3786
Chr19 Normal NT_011255.13 TGGTCTGGGTGACCT 1716657 LOC284419 1715947 1717994 710 1715947 1717994 710 1717123 1717602 -466
Chr19 Complement NT_011255.13 GGGTCGCGCTCACCC 572821 POLRMT 573572 557225 751 573531 557225 710 573512 557274 691
Chr18 Complement NT_010966.13 GGGTCATGGCGACCC 29302579 CGBP 29303768 29297821 1189 29303290 29297821 711 29303061 29298065 482
Chr2 Normal NT_022184.12 AAGTCATTCTGACCA 31048690 LOC348685 31047979 31282396 711 31047979 31282396 711 31047979 31282396 711
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCC 26351484 RAB27A 26371624 26285749 20140 26352196 26285749 712 26316743 26287316 -34741
Chr7 Normal NT_007819.13 GGGCCATGGTGACCA 9062462 LOC340268 9061749 9063577 713 9061749 9063577 713 9062937 9063086 -475
Chr5 Complement NT_023133.11 GGGCCAAGATGACCT 1926731 LOC345470 1927444 1926406 713 1927444 1926406 713 1927444 1926406 713
Chr9 Complement NT_035014.3 AGGTCATCACGACCC 2736139 LOC349251 2736852 2732227 713 2736852 2732227 713 2734226 2733636 -1913
Chr17 Normal NT_010755.13 GGGTCACCCTGACTT 4900804 ARHN 4900088 4903964 716 4900088 4903420 716 4900088 4903420 716
Chr14 Complement NT_026437.10 AGGTCATTCTGACTG 58617281 LOC338919 58617997 58602055 716 58617997 58602055 716 58617997 58602055 716
Chr1 Complement NT_004511.15 TGGTCAGGCTGATCT 2897054 LOC339487 2897770 2868684 716 2897770 2868890 716 2897751 2869048 697



Chr2 Normal NT_005403.13 GGGTCAGGATGACTC 80028651 LOC344195 80027935 80040476 716 80027935 80040476 716 80027935 80040476 716
Chr16 Normal NT_010498.13 TGGCCAGGATGACCT 20810840 HP 20810093 20832741 747 20810123 20816551 717 20810149 20816386 691
Chr12 Complement NT_029419.10 GGGACAGAATGACCT 15441411 KRT8 15486932 15434281 45521 15442128 15434281 717 15442071 15434518 660
Chr17 Normal NT_030843.6 GGGTCACTGCAACCT 1480797 LOC284200 1480080 1499446 717 1480080 1499446 717 1480085 1488277 712
Chr11 Complement NT_009237.15 GGGTGGGACTGACCC 18894678 GPR48 18895426 18788612 748 18895397 18788612 719 18894953 18790518 275
Chr3 Complement NT_006014.14 CGGTCAGCAGGACCC 1008339 TRIP 1009058 981133 719 1009058 981133 719 1008959 981609 620
Chr7 Normal NT_007933.12 GGCTCAGGACGACCT 54597405 LOC346656 54596684 54611455 721 54596684 54611455 721 54596684 54611455 721
Chr12 Normal NT_029419.10 AGGACGCTTTGACCT 20159073 SLC26A10 20156999 20163239 2074 20158351 20163239 722 20161540 20162834 -2467
Chr4 Complement NT_016354.15 TGGTCAGGGTGACAC 13699683 DKFZp761G058 13700626 13677722 943 13700407 13677731 724 13694440 13678452 -5243
Chr1 Complement NT_004433.15 AGGTCGCAGTGAGCC 831995 KIAA0435 832719 758337 724 832719 758337 724 831523 760155 -472
Chr17 Normal NT_024862.12 GGATCAAGATGACCA 143013 LOC284123 142288 143416 725 142288 143416 725 142482 143218 531
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 138583 LOC284589 141220 136227 2637 139309 136906 726 137740 137273 -843
Chr9 Complement NT_008470.15 GTGTCAGGGTGACCG 32651508 LOC203245 32652235 32646151 727 32652235 32646151 727 32652015 32648342 507
Chr2 Complement NT_005403.13 AGTTCACCTTGACCT 82537656 MGC43122 82538383 82532470 727 82538383 82532470 727 82537606 82533097 -50
Chr17 Complement NT_010799.13 GGGGCACAATGACCA 1469486 MGC9564 1470549 1458661 1063 1470213 1463046 727 1470126 1463667 640
Chr4 Normal NT_016354.15 GGGTCTCCATGACCG 11876862 LOC351605 11876134 11913368 728 11876134 11913368 728 11876134 11913368 728
Chr8 Complement NT_008046.13 TGGTCAACAGGACCT 2103679 FLJ35775 2104409 2102591 730 2104409 2102591 730 2104312 2103125 633
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 17399665 LOC147710 17398935 17408294 730 17398935 17408294 730 17406954 17408284 -7289
Chr12 Complement NT_019546.15 GGGTCTTTATGACCT 31184221 LOC341381 31184952 31101956 731 31184952 31101956 731 31184952 31101956 731
Chr14 Complement NT_026437.10 AGGTCAGCTAGACCA 32178522 LOC341856 32179253 32149847 731 32179253 32149847 731 32179253 32149847 731
Chr1 Normal NT_004511.15 AGGTCTCAGTGACCC 1866963 HCRTR1 1864872 1874797 2091 1866226 1874299 737 1866379 1874166 584
Chr16 Normal NT_037887.3 AGGTCAGACTGTCCT 656219 LOC197336 651066 657830 5153 655482 657828 737 655572 657590 647
Chr1 Complement NT_021877.15 AGGTCAAAGTGATCA 5292654 LOC127184 5293392 5292608 738 5293392 5292608 738 5293392 5292608 738
Chr7 Complement NT_033968.4 GGCTCACGGTGACCT 6030160 LOC222026 6030898 6029400 738 6030898 6029400 738 6030874 6029400 714
Chr16 Complement NT_024812.10 AGGTCAGTGTGACCA 898913 LOC348197 899651 898047 738 899651 898047 738 899640 898047 727
Chr7 Normal NT_007819.13 GGGTCATTCTGAACT 4018633 LOC221937 4010533 4097845 8100 4017894 4097845 739 4017965 4097769 668
Chr6 Normal NT_025741.12 AGGTCACAAAGACCT 17264987 LOC345886 17264247 17447859 740 17264247 17447859 740 17264247 17447859 740
Chr17 Normal NT_010748.12 ATGTCAAACTGACCT 1040508 RPIP8 1039586 1049842 922 1039768 1049042 740 1040006 1048677 502
Chr10 Normal NT_017795.15 GGGTGGCGGTGACCC 207727 VENTX2 206754 211012 973 206987 211012 740 206998 209389 729
Chr9 Complement NT_035014.3 GGGTCAAAGGGACCC 3019169 SURF4 3019910 3005280 741 3019910 3005280 741 3019780 3007309 611
Chr8 Normal NT_078036.1 AGGTCACTGTGATCA 579772 LOC352467 579030 580212 742 579030 580212 742 579030 580212 742
Chr6 Complement NT_007422.12 TGGTCACCCTGTCCT 9083084 BRP44L 9083827 9065713 743 9083827 9065751 743 9083705 9066258 621
Chr5 Complement NT_006576.13 AGGCCAGGCCGACCC 14738523 3PAP 14739268 14654820 745 14739268 14654899 745 14739137 14656077 614
Chr14 Normal NT_026437.10 GGGTGGGGGTGACCC 85092970 ADSSL1 85092225 85115321 745 85092225 85115321 745 85092284 85115016 686
Chr2 Complement NT_022173.11 TGGTCAGCATCACCC 724350 LOC344011 725095 711433 745 725095 711433 745 725095 711433 745
Chr14 Complement NT_026437.10 TGGTCAGCCTGACTC 82748547 CINP 82749294 82728997 747 82749294 82734662 747 82749229 82734935 682
Chr17 Complement NT_010641.13 AGGTGAGGATGACCA 9768354 LOC342519 9769101 9749883 747 9769101 9749883 747 9769101 9749883 747
Chr14 Normal NT_026437.10 AGGTCAGATTGAACC 72509119 CPSF2 72508370 72550584 749 72508370 72550584 749 72517370 72548129 -8251
Chr4 Normal NT_037623.3 TGGTAAACATGACCT 252089 LOC339981 251340 266840 749 251340 266840 749 256641 266840 -4552
Chr16 Complement NT_010393.13 AGCTCAAACCGACCT 2100264 FLJ32871 2101014 2033573 750 2101014 2033573 750 2100942 2033652 678
Chr12 Complement NT_029419.10 CGATCAATGTGACCC 4774552 YAF2 4775355 4696142 803 4775303 4697460 751 4775288 4697697 736
Chr16 Normal NT_010498.13 GGGTCAGCTCCACCC 16034402 DKFZP434I216 16033650 16044936 752 16033650 16044936 752 16035506 16044269 -1104
Chr5 Complement NT_006431.13 AGATCATCCTGACCA 11070814 LOC57399 11071566 11071142 752 11071566 11071142 752 11071459 11071271 645
Chr19 Normal NT_011109.15 CGGTCAAGTTGCCCC 4797431 LOC147941 4784986 4806897 12445 4796678 4798767 753 4796813 4798729 618
Chr9 Normal NT_008470.15 GTGTCAAGCCGACCT 29362825 LOC169611 29362072 29399792 753 29362072 29399792 753 29362185 29395326 640
Chr17 Complement NT_010783.13 AGGTTGCAGTGACCC 15616763 LOC339173 15617517 15601812 754 15617517 15601812 754 15617493 15609172 730
Chr12 Normal NT_029419.10 AGATCAGCCTGACCA 11021082 MGC35033 11019621 11033471 1461 11020328 11033471 754 11020386 11032028 696
Chr9 Normal NT_008413.15 AGGGCAGGGTGACCT 33808321 UBE2R2 33807327 33908599 994 33807566 33907985 755 33807757 33907236 564
Chr22 Complement NT_011520.9 AGGTTGCAGTGACCT 20715298 LOC351057 20716054 20682299 756 20716054 20682299 756 20716054 20682299 756
Chr10 Complement NT_030059.10 GTGTCAAAGTGACCC 22318940 LOC347768 22319697 22318968 757 22319697 22318968 757 22319679 22318968 739
Chr9 Normal NT_078067.1 CGGTCACTGTGACCA 56296 LOC349307 55538 58065 758 55538 58065 758 56289 56657 7
Chr9 Normal NT_019501.12 AGCTCAGCCTGACCA 495625 LOC286217 494866 497816 759 494866 497816 759 494945 495316 680
Chr21 Normal NT_011512.8 ATGTCACAGTGACCA 26485415 SH3BGR 26478617 26548269 6798 26484656 26548269 759 26484670 26544538 745
Chr1 Complement NT_004852.15 GGGTCAGGGCCACCT 3805966 LOC339544 3806726 3805829 760 3806726 3805829 760 3806726 3805829 760
Chr1 Complement NT_077386.2 AGGTCAGTGTGACCT 3396354 LOC343550 3397114 3369312 760 3397114 3369312 760 3397114 3369312 760
Chr20 Complement NT_011362.8 TGGTTACTTTGACCT 22925468 LOC350941 22926229 22906484 761 22926229 22906484 761 22926229 22906484 761
Chr1 Normal NT_004511.15 GGGTCAGTCTGACTC 3013615 KIAA1522 3012853 3022156 762 3012853 3022156 762 3012956 3020073 659
Chr7 Normal NT_007758.10 GGGTGGGGATGACCC 888290 LOC340239 887527 889485 763 887527 889485 763 888298 888609 -8
Chr4 Complement NT_016606.15 AGGTCACTGTGGCCA 6736343 LOC345039 6737106 6722736 763 6737106 6722736 763 6737106 6722736 763
Chr7 Complement NT_007933.12 TGGTCAGAGTGTCCT 25007810 GPC2 25008579 25000814 769 25008574 25000814 764 25008406 25001437 596
Chr1 Normal NT_077937.1 AGGTTGCAGTGACCC 1363580 LOC128153 1362816 1599051 764 1362816 1598605 764 1362842 1594317 738
Chr7 Normal NT_007914.12 AGGCCACACTGACCC 11289498 ACCN3 11288376 11292612 1122 11288733 11292612 765 11288744 11292605 754
Chr10 Complement NT_033985.5 GGGTCAAACAGACCT 1396985 LOC340759 1397750 1365231 765 1397750 1365231 765 1397750 1365231 765
Chr14 Complement NT_026437.10 GGGTCAGTGTGAGCA 71803310 LOC350080 71804075 71778428 765 71804075 71778428 765 71804075 71778428 765
Chr1 Complement NT_004610.15 TGGTCATGAGGACCC 1852709 LOC284664 1853475 1850436 766 1853475 1850436 766 1851358 1851059 -1351
Chr10 Normal NT_024115.14 GGGTCGGAGGGACCT 1003905 LOC338549 1003138 1005867 767 1003138 1005867 767 1003786 1004112 119
Chr17 Complement NT_010641.13 GGGTCGCGATGACCA 7041631 HN1 7042574 7023150 943 7042399 7023884 768 7042296 7024001 665
Chr8 Normal NT_007995.13 TGGTCAGTATGACCC 7067158 FKSG2 7066389 7067218 769 7066389 7067218 769 7066389 7067218 769
Chr20 Normal NT_028392.4 TGGTCAGGCTGATCT 4210441 CEP2 4209517 4272027 924 4209671 4266323 770 4216714 4265976 -6273
Chr2 Complement NT_022184.12 GGGTGAAGACGACCC 12639523 DKFZP564F0522 12640295 12624662 772 12640295 12624662 772 12640221 12625776 698
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 138535 LOC284589 141220 136227 2685 139309 136906 774 137740 137273 -795
Chr17 Normal NT_010755.13 GGGCCAGGATGACCT 1862130 PSMD3 1861356 1878508 774 1861356 1878508 774 1861520 1878130 610
Chr22 Complement NT_011520.9 GGGTCAGTCTGTCCT 10112688 EPI64 10113512 10078549 824 10113463 10078549 775 10113439 10078933 751
ChrX Normal NT_011757.12 GGGACGACGTGACCC 21079748 LOC139431 21078973 21133997 775 21078973 21133997 775 21078973 21133997 775
Chr20 Normal NT_011387.8 TGGTCACTGTGTCCT 18428992 SEC23B 18428137 18481765 855 18428216 18481765 776 18431480 18481384 -2488
Chr2 Complement NT_022184.12 GGGCCACGGTGACCC 3957159 ADCY3 3958641 3857974 1482 3957936 3857974 777 3957789 3858734 630
Chr6 Complement NT_007592.13 AGGTAAAAATGACCT 33720854 LOC285856 33721631 33721199 777 33721631 33721199 777 33721489 33721328 635
Chr7 Complement NT_007758.10 GGGTCATCCCCACCC 846252 LOC340240 847029 845071 777 847029 845071 777 846258 845947 6
Chr11 Normal NT_033903.5 AGGTCGGTTTGATCC 1760132 LOC338676 1759354 1766855 778 1759354 1766855 778 1759354 1766855 778
Chr10 Complement NT_030059.10 AGGTCAGCATCACCC 8816462 LOC347762 8817240 8816887 778 8817240 8816887 778 8817240 8816887 778
Chr2 Complement NT_005334.13 GGGTCAGCCTGACCT 2314817 LOC351274 2315595 2300857 778 2315595 2300857 778 2315595 2300857 778
Chr7 Normal NT_007933.12 GGGTTGAACTGACCT 53532370 NYD-SP18 53525264 53547946 7106 53531592 53547810 778 53531645 53547316 725
Chr3 Normal NT_005612.13 GGGTCAGGCTGGCCA 62238667 KCNAB1 62237888 62656083 779 62237888 62655933 779 62260508 62654076 -21841
Chr2 Normal NT_022135.13 GGGTCACCATGCCCG 1521337 FLJ14681 1520557 1582714 780 1520557 1582373 780 1520912 1581463 425
Chr21 Normal NT_011515.10 AGGTCACGGTGCCCA 452511 PDXK 451715 488873 796 451731 488873 780 451914 488682 597
Chr1 Normal NT_004671.15 TGGCCACTGTGACCT 12241243 LOC343460 12240462 12290648 781 12240462 12290648 781 12241572 12290648 -329
Chr22 Normal NT_011526.5 GGGTCAGCATGGCCG 245635 LOC284939 244853 247265 782 244853 247265 782 246526 246933 -891
Chr11 Complement NT_033899.5 AGGTCGCGGTGAGCC 17187322 ZW10 17188164 17147590 842 17188104 17147590 782 17188067 17148095 745
Chr10 Normal NT_030059.10 AGGACGTGATGACCC 23118205 CNNM2 23116672 23276796 1533 23117422 23276796 783 23117522 23275495 683
Chr16 Complement NT_010498.13 AGGTTGCAATGACCC 16171152 ZDHHC1 16171935 16149886 783 16171935 16149886 783 16163236 16150127 -7916
Chr22 Complement NT_011520.9 GGGTCACTGCAACCT 18304085 LOC348631 18304869 18291083 784 18304869 18291083 784 18302366 18291102 -1719
Chr11 Normal NT_009237.15 GGGTCACTGTCACCA 4187714 TEAD1 4097241 4367387 90473 4186929 4359873 785 4186929 4359873 785
Chr13 Normal NT_009952.13 GGGTCGAGGTGACTT 13128597 LOC283478 13127811 13128427 786 13127811 13128427 786 13127936 13128321 661



Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6030111 LOC222026 6030898 6029400 787 6030898 6029400 787 6030874 6029400 763
Chr4 Normal NT_016354.15 GGGTCTGCGTGACCT 48159581 FLJ35630 48158793 48161228 788 48158793 48161228 788 48159025 48160311 556
Chr5 Normal NT_023133.11 GGGTCACCTTCACCC 21541200 PX19 21540408 21543551 792 21540412 21543551 788 21540588 21543172 612
Chr17 Complement NT_035414.4 AGGTCGCAGTGAGCC 220593 FLJ10979 221470 21657 877 221382 39323 789 221323 39441 730
Chr1 Normal NT_077913.1 TGGTCATCGAGACCC 7281 LOC348451 6492 8047 789 6492 8047 789 6718 7959 563
Chr4 Normal NT_016606.15 AGGTCAAGCTGAACT 7040688 LOC285420 7039898 7056348 790 7039898 7056348 790 7039898 7056348 790
Chr9 Complement NT_078063.1 TGGTCACAGTGACCG 128527 LOC349298 129317 126772 790 129317 126772 790 129316 129032 789
Chr3 Normal NT_005612.13 AGGTTAGAATGACCC 56102428 LOC257210 56101637 56102120 791 56101637 56102120 791 56101637 56102120 791
Chr17 Complement NT_010783.13 GGGCCATAGCGACCT 11376941 SFRS1 11377821 11359599 880 11377732 11374055 791 11377697 11375967 756
Chr9 Complement NT_078053.1 TGGTCACAGTGACCG 51150 LOC349276 51942 49397 792 51942 49397 792 51941 51228 791
Chr7 Complement NT_007819.13 AGGTCACATTGATCC 43372816 LOC254953 43373609 43361049 793 43373609 43361049 793 43373565 43361049 749
Chr16 Complement NT_024797.13 GGGTCGGGGAGACCT 12064267 LOC342490 12065061 12036224 794 12065061 12036224 794 12057166 12044870 -7101
Chr8 Complement NT_008046.13 GGGACGCCTTGACCT 4214208 NBS1 4215002 4163900 794 4215002 4163900 794 4214962 4165983 754
Chr2 Normal NT_005120.13 AGGTCAGCTTGACAT 3954433 LOC344245 3953638 3977358 795 3953638 3977358 795 3953638 3977358 795
Chr3 Normal NT_005612.13 GGGTCTAAGTGACCA 13924310 LOC151584 13923514 13928211 796 13923514 13928211 796 13926975 13927274 -2665
Chr13 Normal NT_009952.13 AGGCCAAGATGACCA 9387475 LOC341587 9386679 9416141 796 9386679 9416141 796 9386679 9416141 796
Chr10 Normal NT_030059.10 AGGACGAGGTGACCC 19732064 NKX2-3 19731268 19734836 796 19731268 19734836 796 19731447 19733920 617
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20714589 LOC340128 20713791 20717092 798 20713791 20717092 798 20716411 20716704 -1822
Chr9 Normal NT_023935.15 AGGTCATATGGACCC 4900970 LOC352598 4900172 4913999 798 4900172 4913999 798 4900172 4913999 798
Chr11 Normal NT_008984.15 AGTTCATGGTGACCT 7021130 LOC120084 7020331 7021851 799 7020331 7021851 799 7020331 7021851 799
Chr6 Complement NT_007422.12 GGGTCACCCTGCCCT 9083027 BRP44L 9083827 9065713 800 9083827 9065751 800 9083705 9066258 678
Chr1 Complement NT_004511.15 AGCTCAGAGTGACCC 5151271 LOC253148 5152073 5132826 802 5152073 5132826 802 5151511 5133422 240
Chr10 Complement NT_008583.15 GGGTCAGTTTGTCCC 1049860 LOC338604 1050663 1048483 803 1050663 1048483 803 1049058 1048654 -802
Chr20 Normal NT_011362.8 GGGTCATGGCGCCCC 19633972 LOC350932 19633169 19701320 803 19633169 19701320 803 19633169 19701320 803
Chr8 Complement NT_008251.13 GGGCCAAACTGACCT 4111703 PLAT 4112532 4080067 829 4112506 4080067 803 4098015 4080823 -13688
Chr14 Normal NT_026437.10 AGGTCAGAATGTCCC 1379071 FLJ20859 1378267 1385320 804 1378267 1385320 804 1378290 1385177 781
Chr19 Normal NT_011295.10 GGGTCACCCCCACCC 5807878 PRKCL1 5806941 5845472 937 5807074 5845472 804 5807136 5845398 742
Chr10 Normal NT_033985.5 AGGTCAGAGAGACCT 3384247 KIAA0592 3344998 3410719 39249 3383441 3410363 806 3396850 3410162 -12603
Chr19 Complement NT_011255.13 AGGTCGGCGTGACCT 3715307 LOC148052 3716114 3714047 807 3716114 3714047 807 3716114 3714047 807
Chr12 Complement NT_019546.15 AGGTCAGGGTGAGCT 32496683 LOC257346 32497490 32495809 807 32497490 32495809 807 32496571 32496032 -112
Chr3 Complement NT_005999.15 AGGTCACCACCACCC 1426181 TNNC1 1426988 1424042 807 1426988 1424048 807 1426961 1424221 780
Chr3 Normal NT_005612.13 GGGACATATTGACCA 62238696 KCNAB1 62237888 62656083 808 62237888 62655933 808 62260508 62654076 -21812
Chr4 Complement NT_022792.15 AGGTCACAAAGACCT 16681642 LOC348882 16682452 16664380 810 16682452 16664380 810 16682429 16664496 787
Chr15 Complement NT_010194.15 GGGTCGTCCTGCCCC 2564017 LOC145980 2564828 2562892 811 2564828 2562892 811 2563776 2563495 -241
Chr2 Normal NT_005403.13 AGGTCAGCCTGACCA 61347847 LOC344477 61347036 61453690 811 61347036 61453690 811 61347113 61453690 734
Chr6 Complement NT_007583.11 AGGTCATGGTCACCA 158912 LOC352097 159723 141271 811 159723 141271 811 159723 141271 811
Chr11 Complement NT_033903.5 GGGTCAGTCCGGCCC 12310510 CORO1B 12311639 12305908 1129 12311322 12305908 812 12310488 12306236 -22
Chr1 Normal NT_021877.15 GGGGCACTGTGACCC 1476802 LOC350647 1475990 1500612 812 1475990 1500612 812 1475990 1500612 812
Chr1 Complement NT_077402.1 AGGTCAAAGCCACCT 3195 LOC350842 4009 2083 814 4009 2083 814 4009 2083 814
Chr9 Complement NT_008413.15 TGGTCAGTGTGACAT 35933116 LOC203261 35933932 35933091 816 35933932 35933091 816 35933932 35933091 816
Chr12 Normal NT_009714.15 TGGTGAATATGACCT 4983669 BCLG 4961772 5122992 21897 4982852 5011599 817 4991214 5050863 -7545
Chr14 Normal NT_026437.10 GGGTCAACTTGAACC 49647749 KIAA1130 49646932 49741224 817 49646932 49741219 817 49647049 49738926 700
Chr19 Normal NT_011295.10 GGGTCATTTTGACCT 9715070 FLJ20208 9714226 9737780 844 9714252 9737754 818 9714294 9737195 776
Chr2 Complement NT_005058.13 TGGGCAGACTGACCT 1403595 LOC351230 1404413 1391739 818 1404413 1391739 818 1404413 1391739 818
Chr15 Complement NT_010194.15 GGGTCACCTTGTCCA 5571693 LOC145990 5572552 5570482 859 5572513 5570482 820 5572180 5571401 487
Chr6 Normal NT_007299.12 TGGTGAGCCTGACCT 20895586 TPBG 20893710 20896817 1876 20894766 20896817 820 20894850 20896112 736
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 138486 LOC284589 141220 136227 2734 139309 136906 823 137740 137273 -746
Chr19 Normal NT_011109.15 TGGTCTCGCTGACCT 31222222 LOC350616 31221398 31236136 824 31221398 31236136 824 31221398 31236136 824
Chr19 Normal NT_011109.15 AGGTCAGTTTAACCC 13374143 LTBP4 13373319 13403940 824 13373319 13403940 824 13373319 13403673 824
Chr2 Normal NT_022184.12 GGGTCAGATTGACAA 34276580 RPS27A 34275472 34279112 1108 34275756 34278677 824 34275893 34278645 687
Chr19 Complement NT_011109.15 GGGTAGGAGTGACCC 16020190 LOC284344 16021016 15984161 826 16021016 15984161 826 15995303 15987691 -24887
Chr19 Complement NT_011295.10 CGATCATCCTGACCT 634311 LOC350628 635137 634805 826 635137 634805 826 635137 634805 826
Chr11 Complement NT_033927.5 AGGTCAGACTGACCG 16581558 ME3 16582688 16351180 1130 16582384 16351266 826 16582014 16351349 456
Chr9 Complement NT_023935.15 AGGCCACTGTGACCT 19708324 LOC158107 19709151 19708047 827 19709151 19708047 827 19708905 19708216 581
Chr5 Normal NT_034772.4 TGGTCAGTCTGGCCT 34121292 SLC22A5 34120465 34146324 827 34120465 34146324 827 34120686 34144985 606
Chr17 Complement NT_010718.13 GGCTCACTGCGACCT 12639621 LOC342559 12640450 12490184 829 12640450 12490184 829 12640450 12490184 829
Chr9 Complement NT_023935.15 AGGTTGCAGTGACCC 3623915 LOC352597 3624744 3586360 829 3624744 3586360 829 3624744 3586360 829
Chr19 Normal NT_011255.13 GGGTCATAGTGGCCC 3669203 TJP3 3648343 3690808 20860 3668374 3690682 829 3668374 3690682 829
Chr6 Normal NT_007592.13 AAGTCAATATGACCT 32149023 LOC346200 32148191 32178488 832 32148191 32178488 832 32148191 32178488 832
Chr2 Normal NT_026970.9 CAGTCATCCTGACCC 211895 MGC27019 211007 216397 888 211061 216397 834 211154 216343 741
Chr1 Normal NT_004559.10 TGGTCTTCCTGACCT 1969489 FLJ14124 1968654 1971140 835 1968654 1971140 835 1969350 1969850 139
Chr1 Complement NT_004836.14 GGGTCGGGAAGACCT 971336 LOC284708 972171 970195 835 972171 970195 835 971738 970926 402
Chr9 Normal NT_035014.3 CCGTCAGCCTGACCT 3122097 LOC286311 3121262 3121780 835 3121262 3121780 835 3121262 3121780 835
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6030062 LOC222026 6030898 6029400 836 6030898 6029400 836 6030874 6029400 812
Chr17 Normal NT_030843.6 AGGTGAGGGCGACCC 1605122 LOC91632 1604286 1608078 836 1604286 1608078 836 1606298 1607653 -1176
Chr1 Normal NT_077938.1 TGGTCAAGATGACCC 37033 LOC343076 36196 49332 837 36196 49332 837 36196 49332 837
Chr1 Normal NT_077971.1 TGGTCAAGATGACCC 149443 LOC350889 148606 161742 837 148606 161742 837 148606 161742 837
Chr9 Normal NT_008470.15 AGGTTATGGTGACCT 3471022 LOC352733 3470185 3514771 837 3470185 3514771 837 3470266 3514771 756
Chr22 Normal NT_011523.9 GGGTCAGAGCCACCC 2401550 LOC351068 2400712 2424094 838 2400712 2424094 838 2400712 2424094 838
Chr20 Normal NT_011333.5 TGGCCACTTTGACCT 846757 LOC284736 845914 849289 843 845914 849289 843 847779 848243 -1022
Chr3 Normal NT_005612.13 AGGCCAGGCTGACCA 63555040 PTX3 63554147 63560916 893 63554196 63560916 844 63554263 63560308 777
Chr20 Complement NT_011387.8 AGGCCGCGCTGACCT 25068580 LOC284798 25069426 25061434 846 25069426 25061434 846 25069390 25069046 810
Chr20 Complement NT_011362.8 AGGTCTTTATGACCT 20559223 LOC343623 20560069 20381930 846 20560069 20381930 846 20560069 20381930 846
Chr6 Complement NT_007592.13 AGCTCGTGGTGACCC 22486872 BAT4 22488160 22484415 1288 22487719 22484415 847 22486811 22484595 -61
Chr6 Complement NT_033951.3 AGCTCGTGGTGACCC 3078443 BAT4 3079741 3075989 1298 3079290 3075989 847 3078382 3076169 -61
Chr6 Complement NT_034874.2 AGCTCGTGGTGACCC 2935719 BAT4 2937007 2933266 1288 2936566 2933266 847 2935658 2933446 -61
Chr19 Normal NT_011109.15 AGGTCGGCCTGATCC 28956426 GALP 28955579 28965334 847 28955579 28965334 847 28956668 28964829 -242
Chr17 Normal NT_010748.12 TGGTCACCCTGTCCT 2577112 LOC162540 2576265 2578497 847 2576265 2578497 847 2576337 2578391 775
Chr10 Normal NT_008705.14 AGGTCAGCCTGAGCC 20714638 LOC340128 20713791 20717092 847 20713791 20717092 847 20716411 20716704 -1773
Chr3 Complement NT_005927.15 GGGTCACAATGCCCA 14094324 FLJ31709 14095200 14082428 876 14095172 14082433 848 14092327 14083237 -1997
Chr11 Complement NT_033903.5 TGGTCAGGCTGATCT 10043618 LOC256470 10044467 10042128 849 10044467 10042128 849 10043421 10043032 -197
Chr12 Normal NT_029419.10 AGGTTGGGATGACCC 18696310 MYL6 18695449 18698666 861 18695461 18698664 849 18696751 18698505 -441
Chr12 Normal NT_029419.10 AGGTTGGGATGACCC 18696310 MYL6 18695449 18698666 861 18695461 18698664 849 18695492 18697744 818
Chr2 Normal NT_005120.13 GGTTCACCCTGACCA 923753 LOC344233 922903 932855 850 922903 932855 850 922903 932855 850
Chr2 Normal NT_005403.13 GGGTCTAAATGACCT 71895563 LOC351361 71894713 71940514 850 71894713 71940514 850 71894713 71940514 850
Chr20 Complement NT_030871.1 AGGTCACTGTCACCC 1093207 LOC343714 1094059 1080701 852 1094059 1080701 852 1093066 1080701 -141
Chr8 Normal NT_030737.7 AGGTCATTCAGACCT 4997030 LOC352451 4996178 5047852 852 4996178 5047852 852 4996178 5047852 852
Chr17 Complement NT_010718.13 TGGTGAATCTGACCT 16521128 SMCR5 16521980 16519137 852 16521980 16519137 852 16521528 16521106 400
Chr7 Normal NT_007933.12 GGGTGGATGTGACCT 52406047 ARF5 52405114 52408429 933 52405193 52408428 854 52405229 52408029 818
Chr5 Complement NT_034772.4 GGGTCAACTTGTCCC 12734045 LOC345580 12734899 12734627 854 12734899 12734627 854 12734899 12734627 854
Chr3 Complement NT_006014.14 GGGTCACAATGACAC 256389 QARS 257263 248439 874 257244 248439 855 257239 248535 850
Chr14 Complement NT_026437.10 GGGTAATACTGACCC 3737830 BOCT 3742245 3735640 4415 3738686 3735640 856 3741551 3735985 3721
Chr14 Complement NT_026437.10 GGGTAATACTGACCC 3737830 BOCT 3742245 3735640 4415 3738686 3735640 856 3738672 3735985 842



Chr10 Complement NT_030059.10 TGGTCATATTAACCT 32182240 LOC349504 32183098 32132350 858 32183098 32132350 858 32183098 32132350 858
Chr12 Normal NT_029419.10 AGGTTGGGATGACCC 18696310 MYL6 18695449 18698666 861 18695452 18698666 858 18695492 18697744 818
Chr12 Normal NT_029419.10 AGGTTGGGATGACCC 18696310 MYL6 18695449 18698666 861 18695452 18698664 858 18695492 18697744 818
Chr9 Normal NT_008476.14 GGGTCAGCCCCACCT 2283 LOC352768 1424 59573 859 1424 59573 859 1496 59573 787
Chr12 Complement NT_029419.10 AGATCATCCTGACCA 18985614 TIMELESS 18986473 18953463 859 18986473 18954214 859 18971260 18954806 -14354
Chr1 Complement NT_077916.1 TGGTCAGGCTGATCT 48651 LOC348456 49513 48185 862 49513 48185 862 49379 48888 728
Chr19 Normal NT_011255.13 AGGTCCCAGTGACCT 5765043 NRTN 5763818 5768334 1225 5764177 5768184 866 5764177 5768184 866
Chr12 Complement NT_029419.10 ATGTCACACTGACCC 15216618 KRT1 15217485 15211758 867 15217485 15211758 867 15217438 15212283 820
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761377 LOC343805 1762244 1728177 867 1762244 1728177 867 1762244 1728177 867
Chr20 Complement NT_011362.8 AGTTCAGATTGACCT 5043347 C20orf130 5044215 5041522 868 5044215 5041522 868 5043941 5042823 594
Chr11 Normal NT_033903.5 GGGTCACCCCCACCC 6379252 LOC283200 6378384 6379755 868 6378384 6379755 868 6379233 6379729 19
ChrX Complement NT_078116.1 TGGTCAGTGTGACAT 839425 LOC349441 840294 838593 869 840294 838602 869 840282 839923 857
Chr15 Complement NT_010194.15 AGGTCACTGTCACCA 31708474 RORA 31760498 31579074 52024 31709343 31579074 869 31674227 31579265 -34247
Chr11 Complement NT_033899.5 AGGTCAAAGTGACAA 10735247 LOC341231 10736117 10616859 870 10736117 10616859 870 10736117 10616859 870
Chr19 Complement NT_011255.13 GGCTCACGCTGACCT 138438 LOC284589 141220 136227 2782 139309 136906 871 137740 137273 -698
Chr6 Normal NT_034874.2 AGATCACACTGACCC 1072529 LOC347980 1071658 1073627 871 1071658 1073627 871 1071658 1073627 871
Chr6 Normal NT_007592.13 AGATCACACTGACCC 20627409 LOC349044 20626538 20628507 871 20626538 20628507 871 20626538 20628507 871
Chr13 Normal NT_024524.12 AGGTTGCAGTGACCC 15442776 LOC341662 15441904 15456441 872 15441904 15456441 872 15441904 15456441 872
Chr13 Normal NT_024524.12 CGTTCACAATGACCT 1940218 LOC341625 1939342 1970774 876 1939342 1970774 876 1947396 1970774 -7178
Chr1 Complement NT_004668.15 AGGTCAGGGTCACCC 7787818 LOC257177 7788695 7786923 877 7788695 7786923 877 7787872 7787156 54
Chr1 Complement NT_077930.1 TGGTCATCAGGACCT 57499 LOC51152 58376 56140 877 58376 56140 877 58308 58081 809
Chr11 Normal NT_033903.5 AGCTCAAGCTGACCG 12292007 KIAA1394 12291128 12293464 879 12291128 12293464 879 12291304 12292461 703
Chr12 Complement NT_019546.15 TGGTCAGTGTGACAT 17516699 LOC144483 17517578 17515853 879 17517578 17515870 879 17517553 17516789 854
Chr8 Normal NT_008251.13 TGGTCAGGCTGGCCT 1893454 LOC169355 1883383 1921222 10071 1892574 1921222 880 1918415 1920433 -24961
Chr17 Complement NT_010783.13 AGATCAGCCTGACCA 15616637 LOC339173 15617517 15601812 880 15617517 15601812 880 15617493 15609172 856
Chr12 Normal NT_009759.15 AGGTCAAGACAACCC 2746211 LOC341511 2745331 2745798 880 2745331 2745798 880 2745331 2745798 880
Chr5 Normal NT_006713.13 CTGTCACCCTGACCT 20165581 LOC133789 20164700 20165014 881 20164700 20165014 881 20164700 20165014 881
Chr2 Normal NT_022173.11 GGGTCAAATTGTCCC 628722 LOC344010 627839 636854 883 627839 636854 883 627839 636854 883
Chr11 Normal NT_033899.5 AGGTCATAAAGACCT 15294865 FLJ23499 15293375 15300414 1490 15293981 15300414 884 15294001 15298320 864
Chr1 Complement NT_031730.8 AGATCATCTTGACCT 576142 LOC127063 577026 576145 884 577026 576145 884 577026 576145 884
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6030014 LOC222026 6030898 6029400 884 6030898 6029400 884 6030874 6029400 860
Chr18 Normal NT_010859.12 AGGTCAGACGGACCT 259033 LOC284211 258148 260278 885 258148 260278 885 258311 258628 722
Chr10 Complement NT_077567.2 TGGTCCCACTGACCC 105278 LOC340791 106163 70829 885 106163 70829 885 106163 70829 885
Chr1 Complement NT_019273.15 GGTTCAGCTTGACCA 2483670 ADORA3 2484557 2479869 887 2484557 2479869 887 2483790 2480386 120
Chr1 Complement NT_031730.8 AGATCATCTTGACCT 597906 LOC127064 598793 597909 887 598793 597909 887 598793 597909 887
Chr22 Normal NT_011520.9 TGGTCTCTCTGACCT 9055740 EWSR1 9054816 9087078 924 9054852 9087078 888 9054895 9086720 845
Chr15 Complement NT_010274.15 AGGTCTCTCTGACCT 10343334 LOC350204 10344222 10218235 888 10344222 10218235 888 10344222 10218235 888
Chr5 Normal NT_023133.11 TGGTCAGTCTGCCCC 21664290 GPRK6 21663323 21679465 967 21663401 21679465 889 21663463 21678406 827
Chr3 Complement NT_005612.13 GGGTCAGCGAGACCA 29817938 MYLK 29949665 29732045 131727 29818827 29732046 889 29818702 29732106 764
Chr3 Complement NT_005612.13 GGGTCAGCGAGACCA 29817938 MYLK 29949665 29732045 131727 29818827 29732046 889 29911842 29732106 93904
Chr3 Complement NT_005612.13 GGGTCAGCGAGACCA 29817938 MYLK 29949665 29732045 131727 29818827 29732046 889 29738295 29732106 -79643
Chr14 Normal NT_026437.10 TGGCCAGGGTGACCC 85093117 ADSSL1 85092225 85115321 892 85092225 85115321 892 85092284 85115016 833
Chr17 Complement NT_010718.13 AGGTGAGGCTGACCC 17000300 FLII 17001192 16987287 892 17001192 16987287 892 17001141 16987589 841
Chr8 Complement NT_077531.2 TGATCACAGTGACCT 59200 LOC352454 60092 58552 892 60092 58552 892 60092 58552 892
Chr8 Complement NT_078039.1 TGATCACAGTGACCT 74826 LOC352468 75718 74178 892 75718 74178 892 75718 74178 892
Chr22 Complement NT_019197.3 GGGTCTCCCTGACCA 263912 HDAC10 264805 258606 893 264805 258870 893 264452 258927 540
Chr3 Normal NT_005612.13 AGGTTAATCTGACCT 30213634 HAPIP 30198024 30638214 15610 30212739 30638214 895 30212839 30636837 795
Chr3 Normal NT_005612.13 AGGTCATAGTCACCA 34555010 LOC151720 34554115 34555731 895 34554115 34555731 895 34555207 34555497 -197
Chr7 Normal NT_007741.12 AGGTCAGGGTGGCCC 180290 LOC349082 179395 230279 895 179395 230279 895 179395 230279 895
Chr20 Normal NT_011362.8 GGGTCACAGTGAGCC 14897676 LOC343603 14896780 14978258 896 14896780 14978258 896 14896780 14978258 896
Chr12 Complement NT_009714.15 AGGTCAGCGAGACCA 535418 LOC349836 536314 516353 896 536314 516353 896 516795 516353 -18623
Chr12 Normal NT_019546.15 AGGTCATTTTGACAG 22160531 LOC347896 22159634 22168624 897 22159634 22168624 897 22159634 22168624 897
Chr14 Normal NT_026437.10 GGGTCAAAGTGGCCA 38686301 RBBP1 38685315 38759684 986 38685404 38759684 897 38686614 38758748 -313
Chr1 Normal NT_034389.4 GGGTCACTGCAACCT 194494 DKFZP566K023 193533 206708 961 193596 206595 898 193609 204091 885
Chr18 Complement NT_010859.12 AGGTAGTTTTGACCC 13715664 MGC24180 13716576 13655748 912 13716562 13655748 898 13672079 13656482 -43585
Chr17 Complement NT_010783.13 GGGTCACAATGACAG 17341312 SCN4A 17342210 17307846 898 17342210 17307846 898 17342133 17310063 821
Chr12 Normal NT_029419.10 GGGTCAGCTCGAACT 27362615 KIAA0984 27318279 27415717 44336 27361716 27415389 899 27361966 27412874 649
Chr8 Normal NT_023666.15 GGGTCTTTGTGACCT 6071220 LOC203064 6070321 6085662 899 6070321 6085662 899 6070321 6085662 899
Chr18 Complement NT_010966.13 AGGTCACATCGCCCT 5616345 LOC284252 5618493 5524040 2148 5617244 5524040 899 5617239 5524809 894
Chr19 Normal NT_011295.10 GGGTCACAGTGCCCC 4127173 VMD2L1 4126209 4132071 964 4126274 4132071 899 4126338 4131693 835
Chr22 Normal NT_011520.9 TGGTCTCTCTGACCT 9055740 EWSR1 9054816 9087078 924 9054840 9086720 900 9054895 9086720 845
Chr22 Complement NT_011520.9 AGTTCATGCTGACCG 18498306 DNAL4 18499208 18483567 902 18499208 18483567 902 18487790 18484508 -10516
Chr16 Complement NT_024773.11 TGGTCCTGCTGACCT 566836 LOC197387 567738 566314 902 567738 566314 902 567549 566480 713
Chr5 Normal NT_029289.9 AGGTCAGTATCACCA 9606857 LOC255187 9605955 9652269 902 9605955 9652269 902 9606102 9652071 755
Chr1 Normal NT_004668.15 GGGTCAACGTGCCCT 7541194 NIT1 7540263 7547631 931 7540292 7543258 902 7540368 7542956 826
Chr1 Normal NT_004464.15 GGCTCACTGCGACCT 1266689 HHLA3 1265786 1278997 903 1265786 1278997 903 1265926 1277505 763
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761341 LOC343805 1762244 1728177 903 1762244 1728177 903 1762244 1728177 903
Chr16 Complement NT_010552.13 GGGTCCCAGTGACCT 1865426 HSCARG 1867733 1853130 2307 1866330 1853130 904 1865567 1853215 141
Chr11 Complement NT_033899.5 GGGTCACTCTGAGCT 15487486 LOC120379 15488665 15478405 1179 15488391 15482196 905 15487565 15482266 79
Chr1 Complement NT_029860.10 AGGTCAAGTCAACCC 3739133 DKFZp586G0123 3740040 3674591 907 3740040 3711329 907 3739902 3711396 769
Chr7 Normal NT_023629.12 GGGTCAGGATGATCT 71379 LOC340221 70471 75488 908 70471 75488 908 74043 75276 -2664
Chr7 Complement NT_007819.13 GGGTCAGACCGGCCT 18451769 TWIST1 18452948 18450743 1179 18452677 18450743 908 18452263 18451988 494
Chr20 Normal NT_011333.5 GGATCAGGGTGACCA 604817 BIRC7 603907 608485 910 603907 608485 910 604080 607588 737
Chr12 Complement NT_019546.15 AAGTCATTCTGACCA 7456173 LOC349763 7457083 7262873 910 7457083 7262873 910 7457083 7262873 910
Chr1 Normal NT_032962.4 AGATCATCATGACCC 38669 KIAA0493 37758 73103 911 37758 73103 911 70064 70720 -31395
Chr16 Normal NT_010498.13 GGGTCTCATTGACCA 16423211 LOC339063 16422297 16424218 914 16422297 16424212 914 16422431 16424060 780
Chr3 Normal NT_005927.15 GGGTCATTGCCACCC 5445584 LOC351540 5444670 5480041 914 5444670 5480041 914 5444670 5480041 914
Chr8 Normal NT_037704.3 TGGGCATCATGACCC 119804 FLJ11856 118788 121493 1016 118887 121493 917 119517 121238 287
Chr13 Complement NT_009799.12 GGCTCACTGCGACCT 2928433 FLJ25952 3013509 2908048 85076 2929350 2926717 917 2929329 2928461 896
Chr7 Complement NT_007933.12 GGGTCACCACGCCCC 857310 TMPIT 858229 850579 919 858229 850584 919 858164 850766 854
Chr19 Complement NT_011255.13 GGCTCACACTGACCT 138389 LOC284589 141220 136227 2831 139309 136906 920 137740 137273 -649
Chr15 Complement NT_010194.15 AGGTCAGTGTGTCCT 41504337 LOC283674 41505258 41495995 921 41505258 41495995 921 41504461 41496472 124
Chr2 Complement NT_005403.13 GGGTCCCTCTGACCC 82416744 LOC344197 82417665 82406017 921 82417665 82406017 921 82417246 82406017 502
Chr6 Normal NT_007299.12 GAGTCATAGTGACCC 20963475 LOC346030 20962554 21113480 921 20962554 21113480 921 20962554 21113480 921
Chr1 Complement NT_004668.15 GGGTCAGAGTGACGG 7510821 LNIR 7511743 7493202 922 7511743 7493897 922 7511487 7494852 666
Chr15 Normal NT_037852.3 AGGACGAGGTGACCC 1001937 DKFZP547L112 1001014 1003174 923 1001014 1003174 923 1001975 1002364 -38
Chr5 Complement NT_077451.2 TGGTCCCCGTGACCC 3706379 LOC345467 3707302 3699958 923 3707302 3699958 923 3707302 3699958 923
Chr19 Normal NT_011109.15 GGGCCAGCGTGACCA 23897278 SIGLEC9 23896355 23908097 923 23896355 23901756 923 23896422 23901526 856
Chr2 Complement NT_022135.13 CGGTCAGGGTGACCC 9930515 FLJ14816 9931439 9929653 924 9931439 9929653 924 9931428 9930895 913
Chr13 Normal NT_009952.13 CGGTCATGGTGACCA 10932675 LOC144866 10931751 10934130 924 10931751 10934130 924 10933656 10933976 -981
Chr7 Normal NT_007819.13 AGGTCACCTTGACCC 4018819 LOC221937 4010533 4097845 8286 4017894 4097845 925 4017965 4097769 854
Chr1 Normal NT_004511.15 GGGTCACTTTGTCCA 1824671 LCN7 1823702 1834870 969 1823745 1834870 926 1824335 1834165 336
Chr7 Complement NT_007933.12 GGGTCAGTATGACAG 18349614 CALCR 18350541 18288015 927 18350541 18288015 927 18350509 18289884 895



Chr1 Normal NT_077939.1 AGGTCCAGATGACCC 281386 FLJ35728 280459 282503 927 280459 282503 927 280509 282380 877
Chr11 Normal NT_033899.5 TGGCCACACTGACCC 37850558 LOC283177 37849631 37918800 927 37849631 37918800 927 37879487 37879813 -28929
Chr17 Complement NT_010718.13 GGGGCAAGTTGACCG 2445546 P2RX5 2446473 2422173 927 2446473 2423414 927 2446189 2424052 643
Chr12 Normal NT_009714.15 AGGTCACCCTGACTA 25020088 BICD1 25019159 25292488 929 25019159 25289785 929 25019240 25289535 848
Chr22 Normal NT_011520.9 GGGTAATGTTGACCC 19208341 FLJ20232 19205159 19221481 3182 19207412 19221481 929 19216354 19219382 -8013
Chr3 Complement NT_022517.15 TGGTCACAATGACCT 18321814 LOC344737 18322745 18321668 931 18322745 18321668 931 18322745 18321668 931
Chr5 Complement NT_023133.11 TGGTCACCTTGCCCT 5174259 LOC285629 5175191 5168346 932 5175191 5168346 932 5168888 5168523 -5371
Chr11 Complement NT_033899.5 TGGTCAGTATGAGCT 19311350 LOC349637 19312282 19192482 932 19312282 19192482 932 19312282 19192482 932
Chr17 Complement NT_010748.12 GGGTCAGCACAACCC 2991106 LOC124981 2992040 2990480 934 2992040 2990480 934 2991922 2990975 816
Chr1 Normal NT_004852.15 AGGTCATTATTACCC 3312868 OTX3 3311934 3319150 934 3311934 3319150 934 3311949 3317432 919
Chr1 Complement NT_077383.2 AGGCCAGCCTGACCA 455035 LOC343547 455970 455572 935 455970 455572 935 455970 455572 935
Chr6 Normal NT_007592.13 TGGTCATCAGGACCT 22370893 NFKBIL1 22369251 22381190 1642 22369958 22381190 935 22370058 22380973 835
Chr6 Normal NT_033951.3 TGGTCATCAGGACCT 2962468 NFKBIL1 2960826 2972754 1642 2961533 2972754 935 2961633 2972537 835
Chr6 Normal NT_034874.2 TGGTCATCAGGACCT 2819710 NFKBIL1 2818067 2830008 1643 2818775 2830008 935 2818875 2829791 835
Chr11 Normal NT_033899.5 TGATCACTTTGACCT 12080528 DDX10 12079592 12355362 936 12079592 12355362 936 12079657 12354866 871
Chr6 Normal NT_025741.12 AGGACACGCCGACCT 3452991 POU3F2 3452055 3453992 936 3452055 3453992 936 3452207 3453538 784
Chr19 Normal NT_011109.15 AGGTTAAGATGACCC 23966771 LOC284368 23965834 23987404 937 23965834 23987404 937 23965834 23987404 937
Chr22 Normal NT_011520.9 TGGTCCCAGTGACCC 4220599 ADORA2A 4214172 4228893 6427 4219661 4228893 938 4219942 4228026 657
Chr13 Complement NT_024524.12 TGCTCACTTTGACCC 272057 LOC341620 272996 234749 939 272996 234749 939 272946 234749 889
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761305 LOC343805 1762244 1728177 939 1762244 1728177 939 1762244 1728177 939
Chr22 Complement NT_011520.9 AGGTCACCTTTACCA 19236975 LOC91582 19237914 19234156 939 19237914 19234156 939 19237797 19234551 822
Chr16 Normal NT_037887.3 CGGTCACCCTGCCCC 1231618 TPSB1 1230679 1232555 939 1230679 1232555 939 1230941 1232242 677
Chr19 Normal NT_011109.15 AGGTCAGGTTGATCC 15057975 CIC 15046867 15068167 11108 15057035 15068167 940 15057075 15067561 900
Chr20 Complement NT_011387.8 CGGTCAGCCTGAGCC 1312805 FKBP1A 1313745 1289623 940 1313745 1289623 940 1313642 1292756 837
Chr1 Complement NT_021937.15 TGGTCCTGGCGACCC 1236295 FLJ20321 1332848 1219205 96553 1237236 1219205 941 1237212 1219788 917
Chr4 Normal NT_006316.15 GGGTCACTCCCACCC 5851257 LOC345321 5850316 5975733 941 5850316 5975733 941 5850316 5975733 941
Chr4 Complement NT_037645.2 AGGTTACAGTGACCG 41420 LOC351730 42361 37501 941 42361 37501 941 42361 37501 941
Chr1 Normal NT_004559.10 AGGTCAGCCTGAGCC 1672877 LOC257069 1671935 1675380 942 1671935 1675380 942 1672085 1675020 792
Chr12 Complement NT_009714.15 GGGGCAAGGTGACCC 2118998 PZP 2119940 2060410 942 2119940 2060410 942 2119911 2060542 913
Chr20 Normal NT_011333.5 GGGTCAGCCTGAGCT 165379 C20orf20 164388 168574 991 164436 168574 943 164507 167626 872
Chr1 Normal NT_034400.2 GGTTCATTGTGACCT 354998 LOC343233 354055 355170 943 354055 355170 943 354055 355170 943
Chr17 Normal NT_010799.13 GGGTCACTGTGTCCT 696175 LGALS9 695205 713578 970 695230 713574 945 695286 713002 889
Chr1 Complement NT_077938.1 TGGTCTGCTTGACCC 235323 DUSP10 240986 200234 5663 236270 200234 947 205061 201222 -30262
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCT 46848531 LOC342104 46849479 46837121 948 46849479 46837121 948 46849479 46837121 948
Chr16 Complement NT_010393.13 AGGTCAGTGTGACCA 12690347 LOC283838 12691296 12689446 949 12691296 12689446 949 12691294 12689446 947
Chr17 Normal NT_024871.10 TGGTCATCCTGCCCT 1813464 KIAA1447 1812512 1830654 952 1812512 1830654 952 1830088 1830612 -16624
Chr15 Normal NT_010194.15 TGGACAGGTTGACCC 3724523 SGNE1 3723462 3778909 1061 3723571 3778909 952 3725405 3778421 -882
Chr6 Complement NT_025741.12 CGGGCAGCTTGACCC 36375930 CTGF 36376941 36373745 1011 36376883 36373745 953 36376741 36374833 811
Chr19 Complement NT_011295.10 GGGTGGCGCTGACCC 10268801 GDF1 10270286 10242156 1485 10269755 10242156 954 10243918 10242208 -24883
Chr1 Complement NT_032962.4 AGGGCAGGATGACCA 1361232 LASS2 1369475 1355077 8243 1362186 1359731 954 1362186 1360624 954
Chr9 Complement NT_023935.15 AGATCAGCCTGACCA 17704448 LOC349242 17705403 17705125 955 17705403 17705125 955 17705403 17705125 955
Chr8 Normal NT_023666.15 GGGTCAGGATGACAG 477916 POLR3D 476930 486426 986 476961 482992 955 477276 482335 640
Chr12 Complement NT_029419.10 AGGTCACAGTGTCCA 14942526 KRTHB2 14943482 14931041 956 14943482 14931041 956 14943367 14932065 841
Chr10 Normal NT_030059.10 TGTTCAGTATGACCC 11252915 LOC340663 11251959 11253400 956 11251959 11253400 956 11251959 11253400 956
Chr19 Normal NT_011109.15 AGCTCAGCCTGACCT 2572736 CCNE1 2571119 2583436 1617 2571779 2583436 957 2571836 2582902 900
Chr6 Complement NT_007299.12 AGGTCAAGCTGAGCC 9949664 FLJ13189 9950621 9825050 957 9950621 9944322 957 9950289 9948586 625
Chr17 Normal NT_010718.13 TGGACAAGCTGACCC 17163376 LOC339240 17162419 17167548 957 17162419 17167548 957 17164720 17165166 -1344
Chr15 Normal NT_010194.15 ATGTCAGCATGACCA 46091506 SCAMP5 46074299 46100234 17207 46090549 46100234 957 46090579 46097722 927
Chr11 Complement NT_028310.10 GGGTCGGGCTGCCCT 1203740 TRPM5 1204698 1186171 958 1204698 1186183 958 1204689 1186590 949
Chr4 Normal NT_006081.15 GGGCCAGACTGACCT 591903 FLJ33718 569711 600881 22192 590944 600881 959 596173 599752 -4270
Chr3 Complement NT_005927.15 AGGTCATCTCGCCCT 9218624 SRGAP2 9219743 8951124 1119 9219583 8951124 959 9219481 8956049 857
Chr3 Normal NT_006014.14 TGGTCAGGCTGGCCT 76224 ARIH2 70784 138035 5440 75264 138035 960 80058 135769 -3834
Chr11 Normal NT_028310.10 GGGGCAACTTGACCT 2638302 STIM1 2637300 2874848 1002 2637342 2874848 960 2637910 2873437 392
Chr1 Normal NT_077920.1 GGGTCAGCCTGAGCT 426956 LOC339546 425995 428416 961 425995 428409 961 426020 427090 936
Chr15 Normal NT_010274.15 GGCTCAGTGTGACCT 258070 KIAA0211 257107 312053 963 257107 312053 963 291434 311151 -33364
Chr9 Complement NT_024000.15 AGGTCACAATGACCA 8590 LOC206962 9553 7435 963 9553 7435 963 9245 7543 655
Chr19 Normal NT_011109.15 CCGTCACAGTGACCC 5436351 R9AP 5435388 5436095 963 5435388 5436095 963 5435388 5436095 963
Chr7 Normal NT_007933.12 GGGTCACTCCCACCC 36322865 LOC346630 36321899 36373690 966 36321899 36373690 966 36321899 36373690 966
Chr9 Complement NT_008413.15 AGGCCAGGTTGACCT 34370632 C9orf24 34387850 34369021 17218 34371599 34369021 967 34371434 34369645 802
Chr10 Complement NT_008705.14 GGGTCACTGCAACCT 9504070 DKFZp434A2417 9506384 9459474 2314 9505037 9461072 967 9504648 9461684 578
Chr5 Complement NT_029289.9 GGGTCATCCTGACTT 13102259 LOC133635 13103226 13038216 967 13103226 13038216 967 13103226 13038216 967
Chr19 Complement NT_011255.13 GGGTCACGCTGACCT 138341 LOC284589 141220 136227 2879 139309 136906 968 137740 137273 -601
Chr17 Normal NT_010799.13 TGGTCACAATGCCCT 8304856 MGC19764 8303871 8328545 985 8303888 8320619 968 8319490 8320506 -14634
Chr22 Normal NT_011522.4 AGGTCACTCAGACCT 208331 LOC129186 207362 230341 969 207362 230341 969 207362 230341 969
Chr17 Complement NT_030843.6 GGGTCAGCTTGTCCA 1287076 LOC339258 1288047 1282909 971 1288047 1282909 971 1285739 1285293 -1337
Chr18 Normal NT_010859.12 CGGTCAACCTGACCA 10715401 LOC342843 10714429 10716939 972 10714429 10716939 972 10714429 10716939 972
Chr9 Complement NT_008476.14 AGGTCACCTTAACCT 2376199 IARS 2377200 2293830 1001 2377172 2293830 973 2372906 2294294 -3293
Chr17 Complement NT_010718.13 GGGTCAGCTTGTCCA 15594253 LOC339186 15595227 15590086 974 15595227 15590086 974 15592916 15592470 -1337
Chr3 Normal NT_022459.12 AGGTCTGCATGACCC 9147030 LOC339879 9146056 9153256 974 9146056 9153256 974 9146132 9153081 898
Chr8 Complement NT_023736.15 AGGTCATTCTTACCT 5301092 LOC346779 5302066 5288744 974 5302066 5288744 974 5302066 5288744 974
Chr11 Normal NT_033903.5 AGGTCAAAATGGCCT 424112 LOC219427 423137 424087 975 423137 424087 975 423137 424087 975
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761269 LOC343805 1762244 1728177 975 1762244 1728177 975 1762244 1728177 975
Chr1 Complement NT_030584.9 AGCTCAGGCTGACCC 22035 LOC348368 23010 20589 975 23010 20596 975 22985 21915 950
Chr8 Normal NT_008046.13 AGGTCACTGTGAACA 7838989 LOC352487 7838014 7877680 975 7838014 7877680 975 7838014 7877680 975
Chr11 Normal NT_028310.10 GGGTCATCTTCACCA 1184921 TSSC4 1182206 1185528 2715 1183946 1185528 975 1184287 1185276 634
Chr22 Normal NT_011520.9 CGGTCAAGCTGTCCT 19715722 LOC113828 19700007 19735097 15715 19714746 19735097 976 19724241 19734623 -8519
Chr11 Complement NT_033899.5 AGTTCACATTGACCT 27814637 LOC341062 27815613 27809985 976 27815613 27809985 976 27815613 27809985 976
Chr4 Complement NT_006238.10 GGGTCAGAGAGACCA 8609795 MGC45416 8610811 8589370 1016 8610771 8589373 976 8608532 8589514 -1263
Chr11 Normal NT_009237.15 AGGTCGCGGTGAGCC 334782 C11orf17 333805 342728 977 333805 342728 977 334101 342131 681
Chr11 Normal NT_028310.10 TGGCCACCTTGACCT 3426306 MGC24137 3425329 3434980 977 3425329 3434980 977 3433933 3434886 -7627
Chr4 Complement NT_016354.15 AGGCCAGGTTGACCA 1355872 ASAHL 1356851 1326710 979 1356851 1329521 979 1356807 1330762 935
Chr2 Normal NT_005403.13 GGGTCACCCCTACCC 69049145 LOC351360 69048165 69082772 980 69048165 69082772 980 69048165 69082772 980
Chr8 Complement NT_077531.2 AGGTCACAGTCACCG 3451629 LOC157740 3452610 3451042 981 3452610 3451042 981 3451912 3451550 283
Chr17 Normal NT_078100.1 GGGTCTCCTTGACCA 1573197 LOC284101 1571463 1579178 1734 1572216 1579178 981 1576454 1576759 -3257
Chr1 Normal NT_032962.4 AGGTCAAAGTGAACC 294181 CGI-143 293171 294341 1010 293197 294341 984 293609 294022 572
Chr8 Normal NT_023666.15 AGGTCGCTGGGACCT 292032 EPB49 280820 314350 11212 291048 314350 984 298701 313288 -6669
Chr4 Normal NT_037623.3 GGGTGGGCCTGACCT 571181 LOC339984 570197 573717 984 570197 573717 984 573258 573671 -2077
Chr1 Complement NT_004668.15 AGCTCATAGTGACCA 14780800 LOC343433 14781784 14683390 984 14781784 14683390 984 14781784 14683390 984
Chr9 Complement NT_024000.15 GGGTCACCACCACCC 392998 LOC158062 393984 383699 986 393984 383699 986 393040 390193 42
Chr11 Normal NT_035113.4 GGGTCAGCGTGAGCT 990136 LOC338709 989150 1018905 986 989150 1018905 986 1017396 1018658 -27260
Chr11 Complement NT_033927.5 TGGTCAGGCTGATCT 2702334 STARD10 2703725 2664804 1391 2703320 2664913 986 2703040 2664972 706
Chr7 Normal NT_007933.12 TGGCCAGCCTGACCT 60375007 LOC349159 60374019 60374421 988 60374019 60374421 988 60374019 60374421 988
Chr15 Complement NT_010194.15 AGGTCATCGTGATCA 32915678 LOC342069 32916667 32895757 989 32916667 32895757 989 32916667 32895757 989



Chr15 Complement NT_010194.15 AGGCCAAGGTGACCA 44937281 LOC350175 44938270 44883786 989 44938270 44883786 989 44938270 44883786 989
Chr15 Normal NT_010274.15 GGGGCAGGCCGACCT 397493 SLC28A1 393436 484370 4057 396504 454070 989 396519 453958 974
Chr15 Normal NT_010194.15 AGGTCACCTCCACCC 48853965 LOC342110 48852975 48907785 990 48852975 48907785 990 48852975 48907785 990
Chr7 Normal NT_007819.13 TGGCCAAAATGACCT 40798562 LOC352286 40797572 40842755 990 40797572 40842755 990 40797572 40842755 990
Chr7 Complement NT_007933.12 GGGGCGACATGACCT 25486643 ACTL6 25487655 25474312 1012 25487634 25474312 991 25487561 25474453 918
Chr1 Normal NT_004559.10 AGGTCAGCGTGAGCC 1672926 LOC257069 1671935 1675380 991 1671935 1675380 991 1672085 1675020 841
Chr12 Complement NT_029419.10 GGGTCGCAATCACCT 13733133 POU6F1 13754783 13726251 21650 13734124 13726251 991 13733932 13727336 799
Chr14 Complement NT_026437.10 GGGTCACATCCACCT 33539047 DDHD1 33540039 33432783 992 33540039 33432783 992 33539854 33433524 807
Chr10 Normal NT_008705.14 AGGTCAACGTGAGCC 20714783 LOC340128 20713791 20717092 992 20713791 20717092 992 20716411 20716704 -1628
Chr17 Complement NT_078100.1 TGGTCAAGGAGACCC 16398 LOC339216 18146 10431 1748 17393 10431 995 13155 12850 -3243
Chr17 Complement NT_010755.13 TGGTCAAGGAGACCC 58414 LOC339282 60162 2222 1748 59409 2222 995 4946 4641 -53468
Chr22 Normal NT_011519.10 GGCTCGGCTTGACCT 1189395 LOC348593 1188400 1189997 995 1188400 1189997 995 0 0 1189395
Chr4 Complement NT_016354.15 AGGTCAGCTTGACAA 33835053 LOC133299 33836049 33834260 996 33836049 33834260 996 33836049 33834260 996
Chr8 Complement NT_023684.15 GGGGCAGTGTGACCC 582992 LOC286073 584984 581429 1992 583988 581429 996 582308 581847 -684
Chr9 Normal NT_008476.14 AGGTCAGAAGGACCA 5427149 LOC347322 5426153 5466804 996 5426153 5466804 996 5426153 5466804 996
Chr10 Complement NT_008583.15 TGGTCCTGGTGACCC 3081619 MBL2 3082615 3076296 996 3082615 3076296 996 3082550 3079052 931
Chr17 Complement NT_078100.1 AGGTCAATGTGTCCG 1378225 TCF2 1379221 1320587 996 1379221 1320587 996 1379027 1321527 802
ChrX Complement NT_011568.12 GGGTCACAGTGAGCT 11454244 LOC255870 11455242 11453931 998 11455242 11453931 998 11455082 11454753 838
Chr16 Normal NT_024797.13 TGCTCAGCATGACCT 10554466 HSBP1 10553394 10563928 1072 10553467 10557110 999 10553521 10554867 945
Chr9 Normal NT_019501.12 GGGTCAGCATCACCC 1728259 LOC158288 1727260 1728718 999 1727260 1728718 999 1728168 1728443 91
Chr1 Normal NT_004671.15 GGGTCAAGATGGCCT 13456802 LOC348428 13455803 13457698 999 13455803 13457698 999 13456482 13456961 320
Chr20 Normal NT_011333.5 AGGACGGTGTGACCC 173826 OGFR 172827 181982 999 172827 181982 999 175526 181632 -1700
Chr17 Complement NT_010755.13 GGGTCAGACTAACCC 3891153 DNAJC7 3892153 3851180 1000 3892153 3851213 1000 3892127 3851474 974
Chr5 Normal NT_077451.2 GGGTCAGCGTGAGCT 3812306 LOC340125 3811306 3841459 1000 3811306 3841459 1000 3839950 3841212 -27644
Chr2 Complement NT_005403.13 AGGTCACTGCAACCT 20578150 FLJ21901 20589680 20543728 11530 20579151 20545597 1001 20579128 20545673 978
ChrX Normal NT_011568.12 TGGTCACCCTGACGC 11893132 JM1 11892061 11907101 1071 11892131 11907100 1001 11892217 11906842 915
Chr19 Normal NT_011255.13 GGGGCGATGTGACCT 2726561 THOP1 2725458 2753596 1103 2725559 2753588 1002 2725661 2753274 900
Chr2 Complement NT_005403.13 AGGTCAAGGTGATCA 58788898 DKFZP434E2135 58789902 58786659 1004 58789902 58786659 1004 58788386 58788072 -512
Chr12 Normal NT_009714.15 AGGTCAGTGTGACCA 927945 LOC283320 926941 927808 1004 926941 927808 1004 927022 927666 923
Chr11 Normal NT_033903.5 GGGTCATGTTGAGCA 7059981 SCGB1D1 7058977 7062276 1004 7058977 7062276 1004 7059024 7062167 957
Chr1 Complement NT_004668.15 GGGTCACAGTCACCC 14871283 LOC343434 14872288 14820905 1005 14872288 14820905 1005 14872226 14820905 943
Chr9 Normal NT_008470.15 AGGTTGCAGTGACCC 10252202 TAL2 10251197 10251523 1005 10251197 10251523 1005 10251197 10251523 1005
Chr7 Normal NT_007933.12 TGGACAGAATGACCC 46143116 WNT16 46142111 46157848 1005 46142111 46157848 1005 46142160 46156089 956
Chr7 Normal NT_007933.12 TGGACAGAATGACCC 46143116 WNT16 46142111 46157848 1005 46142111 46157848 1005 46146037 46156089 -2921
Chr9 Normal NT_008476.14 TGGTCACGCTGACTT 177468 LOC347312 176459 191899 1009 176459 191899 1009 176459 191899 1009
Chr8 Complement NT_077531.2 GGGGCAACTTGACCG 3024718 LOC286045 3025728 3023753 1010 3025728 3023753 1010 3024958 3024533 240
Chr20 Normal NT_011362.8 AGATCAGCCTGACCA 15497640 LOC350925 15496630 15529538 1010 15496630 15529538 1010 15496686 15529538 954
Chr7 Complement NT_029998.6 AGCTCACGCTGACCC 58581 LOC340227 96563 20029 37982 59595 29938 1014 31447 30185 -27134
Chr2 Complement NT_005416.10 CGGCCAGAATGACCC 1616998 STK25 1618014 1604116 1016 1618014 1604413 1016 1617430 1605057 432
Chr7 Complement NT_007819.13 AGGGCACCCCGACCC 26488887 HOXA7 26489904 26487898 1017 26489904 26487898 1017 26489772 26488136 885
Chr5 Complement NT_029289.9 TGGTCAGGCTGATCT 6857583 LOC345544 6858600 6837506 1017 6858600 6837506 1017 6858600 6837506 1017
Chr4 Normal NT_022778.13 GGGTCATATCGGCCT 5624254 LOC348873 5623237 5678204 1017 5623237 5678204 1017 5623237 5678204 1017
Chr6 Complement NT_007299.12 AGGTCGCAGTGAGCC 21722089 PGM3 21723176 21696478 1087 21723106 21698801 1017 21720902 21699124 -1187
Chr16 Complement NT_024797.13 AGTTCAAAGTGACCT 2498046 LOC350320 2499064 2497762 1018 2499064 2497762 1018 2499064 2497762 1018
Chr12 Normal NT_009714.15 AGCTCACCGCGACCT 5804345 RAI3 5803327 5825562 1018 5803327 5825562 1018 5820158 5824447 -15813
Chr13 Complement NT_024524.12 AGGTGAAGCCGACCC 5493891 SPG20 5495425 5451653 1534 5494911 5451653 1020 5484458 5452993 -9433
Chr5 Complement NT_023133.11 GGGCCAAGATGACCT 1887909 SOX30 1908034 1862245 20125 1888930 1862245 1021 1888644 1863169 735
Chr10 Normal NT_008583.15 AGGTCATTTTGACCT 8825075 LOC340869 8824052 8825112 1023 8824052 8825112 1023 8824052 8825112 1023
Chr15 Complement NT_010274.15 AGCTCAGAGTGACCT 5004302 RHCG 5005326 4980169 1024 5005326 4980169 1024 5005302 4981493 1000
Chr18 Complement NT_010966.13 AGGTCACTGCAACCT 1325450 LOC348276 1326475 1316265 1025 1326475 1316265 1025 1326475 1316265 1025
Chr10 Complement NT_033985.5 GGGTCACCATGACAT 3152106 c-MIR 3212668 3072348 60562 3153133 3075274 1027 3150973 3076001 -1133
Chr20 Complement NT_011387.8 AAGTCAAGATGACCA 1577375 SIRPB2 1578402 1549798 1027 1578402 1549798 1027 1570028 1550870 -7347
Chr7 Normal NT_007819.13 GGGTCACCATGGCCC 5345585 JTV1 5344556 5359139 1029 5344556 5359139 1029 5344669 5358996 916
Chr11 Normal NT_033903.5 AGGTGAGTGTGACCA 6997931 INCENP 6992737 7017281 5194 6996901 7015587 1030 6996901 7015587 1030
Chr12 Complement NT_029419.10 AGGGCACCGTGACCT 15154584 KRT6IRS3 15155649 15144660 1065 15155614 15145286 1030 15155614 15145286 1030
Chr9 Complement NT_008470.15 GGGACACGGTGACCT 16187097 LTB4DH 16188510 16151672 1413 16188130 16151672 1033 16186121 16151820 -976
Chr9 Normal NT_019501.12 GGGTCTTGGTGACCC 793019 LOC347094 791985 863608 1034 791985 863608 1034 791985 863608 1034
Chr10 Normal NT_008705.14 AGGTTATCATGACCC 20434203 LOC340949 20433168 20512323 1035 20433168 20512323 1035 20433168 20512323 1035
Chr22 Normal NT_011520.9 TGGTCAAAGCGACCT 9185554 LOC284902 9184518 9196391 1036 9184518 9196391 1036 9184518 9196391 1036
Chr19 Normal NT_011255.13 AGATCAGCCTGACCA 3703709 MRPL54 3702672 3707864 1037 3702672 3707555 1037 3702699 3707391 1010
Chr7 Complement NT_007758.10 GGGTCACTGTAACCT 4492320 SBDS 4493449 4485459 1129 4493357 4485459 1037 4493173 4486127 853
Chr16 Complement NT_037887.3 AGGTCAGCATGTCCT 2240461 DCI 2241663 2229396 1202 2241499 2229824 1038 2241491 2229904 1030
Chr2 Normal NT_005403.13 TGTTCAGAATGACCT 73380573 LOC151277 73379535 73380778 1038 73379535 73380778 1038 73379999 73380286 574
Chr21 Normal NT_011512.8 AGGGCAAGCTGACCC 22859117 LOC343777 22858079 22920500 1038 22858079 22920500 1038 22858079 22920500 1038
Chr1 Complement NT_037485.3 GGGTCACAGTGACTG 482774 MGC11303 483813 474952 1039 483813 476641 1039 483596 476860 822
Chr5 Complement NT_034772.4 TGGTCATTCTAACCT 3148096 LOC351873 3149137 3057428 1041 3149137 3057428 1041 3149057 3057428 961
Chr13 Complement NT_024524.12 GGGTCAGCCCGAGCT 49488538 SPRY2 49489579 49484604 1041 49489579 49484604 1041 49486333 49485386 -2205
Chr3 Complement NT_005612.13 GGGTCAGAATGAGCA 28533024 WDR5B 28534065 28530335 1041 28534065 28530335 1041 28533529 28532537 505
Chr9 Normal NT_008470.15 AGATCACAGTGACCC 13293115 LOC352752 13292072 13334822 1043 13292072 13334822 1043 13292072 13334822 1043
Chr20 Complement NT_011362.8 GGGTGATAATGACCC 10079275 ELMO2 10088179 10047600 8904 10080319 10047600 1044 10076029 10048907 -3246
Chr18 Normal NT_025004.13 GGGTCATCCTGACTT 1987293 LOC342763 1986249 2070777 1044 1986249 2070777 1044 1986249 2070777 1044
Chr3 Complement NT_005825.15 GGGTGACCATGACCC 4412604 FLJ36525 4425831 4401316 13227 4413649 4402692 1045 4412649 4403111 45
Chr16 Complement NT_078099.1 AGGTCAGTCTGCCCA 363881 LOC350370 364926 361261 1045 364926 361261 1045 364926 361261 1045
Chr5 Normal NT_078018.1 AGGTCACTCTGCCCT 155890 BIRC1 154425 211034 1465 154843 211034 1047 166622 209413 -10732
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761197 LOC343805 1762244 1728177 1047 1762244 1728177 1047 1762244 1728177 1047
Chr2 Complement NT_022135.13 TGGTCACCTTGCCCT 7712012 LOC343960 7713059 7651580 1047 7713059 7651580 1047 7713059 7651580 1047
Chr15 Normal NT_010274.15 GGGTCCGTATGACCT 258155 KIAA0211 257107 312053 1048 257107 312053 1048 291434 311151 -33279
Chr6 Normal NT_025741.12 GTGTCACTTTGACCA 53993005 LOC116254 53991887 54017307 1118 53991957 54016496 1048 53991980 54016403 1025
Chr6 Normal NT_007592.13 TGGTCAGGCTGGCCT 25199609 LOC352127 25198561 25227772 1048 25198561 25227772 1048 25198561 25227772 1048
Chr7 Complement NT_007819.13 AGGTCGTTGTGCCCT 28175498 LOC352269 28176546 28165952 1048 28176546 28165952 1048 28176546 28165952 1048
Chr10 Normal NT_008705.14 TGGCCACACTGACCT 9149272 LOC340912 9148222 9173715 1050 9148222 9173715 1050 9148345 9173715 927
Chr2 Normal NT_037540.2 AGCTCAATTTGACCT 128289 LOC159176 126838 161592 1451 127238 161592 1051 133589 161164 -5300
Chr19 Normal NT_011109.15 AGGTCACAGTGAGCG 8875667 CKAP1 8873444 8885061 2223 8874615 8885061 1052 8874681 8884902 986
Chr11 Normal NT_033899.5 AGGTCATTGTGAGCA 9026619 GRIA4 9024648 9394308 1971 9025567 9394308 1052 9025567 9394308 1052
Chr22 Complement NT_011520.9 AGGGCGTGCTGACCT 5068576 LOC339663 5069630 5065860 1054 5069630 5065860 1054 5066217 5065906 -2359
Chr10 Complement NT_077569.2 TGGTCAAGCTGGCCT 9595149 LOC338595 9596204 9576036 1055 9596204 9576036 1055 9596204 9576036 1055
Chr2 Complement NT_022184.12 GGGTCAAGCCAACCC 23998013 LOC351154 23999068 23989487 1055 23999068 23989487 1055 23999068 23989487 1055
Chr19 Complement NT_011109.15 AGGTCTCACTGACCT 7986790 FLJ25660 7987846 7983922 1056 7987846 7983922 1056 7987801 7983946 1011
Chr6 Complement NT_007299.12 TGGTCAGACTGACAC 9138244 LOC285783 9139301 9137634 1057 9139301 9137634 1057 9139210 9138110 966
Chr19 Complement NT_011295.10 AGGCCAGGCTGACCC 6345474 SLC1A6 6353904 6323647 8430 6346532 6323793 1058 6346524 6323809 1050
Chr15 Complement NT_010274.15 AGGTCAAATTCACCG 1302568 FLJ12587 1303678 1268088 1110 1303627 1268088 1059 1278568 1276799 -24000
Chr12 Normal NT_009714.15 TGGTCACTGTGACTC 21954455 LOC121174 21953396 21998793 1059 21953396 21998793 1059 21953396 21998793 1059
Chr16 Complement NT_024812.10 GGCTCAGGCTGACCC 1503393 TBX6 1504452 1498326 1059 1504452 1498326 1059 1503758 1498790 365



Chr11 Complement NT_033899.5 GGGTTACACCGACCT 21485321 LOC341042 21486382 21428175 1061 21486382 21428175 1061 21486326 21428175 1005
Chr6 Normal NT_078020.1 AGGTCAAGGTGACAG 995284 LOC349059 993764 998384 1520 994223 998384 1061 996095 996451 -811
Chr7 Normal NT_007933.12 AGGTCAGGCTGAGCT 23481255 NPTX2 23480193 23492765 1062 23480193 23492764 1062 23480358 23491525 897
Chr10 Complement NT_030059.10 AGGTCATCATGATCT 13481850 LOC93395 13482913 13482288 1063 13482913 13482288 1063 13482832 13482398 982
Chr6 Normal NT_007592.13 GGGTCAAGTTTACCA 18989716 LOC222701 18988652 18995623 1064 18988652 18995623 1064 18992588 18993397 -2872
Chr2 Complement NT_005403.13 AGGTCTCCATGACCT 66785625 LOC344485 66786689 66735541 1064 66786689 66735541 1064 66786689 66735541 1064
ChrX Complement NT_011786.13 CGGGCAGAGTGACCC 18278347 DKFZp547M2010 18279989 18272310 1642 18279412 18272310 1065 18275317 18272804 -3030
Chr12 Normal NT_009759.15 AGGGCATCTTGACCT 2759479 FKBP4 2758380 2767383 1099 2758414 2767383 1065 2758567 2766685 912
Chr20 Normal NT_011387.8 GGGCCACCTTGACCC 4643622 PRND 4642556 4649104 1066 4642556 4649104 1066 4645198 4645728 -1576
Chr13 Normal NT_009952.13 ATGTCACTGTGACCT 9534776 LOC144871 9533707 9536916 1069 9533707 9536916 1069 9534806 9535096 -30
Chr4 Complement NT_006316.15 AGGTGATGTTGACCC 6614234 HBP17 6615721 6612565 1487 6615308 6612565 1074 6613613 6612909 -621
Chr2 Normal NT_022139.11 CGCTCAGGGTGACCC 173067 LOC343974 171993 177797 1074 171993 177797 1074 172030 177797 1037
Chr6 Complement NT_007302.11 CTGTCACCTTGACCT 35602 LOC154222 49180 32516 13578 36677 32516 1075 34805 34449 -797
Chr15 Normal NT_010194.15 GGGTCACTGCAACCT 21446488 LOC283654 21445413 21450104 1075 21445413 21450104 1075 0 0 21446488
Chr11 Complement NT_033903.5 AGGTCGCAGTGAGCC 8482084 HRASLS3 8483290 8443369 1206 8483160 8443516 1076 8482753 8443684 669
Chr4 Complement NT_022792.15 AGGCCATTTTGACCC 4043257 LOC345248 4044333 3937384 1076 4044333 3937384 1076 4044333 3937384 1076
Chr11 Normal NT_033899.5 GGGTCATTTTGGCCA 36478912 LOC253805 36477834 36481264 1078 36477834 36481264 1078 36478282 36478626 630
Chr17 Complement NT_010718.13 TGGTCAATTTGACCG 14013666 LOC284039 14014744 14009915 1078 14014744 14009915 1078 14014461 14014135 795
Chr7 Complement NT_007758.10 AGATCATCCTGACCC 1064956 LOC285897 1066035 1060656 1079 1066035 1060656 1079 1062309 1060961 -2647
Chr1 Complement NT_037485.3 AGGTCAGTTGGACCC 1842584 LOC92719 1843663 1841944 1079 1843663 1841944 1079 1843184 1842855 600
Chr6 Normal NT_025741.12 GGGACAATGTGACCA 22125409 LOC221308 22124328 22135657 1081 22124328 22135657 1081 22124617 22135657 792
Chr12 Normal NT_029419.10 AGGTCATTGTGACCA 19049131 LOC338801 19048049 19050273 1082 19048049 19050273 1082 19048092 19049438 1039
Chr11 Complement NT_033903.5 GGGTCATGCCCACCC 9670167 MAP4K2 9671249 9657143 1082 9671249 9657143 1082 9671157 9657542 990
Chr19 Normal NT_011109.15 AGTTCATCTTGACCC 26735567 CACNG8 26734484 26754329 1083 26734484 26754329 1083 26734587 26754293 980
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761161 LOC343805 1762244 1728177 1083 1762244 1728177 1083 1762244 1728177 1083
Chr8 Normal NT_008046.13 GGGTCACTGCAACCT 37414183 MGC14128 37409465 37440490 4718 37413099 37440490 1084 37413275 37439953 908
Chr22 Normal NT_011520.9 AGGTCCAGATGACCT 16988562 PSCD4 16987478 17020434 1084 16987478 17020434 1084 16987665 17018606 897
Chr17 Complement NT_010799.13 GGGTCTCCTTGACCA 9223630 LOC339283 9224715 9221206 1085 9224715 9221206 1085 9221922 9221614 -1708
Chr9 Complement NT_008470.15 GGGTCACCCTGAGCC 13444580 ACTL7B 13445666 13443290 1086 13445666 13443290 1086 13444629 13443382 49
Chr19 Complement NT_011295.10 TGGCCAACCTGACCC 2026733 LOC147727 2027820 2025344 1087 2027820 2025344 1087 2025906 2025631 -827
Chr22 Normal NT_011520.9 GGGACGTCTTGACCC 16770964 TMPRSS6 16769877 16772578 1087 16769877 16772578 1087 0 0 16770964
Chr20 Normal NT_011333.5 GGGCCACCATGACCT 1230287 C20orf135 1229199 1230971 1088 1229199 1230971 1088 1229524 1230933 763
Chr11 Normal NT_033903.5 CTGTCACTGTGACCC 6350947 FLJ32771 6349859 6359666 1088 6349859 6359666 1088 6350549 6359309 398
Chr3 Normal NT_005612.13 GGGTCACTGCAACCT 56102725 LOC257210 56101637 56102120 1088 56101637 56102120 1088 56101637 56102120 1088
Chr7 Complement NT_007933.12 AGGTCACTTGGACCA 59039028 YEA 59040137 59013473 1109 59040116 59016877 1088 59039816 59017899 788
Chr14 Normal NT_026437.10 AGGTCATAAAGACCT 12413153 LOC122574 12412063 12448833 1090 12412063 12448833 1090 12412063 12448833 1090
Chr8 Complement NT_023736.15 AGGTCACTCTGACCT 2413750 LOC346771 2414840 2379567 1090 2414840 2379567 1090 2414840 2379567 1090
Chr19 Normal NT_011109.15 GGGTCATCTAGACCC 22414665 SR-A1 22413572 22430089 1093 22413572 22430088 1093 22416474 22429846 -1809
Chr1 Complement NT_077973.1 TGGTCACATTGTCCC 51285 LOC348513 52380 40885 1095 52380 40885 1095 52091 40885 806
Chr1 Complement NT_004668.15 TGGTCCCTCTGACCT 379774 LOC200186 380964 369986 1190 380872 369986 1098 377213 370417 -2561
Chr4 Normal NT_016354.15 GGGTCAGGCTGATCT 33407232 HADHSC 33406000 33451455 1232 33406132 33451454 1100 33406219 33450643 1013
Chr4 Normal NT_016297.14 TGCTCAGGCTGACCT 5857449 LOC344965 5856348 5889237 1101 5856348 5889237 1101 5856366 5889237 1083
Chr15 Normal NT_010194.15 AGGTCACAATGACTC 8573608 LOC348081 8572503 8627733 1105 8572503 8627733 1105 8572503 8627733 1105
Chr5 Normal NT_034772.4 TGTTCAGTATGACCC 431602 LOC348949 430497 431707 1105 430497 431707 1105 430703 431707 899
Chr11 Complement NT_033899.5 AGGTGACACTGACCA 6138394 MMP8 6139526 6127171 1132 6139499 6127171 1105 6139427 6127920 1033
Chr11 Normal NT_033903.5 GGGTCTAGGTGACCC 9076572 URP2SF 9075415 9092618 1157 9075467 9092618 1105 9076092 9092219 480
Chr19 Normal NT_011109.15 GGGTCTGAATGACCC 29405110 LOC147669 29404003 29406026 1107 29404003 29406026 1107 29405118 29405405 -8
Chr20 Complement NT_011387.8 GGCTCACCATGACCC 11135111 LOC350952 11136218 11117378 1107 11136218 11117378 1107 11136218 11117378 1107
Chr5 Normal NT_034772.4 AGGTCATAAAGACCT 11856943 LOC351884 11855836 12086959 1107 11855836 12086959 1107 11855836 12086959 1107
Chr15 Complement NT_010194.15 AGGTCAGAAAGACCT 19258845 MYEF2 19260161 19222038 1316 19259952 19224460 1107 19259886 19224716 1041
Chr17 Normal NT_010799.13 AGGCCATGTTGACCA 6596018 LOC147004 6594909 6633144 1109 6594909 6633144 1109 6595298 6602246 720
Chr2 Complement NT_022139.11 CGGTCTCTGTGACCT 981971 LOC348662 983080 982482 1109 983080 982482 1109 983080 982482 1109
Chr19 Complement NT_011295.10 GGGTCAGGAGGACCC 4259709 KLF1 4260819 4258041 1110 4260819 4258501 1110 4260756 4258501 1047
Chr11 Normal NT_009237.15 AGGCCAATTCGACCC 1032163 LOC341259 1031053 1048711 1110 1031053 1048711 1110 1031053 1048711 1110
Chr1 Normal NT_004610.15 GGGTCATCATCACCA 3038922 LOC90705 3037812 3102520 1110 3037812 3038359 1110 3037841 3038323 1081
Chr3 Complement NT_029928.10 GGGTCAGGCTGGCCA 683867 LOC116211 685103 662691 1236 684978 662691 1111 674195 670422 -9672
Chr10 Complement NT_033985.5 AGGTCACAGTGCCCT 1396639 LOC340759 1397750 1365231 1111 1397750 1365231 1111 1397750 1365231 1111
Chr1 Complement NT_019273.15 CGGTAAGCTTGACCC 2483445 ADORA3 2484557 2479869 1112 2484557 2479869 1112 2483790 2480386 345
ChrX Complement NT_011630.13 TGGTCAGGCTGATCT 2922234 LOC286429 2923348 2922820 1114 2923348 2922820 1114 2923341 2923006 1107
Chr16 Complement NT_024797.13 GGGTCAATGCGACCT 2445915 LOC342409 2447029 2405865 1114 2447029 2405865 1114 2447029 2405865 1114
ChrX Complement NT_011568.12 GGGTGATTTTGACCC 10308458 PFC 10309572 10303481 1114 10309572 10303493 1114 10309111 10303542 653
Chr10 Normal NT_030059.10 GGGTCATGCTGACAC 21188143 C10orf2 21185880 21192716 2263 21187028 21192716 1115 21187060 21191825 1083
Chr8 Complement NT_037704.3 TGGTCAGTATGAACT 516369 LOC90987 518362 482859 1993 517484 483469 1115 516673 483593 304
Chr11 Normal NT_008984.15 GGGGCATGATGACCA 4965514 MTNR1B 4964399 4977558 1115 4964399 4977558 1115 4964502 4977088 1012
Chr16 Normal NT_037887.3 GGGTCTTGCTGACCA 659250 MIRO-2 658124 664171 1126 658134 664171 1116 658201 663607 1049
Chr14 Complement NT_026437.10 AGGTCAGCATGGCCA 3822483 MYH7 3823600 3802077 1117 3823600 3802077 1117 3823069 3802191 586
Chr11 Complement NT_033903.5 GGGTCTGGATGACCA 2382464 POV1 2384524 2353275 2060 2383581 2353275 1117 2382849 2353834 385
Chr19 Complement NT_011109.15 GGGTCCGCATGACCC 15853905 PSG2 15855022 15674457 1117 15855022 15674457 1117 15854939 15838927 1034
Chr8 Complement NT_023684.15 GGGTCGTGGTGCCCT 880225 EPPK1 881343 874686 1118 881343 874686 1118 881255 874686 1030
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761125 LOC343805 1762244 1728177 1119 1762244 1728177 1119 1762244 1728177 1119
Chr11 Normal NT_033903.5 AGCTCAACTTGACCC 8406666 RARRES3 8405547 8415524 1119 8405547 8415196 1119 8405608 8414995 1058
Chr1 Complement NT_031728.8 GGGGCAGCCTGACCT 277522 ACTA1 278642 275796 1120 278642 275910 1120 277663 276047 141
Chr22 Normal NT_011520.9 AGGTCACCCCGGCCC 18720439 APOBEC3C 18719222 18723905 1217 18719319 18723877 1120 18719422 18723446 1017
Chr10 Normal NT_008705.14 GGGTCACCATGCCCT 2574102 LOC220999 2572982 2615345 1120 2572982 2615345 1120 2572982 2615345 1120
Chr19 Normal NT_011109.15 TGGTCAGACTGGCCT 17774033 RELB 17772913 17809670 1120 17772913 17809670 1120 17773056 17809266 977
Chr1 Complement NT_004391.15 GGGTCACCCTGACAA 149898 UPLC1 151408 95403 1510 151018 95403 1120 150973 96696 1075
Chr5 Complement NT_023089.13 TGGTCAGTGGGACCC 8857476 LOC351812 8858598 8827576 1122 8858598 8827576 1122 8858598 8827576 1122
Chr12 Complement NT_009755.15 TGGCCAGGCTGACCT 377599 DKFZp434E2220 379098 351020 1499 378722 351026 1123 360779 351624 -16820
Chr1 Complement NT_077386.2 CGGACATGATGACCC 70999 FHL3 78294 69459 7295 72122 69459 1123 72100 70093 1101
Chr9 Complement NT_008470.15 GGGTCACAACGACCC 6074771 MGC12992 6122149 6064028 47378 6075894 6064028 1123 6065793 6064582 -8978
Chr4 Complement NT_006316.15 GGGTCAGTCTGATCC 792719 WDR1 794016 751322 1297 793842 751322 1123 793648 752148 929
Chr17 Complement NT_010783.13 AGGTTGCAGTGACCT 11272823 C14orf34 11273949 11231810 1126 11273949 11233536 1126 11256124 11237037 -16699
Chr16 Complement NT_037887.3 AGGCCAGCCTGACCA 1463886 CLCN7 1465027 1435346 1141 1465014 1435346 1128 1464976 1436633 1090
Chr19 Normal NT_011109.15 GGGTCAGGCTGAACA 8042789 HAMP 8039837 8044261 2952 8041661 8044261 1128 8041699 8044163 1090
Chr17 Complement NT_010755.13 AAGTCACACTGACCC 3302704 KRTHA7 3303832 3299531 1128 3303832 3299531 1128 3303497 3299766 793
Chr6 Complement NT_007592.13 GGGTCAAAATTACCA 30360035 LOC221456 30361163 30348093 1128 30361163 30348093 1128 30361157 30348335 1122
Chr17 Complement NT_010718.13 AGGTCACCAAGACCC 2147467 OR1E1 2148595 2147651 1128 2148595 2147651 1128 2148595 2147651 1128
Chr19 Complement NT_011255.13 AGGCCAGGCTGACCC 2395829 LMNB2 2396994 2368165 1165 2396958 2368165 1129 2396871 2370909 1042
Chr15 Normal NT_010194.15 GGGTCACAAGGACCC 42382638 LOC255328 42381509 42385045 1129 42381509 42385045 1129 42381729 42382013 909
Chr19 Complement NT_011109.15 AGCTCAGCCTGACCT 30357354 FLJ20557 30358485 30351125 1131 30358485 30351125 1131 30358262 30351677 908
Chr2 Normal NT_022184.12 AGGTCTTTATGACCT 40847341 LOC344424 40846210 40863663 1131 40846210 40863663 1131 40846210 40863663 1131
Chr6 Normal NT_007592.13 GGGTCTGTCTGACCT 24641864 LOC346180 24640733 24648351 1131 24640733 24648351 1131 24640733 24648351 1131
Chr2 Normal NT_005334.13 CGGTCACATTGAACT 9926452 LOC351289 9925321 10036243 1131 9925321 10036243 1131 9925321 10036243 1131



Chr17 Normal NT_010748.12 AGGTCAGTTCCACCT 1893464 FLJ32384 1892216 1901473 1248 1892331 1901473 1133 1894228 1901243 -764
Chr19 Normal NT_011109.15 TGGTCGAGCTGACCC 23495929 SCGF 23494795 23497165 1134 23494795 23497154 1134 23494973 23496914 956
Chr20 Normal NT_011362.8 GGGTCACCGTGGCCT 13606987 ZNF313 13605822 13623323 1165 13605853 13623323 1134 13605858 13621586 1129
Chr17 Complement NT_010718.13 AGGTTGCAGTGACCT 6859288 ALOXE3 6860423 6837834 1135 6860423 6837834 1135 6859924 6838561 636
Chr7 Normal NT_007758.10 TCGTCATCCTGACCC 10882699 FZD9 10881563 10883748 1136 10881563 10883748 1136 10881588 10883363 1111
Chr10 Complement NT_008583.15 AGGTCACTGTGACAG 1049527 LOC338604 1050663 1048483 1136 1050663 1048483 1136 1049058 1048654 -469
Chr9 Complement NT_019501.12 AGGTCAGTCTGACAC 1567514 GDBR1 1568691 1531992 1177 1568651 1540281 1137 1568473 1540714 959
Chr9 Complement NT_008413.15 TGTTCAAGTTGACCC 25118954 LOC352704 25120091 24974403 1137 25120091 24974403 1137 25120091 24974403 1137
Chr19 Normal NT_011109.15 GGGCCATGTTGACCG 22414710 SR-A1 22413572 22430089 1138 22413572 22430088 1138 22416474 22429846 -1764
Chr15 Complement NT_010194.15 TGGGCACTGTGACCT 34462267 CA12 34463906 34406278 1639 34463406 34406278 1139 34463291 34407856 1024
Chr6 Complement NT_033951.3 GGGTCAAAATCACCT 4186220 TAP2 4187402 4170467 1182 4187359 4170467 1139 4186865 4170923 645
Chr6 Complement NT_034874.2 GGGTCAAAATCACCT 4108767 TAP2 4109949 4093012 1182 4109906 4093012 1139 4109412 4093468 645
Chr6 Complement NT_025741.12 TGGTCACCCTGACTC 42856462 KIAA1357 42857602 42847612 1140 42857602 42848137 1140 42857546 42849647 1084
Chr12 Complement NT_029419.10 TGGACATCCTGACCC 15137458 KRT6 15138598 15122679 1140 15138598 15122679 1140 15138542 15123072 1084
Chr20 Complement NT_011333.5 AGGTCATAAAGACCC 357194 LOC343565 358334 353598 1140 358334 353598 1140 358334 353598 1140
Chr13 Normal NT_009799.12 GGGTCAGAGTGCCCA 1698598 LOC349994 1697458 1731969 1140 1697458 1731969 1140 1697458 1731969 1140
Chr7 Complement NT_007933.12 GGGTCACAATGCCCT 53122373 MGC27345 53123514 53120381 1141 53123514 53120381 1141 53120901 53120614 -1472
Chr6 Complement NT_007592.13 GGGTCAAAATCACCT 23602597 TAP2 23603781 23586846 1184 23603738 23586846 1141 23603242 23587302 645
Chr1 Complement NT_004836.14 AGGCCAGCCTGACCC 1418253 LOC343509 1419395 1397702 1142 1419395 1397702 1142 1419395 1397702 1142
Chr21 Complement NT_011512.8 GGGTCAAGATCACCC 4284318 LOC350987 4285461 4162498 1143 4285461 4162498 1143 4285461 4162498 1143
Chr18 Complement NT_010859.12 GGGTCGTGGTGACCA 6403758 FLJ35936 6404903 5944715 1145 6404903 6019391 1145 6301626 6022116 -102132
Chr11 Complement NT_033899.5 GGGTCACTGCAACCT 794715 LOC255729 795860 501235 1145 795860 501235 1145 795860 501235 1145
Chr15 Complement NT_010194.15 GGCTCAAACTGACCA 30738157 GTF2A2 30739340 30720544 1183 30739304 30720677 1147 30734087 30720942 -4070
Chr6 Normal NT_007592.13 GGCTCACTGCGACCT 9137058 LOC285814 9135911 9136538 1147 9135911 9136538 1147 9135922 9136424 1136
Chr17 Complement NT_010641.13 GGGTCACTGTGACCC 5500624 LOC342505 5501772 5478363 1148 5501772 5478363 1148 5501772 5478363 1148
Chr10 Complement NT_008583.15 GGGTCATTCTGGCCA 22935860 CBARA1 22937035 22678270 1175 22937009 22678270 1149 22877723 22679125 -58137
Chr17 Complement NT_010718.13 AGGTCACCCCAACCT 5992385 HSA011916 5994152 5985804 1767 5993535 5985804 1150 5993506 5986395 1121
Chr22 Normal NT_011520.9 TCGTCAACGTGACCC 16628430 CSF2RB 16618724 16643872 9706 16627276 16643872 1154 16627304 16643598 1126
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761089 LOC343805 1762244 1728177 1155 1762244 1728177 1155 1762244 1728177 1155
Chr6 Complement NT_033951.3 GGGTCAAAATCACCT 4186220 TAP2 4187402 4170467 1182 4187376 4175988 1156 4186865 4170923 645
Chr6 Complement NT_034874.2 GGGTCAAAATCACCT 4108767 TAP2 4109949 4093012 1182 4109923 4098534 1156 4109412 4093468 645
Chr4 Complement NT_006051.15 AGCTCACCGTGACCA 950095 LOC132869 951252 923868 1157 951252 923868 1157 951252 923868 1157
Chr3 Normal NT_022517.15 TTGTCAGCATGACCT 9982234 LOC152098 9939708 10115704 42526 9981077 10115704 1157 10003631 10115250 -21397
Chr1 Complement NT_077947.1 GGGCCAAGGTGACCA 122920 LOC348480 124077 109321 1157 124077 109321 1157 124056 123730 1136
Chr11 Complement NT_028310.10 GGGTAAACCTGACCT 2927357 LOC347820 2928515 2928132 1158 2928515 2928132 1158 2928515 2928132 1158
Chr19 Complement NT_011255.13 GGCTCAGGGTGACCC 4478878 LRG 4480048 4476421 1170 4480036 4477228 1158 4480025 4477952 1147
Chr6 Complement NT_007592.13 GGGTCAAAATCACCT 23602597 TAP2 23603781 23586846 1184 23603755 23592364 1158 23603242 23587302 645
Chr1 Complement NT_077386.2 AGTTCGAGATGACCC 931184 GTR2 932516 910895 1332 932344 912086 1160 932339 912246 1155
Chr8 Complement NT_030032.8 AGGCCACACTGACCA 190629 LOC349180 191789 181440 1160 191789 181440 1160 191789 181440 1160
Chr2 Complement NT_005403.13 CGGTCTTTATGACCC 69976847 LOC339814 69978008 69974436 1161 69978008 69974436 1161 69978008 69974436 1161
Chr19 Normal NT_011295.10 TGGTCCTGGTGACCT 5958137 LOC342982 5956976 5983810 1161 5956976 5983810 1161 5956976 5983810 1161
Chr20 Complement NT_011362.8 TGGTCAAAGTGTCCC 5043052 C20orf130 5044215 5041522 1163 5044215 5041522 1163 5043941 5042823 889
Chr8 Normal NT_023666.15 AGGTCGCAGTGAGCC 6811037 LOC346849 6809874 6848810 1163 6809874 6848810 1163 6809874 6848810 1163
Chr12 Normal NT_019546.15 AGCTCACTGCGACCT 576184 LOC341282 575020 633702 1164 575020 633702 1164 575020 633702 1164
Chr3 Complement NT_005927.15 AGGTCAGCTTGACTA 6730199 LOC344856 6731363 6692164 1164 6731363 6692164 1164 6731363 6692164 1164
Chr20 Normal NT_030871.1 GGTTCACCTTGACCT 775762 SS18L1 774598 813313 1164 774598 813313 1164 774650 810037 1112
Chr16 Normal NT_019609.11 AGGTCTCATTGACCA 1872436 MAP1LC3B 1870727 1883700 1709 1871271 1883700 1165 1871355 1882024 1081
Chr5 Complement NT_006713.13 AGGGCAGCATGACCT 1840529 LOC348981 1841695 1838468 1166 1841695 1838468 1166 1841695 1838468 1166
Chr5 Complement NT_034772.4 AGGTCAAAATGTCCA 20738093 FLJ33977 20739261 20590257 1168 20739261 20590257 1168 20739227 20591633 1134
Chr3 Normal NT_005962.15 TGGTCACAATGAGCC 25445523 IL1RAP 25444354 25581764 1169 25444354 25581764 1169 25494542 25578957 -49019
Chr16 Complement NT_024797.13 AGGTCGCAATGAGCC 2367695 ADAT1 2368867 2344711 1172 2368867 2344711 1172 2366410 2345827 -1285
ChrX Normal NT_011786.13 AGGTCAAATTGATCT 16483667 MAGEC3 16482495 16542011 1172 16482495 16542011 1172 16540832 16541872 -57165
Chr22 Complement NT_030872.2 AGATCAACTTGACCG 129534 LOC164729 130707 25959 1173 130707 25959 1173 130344 129808 810
Chr5 Complement NT_023133.11 GGGTCAGAGTGCCCT 16423505 STK10 16424847 16279700 1342 16424681 16280207 1176 16424631 16281471 1126
Chr2 Complement NT_022184.12 AGGTCATATTTACCA 44839114 LOC344441 44840291 44811141 1177 44840291 44811141 1177 44840291 44811141 1177
Chr14 Complement NT_026437.10 GGGTCGCAGTGAGCC 80544874 C14orf66 80546053 80532798 1179 80546053 80532798 1179 80545965 80533139 1091
Chr17 Normal NT_010718.13 AGGTTGCCGTGACCT 16525759 RAI1 16423924 16553904 101835 16524580 16553904 1179 16535400 16553742 -9641
Chr16 Complement NT_024812.10 AGGTCAGTGTGACCA 797369 LOC339089 798549 796648 1180 798549 796648 1180 798443 798008 1074
Chr1 Normal NT_004852.15 TGGTCATGTTCACCC 292890 KIAA0467 278105 299474 14785 291709 299474 1181 291726 298794 1164
Chr7 Normal NT_033968.4 TGGTCAGGCTGATCT 5622847 GBAS 5621653 5657240 1194 5621665 5657240 1182 5621672 5656134 1175
Chr22 Complement NT_011520.9 AGATCAGCCTGACCA 17283810 LGALS2 17285130 17275310 1320 17284992 17275320 1182 17284966 17275324 1156
Chr11 Normal NT_009237.15 TGGTCATTATGTCCT 39680235 LOC338747 39679053 39684637 1182 39679053 39684637 1182 39679053 39684637 1182
Chr6 Complement NT_034874.2 TGGTCCCACTGACCT 2428190 C6orf18 2429374 2413620 1184 2429374 2413620 1184 2428218 2413772 28
Chr10 Normal NT_008705.14 AGGTCAGCGTGAGCC 20714978 LOC340128 20713791 20717092 1187 20713791 20717092 1187 20716411 20716704 -1433
Chr3 Normal NT_005612.13 GGGTTGTCCTGACCT 7898415 MGC15606 7897228 7941608 1187 7897228 7941608 1187 7903595 7939952 -5180
Chr7 Complement NT_007933.12 GGGTCGGCCAGACCC 25725892 ACHE 25727176 25721202 1284 25727080 25721202 1188 25725437 25721419 -455
Chr6 Complement NT_007592.13 TGGTCCCACTGACCT 21981337 C6orf18 21982525 21966749 1188 21982525 21966749 1188 21981365 21966901 28
Chr6 Complement NT_033951.3 TGGTCCCACTGACCT 2576047 C6orf18 2577235 2561484 1188 2577235 2561484 1188 2576075 2561636 28
Chr22 Complement NT_011520.9 AGGTCAGCCTCACCC 13781306 LOC343877 13782494 13712105 1188 13782494 13712105 1188 13782494 13712105 1188
Chr7 Normal NT_007933.12 AGGTCAGCTTGCCCT 5915769 LOC352341 5914579 5958987 1190 5914579 5958987 1190 5914579 5958987 1190
Chr1 Complement NT_004559.10 GGGTCACCATGAGCA 1776378 DKFZp434C0923 1777569 1774929 1191 1777569 1774929 1191 1777373 1776750 995
Chr12 Normal NT_009759.15 CGGTCAACGTGCCCC 4773794 KCNA6 4772603 4776839 1191 4772603 4776839 1191 4773469 4775058 325
Chr13 Complement NT_024524.12 CGGTCTTTCTGACCT 11517093 LOC283509 11518284 11475046 1191 11518284 11475046 1191 11518284 11475046 1191
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1761053 LOC343805 1762244 1728177 1191 1762244 1728177 1191 1762244 1728177 1191
Chr7 Normal NT_007914.12 GGCTCACTGCGACCT 3636371 CLCN1 3635179 3671057 1192 3635179 3671057 1192 3635266 3671018 1105
Chr1 Complement NT_032962.4 GGGTCACTGCAACCT 272590 LOC350697 273783 254903 1193 273783 254903 1193 273783 254903 1193
Chr15 Complement NT_078094.1 GGGTCTCCCTGACCT 824552 LOC338990 825749 823089 1197 825749 823089 1197 825749 823089 1197
Chr5 Complement NT_034772.4 AGGTCACAGTGCCCT 7992439 LOC351879 7993636 7868682 1197 7993636 7868682 1197 7993636 7868682 1197
Chr10 Complement NT_077569.2 AGTTCACTGCGACCT 2352991 LOC340824 2354189 2346354 1198 2354189 2346354 1198 2354189 2346354 1198
Chr8 Complement NT_008183.16 AGGTCAATTTGACCA 2316935 LOC346757 2318133 2290823 1198 2318133 2290823 1198 2318133 2290823 1198
Chr20 Normal NT_011387.8 AGGTAGGAATGACCT 2961088 LOC92492 2959890 2962110 1198 2959890 2962110 1198 2961096 2961761 -8
Chr4 Complement NT_016354.15 GGGTCAGGCTCACCC 5238412 LOC345212 5239615 5003637 1203 5239615 5003637 1203 5239459 5003637 1047
Chr17 Complement NT_010748.12 AGGTCAATATGGCCA 1790987 FLJ22955 1792191 1754519 1204 1792191 1754519 1204 1766058 1755606 -24929
Chr12 Complement NT_024477.12 AGGTCATAAAGACCT 650662 LOC341398 651867 634409 1205 651867 634409 1205 651861 637584 1199
Chr17 Normal NT_010718.13 GGGTCAGCTTTACCT 20005 LOC348214 18800 21837 1205 18800 21837 1205 18800 21837 1205
Chr1 Complement NT_077928.1 AGGTCACTGCAACCT 256701 LOC343228 257907 170424 1206 257907 170424 1206 257907 170424 1206
Chr22 Normal NT_011519.10 GGGTCAGGCCGACCA 2884147 LOC343835 2882941 2892707 1206 2882941 2892707 1206 2890725 2892670 -6578
Chr7 Normal NT_007741.12 GGGTTGAGATGACCC 3640403 LOC154822 3639194 3661035 1209 3639194 3657077 1209 3656271 3656777 -15868
Chr1 Normal NT_004873.14 TGTTCACCTTGACCT 2361271 RSC1A1 2342064 2365382 19207 2360062 2365382 1209 2363529 2365382 -2258
Chr2 Normal NT_022173.11 AGGTCAAGACTACCC 755535 LOC344012 754325 782438 1210 754325 782438 1210 754325 782438 1210
Chr17 Complement NT_010641.13 GGGTCCCTGTGACCC 5500560 LOC342505 5501772 5478363 1212 5501772 5478363 1212 5501772 5478363 1212
Chr15 Normal NT_010194.15 GGGCCGGCCTGACCT 45828795 CYP1A2 45827582 45835339 1213 45827582 45835339 1213 45828478 45833824 317
Chr19 Normal NT_077812.1 AGGCCAGGGTGACCC 879466 FLJ12089 878201 931298 1265 878253 931298 1213 919957 930989 -40491



Chr20 Complement NT_011387.8 AGGTCATAAAGACCT 18017387 LOC348556 18018600 17994951 1213 18018600 17994951 1213 18018600 17994951 1213
Chr7 Normal NT_007933.12 TGGTCATCAAGACCT 18786529 GNG11 18785244 18790694 1285 18785315 18790040 1214 18785666 18789744 863
Chr4 Complement NT_022792.15 TGGTCAGAGTGCCCC 11933126 LOC345104 11934340 11795263 1214 11934340 11795263 1214 11934340 11795263 1214
Chr3 Normal NT_005612.13 GGGTCGGGCTAACCC 25717113 PLA1A 25715899 25747810 1214 25715899 25747805 1214 25715915 25747469 1198
Chr7 Complement NT_007819.13 AGGTCAGCTTGGCCC 22346139 DRCTNNB1A 22347378 22274495 1239 22347356 22276868 1217 22324338 22278816 -21801
Chr2 Normal NT_005403.13 TGGTCACTCTCACCT 83359627 MGC42174 82985625 83368011 374002 83358410 83361019 1217 83358432 83360673 1195
Chr16 Complement NT_024773.11 TGGCCAGGCTGACCT 507907 LOC348188 509125 501047 1218 509125 501047 1218 509125 501047 1218
Chr13 Complement NT_024524.12 GGGTCATTGTGACAA 34858279 LOC144767 34859498 34581204 1219 34859498 34581204 1219 34859498 34581204 1219
Chr8 Complement NT_030032.8 AGGCCACACTGACCA 190569 LOC349180 191789 181440 1220 191789 181440 1220 191789 181440 1220
Chr11 Complement NT_009237.15 TGCTCAGGCTGACCT 38863069 RAPSN 38864289 38852874 1220 38864289 38852874 1220 38864075 38853085 1006
Chr12 Complement NT_009775.13 AGGGCACCCTGACCA 8975710 CIT 8976933 8910477 1223 8976933 8910477 1223 8959867 8912916 -15843
Chr3 Normal NT_005962.15 AGATCAGCCTGACCA 19181134 MGC2408 19179849 19189009 1285 19179911 19189009 1223 19179946 19188826 1188
Chr3 Complement NT_005999.15 TGGTCAACATGAGCC 12020381 LOC132205 12021606 12019067 1225 12021606 12019067 1225 12020845 12020546 464
Chr7 Normal NT_007758.10 TGGGCAGGGTGACCC 5604784 LOC346333 5603559 5746462 1225 5603559 5746462 1225 5603559 5746462 1225
Chr6 Complement NT_007299.12 GGGTAAATATGACCT 23292117 TBX18 23293342 23217252 1225 23293342 23217252 1225 23292455 23218483 338
Chr1 Normal NT_077922.1 TGGTCAAAATGAACT 12707 LOC348460 11481 12892 1226 11481 12892 1226 11878 12006 829
Chr18 Complement NT_010966.13 TGGTCAAAGTGAGCC 32621599 LOC350556 32622825 32548764 1226 32622825 32548764 1226 32622808 32548764 1209
Chr1 Complement NT_037485.3 CAGTCACATTGACCC 790603 AIM1L 791830 759559 1227 791830 759581 1227 784357 783134 -6246
Chr13 Complement NT_024524.12 AGGTCATGACCACCC 20213406 GUCY1B2 20229438 20143141 16032 20214634 20143261 1228 20182732 20155440 -30674
Chr9 Normal NT_008470.15 TGGTCCGGGTGACCT 34389295 TOR1B 34388067 34396195 1228 34388067 34396195 1228 34388127 34394497 1168
Chr19 Complement NT_011109.15 TGGTAATGCTGACCT 2345164 LOC342866 2346393 2335016 1229 2346393 2335016 1229 2346279 2335016 1115
Chr15 Normal NT_010194.15 AGGTCACTCTGACTT 16670257 PLDN 16669023 16697794 1234 16669028 16688335 1229 16669253 16688323 1004
Chr2 Normal NT_005058.13 TGGTCACTCTGTCCC 2164229 LOC351232 2162999 2224545 1230 2162999 2224545 1230 2162999 2224545 1230
Chr17 Normal NT_078100.1 TGGTCAGGCTGATCT 1042694 TADA2L 1041132 1112524 1562 1041464 1112524 1230 1045605 1111239 -2911
Chr6 Normal NT_007592.13 AGGTCGAGGAGACCC 15579173 LOC346143 15577942 15588171 1231 15577942 15588171 1231 15577942 15588171 1231
Chr2 Normal NT_022135.13 AGGTCAGGCTGGCCA 2594113 IL1RN 2583213 2599335 10900 2592881 2599335 1232 2592945 2598191 1168
Chr4 Complement NT_016354.15 AGGTAACAATGACCA 35294708 LOC132704 35295941 35295356 1233 35295941 35295356 1233 35295941 35295356 1233
Chr14 Complement NT_026437.10 GGGTCATAAAGACCT 15792750 NFKBIA 15794446 15790756 1696 15793983 15790756 1233 15793889 15791258 1139
Chr14 Complement NT_026437.10 AGGTCAAACTGACAT 61326838 C14orf61 61345869 61216550 19031 61328072 61216550 1234 61300760 61216570 -26078
Chr17 Normal NT_010783.13 GGGTCACCGCAACCT 12775881 LOC350450 12774647 12798709 1234 12774647 12798709 1234 12774647 12798709 1234
ChrX Normal NT_011568.12 AGGTCATTATTACCC 9871363 UBE1 9870128 9894394 1235 9870128 9894394 1235 9878070 9894196 -6707
Chr16 Normal NT_024773.11 GTGTCAGGATGACCC 211093 LOC283911 209857 215586 1236 209857 215586 1236 212739 213182 -1646
Chr8 Normal NT_030032.8 GGGTCACCTCAACCT 367673 LOC352439 366437 405645 1236 366437 405645 1236 366437 405645 1236
Chr6 Complement NT_007299.12 GGCTCACCATGACCA 27745991 GABRR1 27747315 27708143 1324 27747231 27708143 1240 27747194 27708660 1203
Chr9 Normal NT_008413.15 GGGTCAGACTCACCC 35900721 LOC158376 35899481 35901618 1240 35899481 35901618 1240 35900643 35900936 78
Chr5 Normal NT_029289.9 AGGACAATGTGACCA 14935248 FLJ11715 14934007 14936815 1241 14934007 14936815 1241 14934339 14934726 909
Chr19 Complement NT_011255.13 AGGCCAGCCTGACCA 6944731 LOC342962 6945972 6945010 1241 6945972 6945010 1241 6945972 6945010 1241
Chr2 Complement NT_034485.4 AGGTCATCTAGACCA 7012 38240 69299 478 62287 8254 478 1242 8245 518 1233
Chr11 Complement NT_033899.5 AGGTCACGCTGTCCC 20250772 APOA1 20252017 20250148 1245 20252017 20250148 1245 20251782 20250203 1010
Chr2 Normal NT_005403.13 GGCTCACTGCGACCT 20496599 DKFZp762I194 20495353 20522502 1246 20495353 20522502 1246 20495402 20520430 1197
Chr8 Complement NT_037704.3 TGCTCACGCTGACCC 288399 LOC349185 289645 288232 1246 289645 288232 1246 289627 288334 1228
ChrX Complement NT_025965.11 GAGTCAGAGTGACCA 940955 FLNA 942202 916178 1247 942202 916244 1247 938886 916496 -2069
Chr1 Complement NT_004610.15 TGGCCACAATGACCT 3271462 WNT4 3273712 3249695 2250 3272709 3249695 1247 3272665 3249793 1203
Chr9 Complement NT_078048.1 AGGTCACAAAGACCT 58962 LOC352639 60215 25800 1253 60215 25800 1253 60215 25800 1253
Chr17 Normal NT_010718.13 AGTTCGAAGTGACCT 7765249 NTN1 7763996 7982490 1253 7763996 7982490 1253 7764828 7982422 421
Chr13 Normal NT_009799.12 AGGTCAGCCTGGCCA 11581387 LOC350002 11580133 11670496 1254 11580133 11670496 1254 11580133 11670496 1254
Chr1 Complement NT_021937.15 AGGGCGGACTGACCC 395261 CLSTN1 396518 301020 1257 396518 301020 1257 395725 302500 464
Chr5 Normal NT_006431.13 AGGTCGGAGTGCCCT 19277050 FLJ30532 19275793 19304696 1257 19275793 19304696 1257 19280063 19303755 -3013
Chr11 Complement NT_033903.5 GGGTCAGGCTGAGCC 7852477 SLC22A6 7853736 7845336 1259 7853736 7845336 1259 7853429 7845533 952
Chr20 Complement NT_011387.8 CGGGCACCCTGACCC 3601478 ADAM33 3602738 3588621 1260 3602738 3588621 1260 3602651 3589610 1173
Chr5 Normal NT_029289.9 GGGGCGGCTTGACCT 10710556 CDX1 10709296 10727000 1260 10709296 10727000 1260 10709377 10726180 1179
Chr11 Normal NT_033899.5 AGGTCACGGTGACTT 18094196 LOC120406 18092936 18123041 1260 18092936 18123041 1260 18092977 18121964 1219
Chr10 Normal NT_008705.14 AGCTCAGCATGACCC 16284002 LOC349597 16282742 16294091 1260 16282742 16294091 1260 16282742 16294091 1260
Chr2 Normal NT_022184.12 AGGTCATCTTGACGA 42633314 MDH1 42631675 42650260 1639 42632054 42650260 1260 42632110 42650053 1204
Chr16 Normal NT_010552.13 GGGTCACGGAGACCT 222920 LOC124220 221596 230316 1324 221659 223705 1261 221869 223586 1051
Chr14 Normal NT_026437.10 GGGTCAAATTTACCT 4455846 LOC90668 4454585 4459065 1261 4454585 4459065 1261 4454608 4458141 1238
Chr14 Normal NT_026437.10 AGGTCAATTTGAACT 1200616 LOC341801 1199354 1263212 1262 1199354 1263212 1262 1199410 1263212 1206
Chr19 Complement NT_011109.15 GGGTCAGCTTGCCCT 4014801 LOC342873 4016063 3915491 1262 4016063 3915491 1262 4016063 3915491 1262
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1760981 LOC343805 1762244 1728177 1263 1762244 1728177 1263 1762244 1728177 1263
Chr5 Complement NT_077451.2 GGGTCGAGGGGACCC 2388807 KIAA0676 2426123 2380340 37316 2390072 2380340 1265 2388720 2381715 -87
Chr9 Normal NT_008470.15 GGGTCACCCTGAGCA 32735705 LCN2 32734387 32740015 1318 32734440 32738033 1265 32734440 32738033 1265
Chr3 Complement NT_006014.14 AGGTCAGTCTGCCCC 1036643 LOC285405 1037908 1025850 1265 1037908 1025850 1265 1035085 1025850 -1558
Chr7 Normal NT_007933.12 GGGTCAGGCTGGCCC 1171150 LOC285979 1169885 1171929 1265 1169885 1171929 1265 1171004 1171294 146
Chr13 Complement NT_024524.12 AGGTCATTCTGACCT 12298677 LOC341653 12299942 12279397 1265 12299942 12279397 1265 12299942 12279397 1265
Chr1 Normal NT_077386.2 AGGCCAGCCTGACCA 1535979 MACF1 1154139 1559675 381840 1534713 1558913 1266 1541359 1558487 -5380
Chr8 Normal NT_077531.2 GGGTCAGACTGTCCT 5293 DEFB104 4026 8801 1267 4026 8801 1267 4040 8749 1253
Chr9 Normal NT_035014.3 AGGTCATCACGACCC 2715573 CEL 2714305 2724188 1268 2714305 2724187 1268 2714321 2724021 1252
Chr1 Complement NT_077937.1 AGGTCATATGGACCT 819800 ESRRG 821097 234715 1297 821068 234715 1268 408941 238399 -410859
Chr4 Complement NT_016354.15 AGGTAAAGGTGACCT 35294672 LOC132704 35295941 35295356 1269 35295941 35295356 1269 35295941 35295356 1269
Chr6 Complement NT_023451.12 AGGACAACATGACCA 1519270 LOC351984 1520539 1442357 1269 1520539 1442357 1269 1520539 1442357 1269
Chr11 Complement NT_033899.5 TGATCATAATGACCT 29191119 LOC338666 29192390 29190625 1271 29192390 29190625 1271 29192348 29190957 1229
Chr16 Normal NT_010498.13 GGGTCACTGCAACCT 15786130 CBFB 15784608 15856514 1522 15784858 15856514 1272 15784869 15854239 1261
Chr4 Normal NT_016354.15 AGGTCAGAAAGACCG 30970179 FLJ20184 30968907 31047966 1272 30968907 31047966 1272 30969053 31047336 1126
Chr6 Complement NT_007592.13 TGGCCAAAGTGACCT 20155850 LOC221566 20157122 20155687 1272 20157122 20155687 1272 20157122 20155687 1272
Chr6 Complement NT_034874.2 TGGCCAAAGTGACCT 600966 LOC282898 602238 600803 1272 602238 600803 1272 602238 600803 1272
Chr6 Complement NT_033951.3 TGGCCAAAGTGACCT 752993 LOC282935 754265 752830 1272 754265 752830 1272 754265 752830 1272
Chr22 Normal NT_011520.9 AGATCAGCCTGACCA 525424 SERPIND1 518948 532577 6476 524152 532577 1272 524170 531923 1254
Chr7 Normal NT_007933.12 AGGTCATCTTGGCCT 53872698 LOC286016 53871425 53873423 1273 53871425 53873423 1273 53872218 53872541 480
Chr11 Normal NT_009237.15 TGGTCAGGATGACCA 41267009 LOC347889 41265735 41305575 1274 41265735 41305575 1274 41265735 41305575 1274
Chr1 Complement NT_077967.1 AGGTCAATCTGCCCC 1564961 LOC350886 1566235 1548952 1274 1566235 1548952 1274 1566235 1548952 1274
Chr16 Normal NT_037887.3 GTGTCATGGTGACCC 159916 HBAP1 158640 159451 1276 158640 159451 1276 0 0 159916
Chr19 Normal NT_011295.10 TTGTCAATGTGACCC 9548701 IFI30 9547308 9551729 1393 9547423 9551729 1278 9547454 9551523 1247
Chr15 Complement NT_010194.15 TGGTCAGGCTGAACT 13656662 LOC348082 13657940 13657461 1278 13657940 13657461 1278 13657940 13657461 1278
Chr18 Normal NT_010966.13 GGGTCACGGCCACCT 24907936 LOC284266 24894807 24913149 13129 24906656 24913149 1280 24911787 24912128 -3851
Chr5 Normal NT_077451.2 AGGTTGTCGTGACCC 2167081 LOC285679 2165800 2169260 1281 2165800 2169245 1281 2165826 2168314 1255
Chr11 Complement NT_009237.15 AGGTCATGCAGACCT 38310740 LRP4 38312021 38271978 1281 38312021 38271978 1281 38311066 38274093 326
Chr20 Complement NT_011387.8 AGGTCACTGTAACCT 3994530 LOC348551 3995812 3990799 1282 3995812 3990799 1282 3995595 3993172 1065
Chr16 Normal NT_010393.13 GGGTCAGAGTGATCC 13492257 EEF2K 13490974 13571301 1283 13490974 13569098 1283 13510269 13568535 -18012
Chr1 Normal NT_034400.2 TGGTCATCATCACCC 86902 LOC343230 85617 87194 1285 85617 87194 1285 85617 87194 1285
Chr2 Normal NT_022135.13 GGGTCTGGCTGACCT 15341259 LOC285078 15339973 15423191 1286 15339973 15423191 1286 15339973 15423191 1286
Chr2 Complement NT_022184.12 ACGTCAAGACGACCT 26218295 CALM2 26219582 26203237 1287 26219582 26203237 1287 26219514 26203847 1219
Chr12 Complement NT_009759.15 AGGTCGCTAAGACCC 3835513 C12orf6 3836863 3754474 1350 3836801 3775394 1288 3793442 3775550 -42071
Chr5 Normal NT_077451.2 AGGTGGTCGTGACCC 2045402 LOC285678 2044114 2046787 1288 2044114 2046787 1288 2046093 2046635 -691



Chr20 Complement NT_011362.8 AGGTTAGGGTGACCC 4193938 LOC343582 4195228 4184703 1290 4195228 4184703 1290 4195228 4184703 1290
Chr22 Normal NT_011520.9 CAGTCACTCTGACCC 5824017 LOC343857 5822727 5851515 1290 5822727 5851515 1290 5826056 5851515 -2039
Chr10 Complement NT_033985.5 AGGTCACTACGGCCT 2854719 LOC347773 2856009 2842453 1290 2856009 2842453 1290 2856009 2842453 1290
Chr9 Complement NT_078081.1 AGGTCAGTCCGGCCT 61439 LOC349332 62729 61059 1290 62729 61059 1290 62242 61308 803
Chr17 Complement NT_010748.12 GGGTCCCTCTGACCA 853499 HDAC5 854816 807926 1317 854791 807926 1292 848688 809549 -4811
Chr16 Complement NT_010393.13 AGGTCAGTGTGACCA 19742049 LOC283890 19743341 19740837 1292 19743341 19740837 1292 19743122 19740932 1073
Chr10 Normal NT_008705.14 AGGTCACAGTTACCG 5361092 PILB 5359760 5385412 1332 5359800 5385412 1292 5359802 5385139 1290
Chr1 Normal NT_019273.15 AGGTCAAGTTCACCC 1166396 LOC284461 1165103 1166881 1293 1165103 1166881 1293 1165154 1165429 1242
Chr11 Normal NT_009237.15 GGGACAGGCCGACCT 11137565 NAV2 10773375 11544248 364190 11136270 11541167 1295 11136346 11540917 1219
Chr6 Normal NT_025741.12 AGGTCGCAGTGAGCT 53619074 LOC345956 53617778 53650800 1296 53617778 53650800 1296 53617778 53650800 1296
Chr16 Normal NT_037887.3 GTGTCACGGTGACCC 164173 HBA2 162875 163708 1298 162875 163708 1298 162912 163599 1261
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1760945 LOC343805 1762244 1728177 1299 1762244 1728177 1299 1762244 1728177 1299
Chr1 Complement NT_004610.15 GGGTGGCTCTGACCC 3271410 WNT4 3273712 3249695 2302 3272709 3249695 1299 3272665 3249793 1255
Chr22 Complement NT_011520.9 CTGTCACTGTGACCT 22273658 dJ222E13 22275000 22248185 1342 22274958 22267023 1300 22269503 22267695 -4155
Chr11 Normal NT_028310.10 CGGTCTACCCGACCC 636381 LSP1 635080 674266 1301 635080 674265 1301 635148 669566 1233
Chr8 Complement NT_008251.13 AGCTCATGCTGACCG 4111205 PLAT 4112532 4080067 1327 4112506 4080067 1301 4098015 4080823 -13190
Chr3 Complement NT_006014.14 TGGTCACCGTGCCCC 1654799 CACNA2D2 1656101 1515306 1302 1656101 1515306 1302 1655927 1517170 1128
Chr22 Complement NT_011520.9 CTGTCACTGTGACCT 22211446 CGI-96 22212766 22204157 1320 22212748 22205524 1302 22212748 22205872 1302
Chr1 Complement NT_026943.12 GCGTCAACCTGACCT 1436042 FLJ35487 1437344 1430554 1302 1437344 1430554 1302 1434031 1432938 -2011
Chr18 Normal NT_010966.13 TGGTCAGGCTGGCCT 11139973 LOC90999 11138671 11139176 1302 11138671 11139176 1302 11138713 11139051 1260
Chr10 Complement NT_008583.15 AGGCCAATCTGACCA 28178822 DLG5 28180125 28101723 1303 28180125 28101723 1303 28180101 28103370 1279
Chr17 Complement NT_010718.13 GGGTGAAACTGACCG 6864715 HES7 6866018 6862524 1303 6866018 6863505 1303 6866018 6863505 1303
Chr16 Complement NT_010498.13 GGATCACTGTGACCA 14590629 LOC197324 14591932 14518123 1303 14591932 14518123 1303 14591932 14518123 1303
Chr2 Normal NT_005403.13 TGGTCACCGTGACCT 83466977 LOC339826 83465674 83471366 1303 83465674 83471366 1303 83465674 83471366 1303
Chr7 Complement NT_007819.13 AGGTCAGCCTGTCCA 36916767 LOC340285 36918070 36917381 1303 36918070 36917381 1303 36918070 36917381 1303
Chr2 Normal NT_022184.12 AGGTTGGGGTGACCT 67112225 BOP 67110919 67156438 1306 67110920 67156438 1305 67110922 67153569 1303
Chr13 Complement NT_024524.12 TGGTCATTATGACTT 38032644 LOC338862 38033949 38009908 1305 38033949 38009908 1305 38012278 38011955 -20366
Chr5 Complement NT_023133.11 AGATCAGCCTGACCA 15580910 LOC340029 15582219 15548910 1309 15582219 15548910 1309 15582219 15548910 1309
Chr10 Normal NT_008705.14 GGGTCACTGCAACCT 9769883 RAB18 9768574 9804422 1309 9768574 9804422 1309 9768624 9802305 1259
ChrX Complement NT_011568.12 GGGTGGGAGTGACCC 8737521 LOC286400 8738831 8738049 1310 8738831 8738049 1310 8738831 8738049 1310
Chr10 Normal NT_035040.3 GGGTCAGAGTCACCA 2672904 LOC340776 2671594 2675991 1310 2671594 2675991 1310 2671594 2675991 1310
Chr4 Complement NT_006216.14 TGGTCAGGCTGACCT 1391641 LOC351737 1392951 1191786 1310 1392951 1191786 1310 1392951 1191786 1310
Chr17 Normal NT_010748.12 AGATCACCATGACCT 1397603 FLJ35848 1396291 1402395 1312 1396291 1402395 1312 1397583 1400711 20
Chr17 Complement NT_010663.13 GGCTCACACTGACCT 482108 CD7 483502 480796 1394 483421 481247 1313 483421 481247 1313
Chr11 Normal NT_033927.5 TGGTCCGGATGACCT 7014228 OMP 7012915 7013406 1313 7012915 7013406 1313 7012915 7013406 1313
Chr11 Complement NT_033903.5 AGGTCACTCTGGCCA 10755112 FIBP 10756470 10751737 1358 10756426 10751925 1314 10756415 10751971 1303
Chr13 Normal NT_024524.12 AGGTCACCGTGAGCT 18778462 MGC17429 18777116 18782017 1346 18777148 18780465 1314 18779076 18779666 -614
Chr2 Complement NT_022184.12 TGGCCATTCTGACCT 40930258 CCT4 40931960 40911158 1702 40931574 40911496 1316 40931574 40911759 1316
Chr8 Complement NT_028251.10 AGGTCACAGTGAGCC 4449237 COL22A1 4450553 4124796 1316 4450553 4124796 1316 4419732 4125813 -29505
Chr19 Normal NT_011109.15 TGGTCAGGATGACCA 9181612 LOC126162 9180294 9182017 1318 9180294 9182017 1318 9181289 9181777 323
Chr4 Complement NT_006316.15 GGTTCAACATGACCA 16698620 LOC351771 16699938 16627858 1318 16699938 16627858 1318 16699938 16627858 1318
Chr19 Normal NT_011255.13 AGGTCACTGTGACGA 2190441 AMH 2188694 2192071 1747 2189122 2192071 1319 2189332 2191956 1109
Chr17 Complement NT_010641.13 GGGTCACCCCAACCC 7783523 LOC201292 7784842 7776803 1319 7784842 7776803 1319 7779050 7778688 -4473
Chr11 Normal NT_008984.15 AGGTCACAGTGAGCT 1879280 LOC341180 1877960 1887610 1320 1877960 1887610 1320 1877960 1887610 1320
Chr10 Complement NT_008705.14 GTGTCACCCTGACCT 14023461 LOC340929 14024782 13933564 1321 14024782 13933564 1321 14024782 13933564 1321
Chr2 Normal NT_022184.12 CGGTCACCGTGTCCT 53145174 MGC22014 53143851 53150653 1323 53143851 53150653 1323 53144096 53145235 1078
Chr1 Complement NT_077932.1 AGATCATCATGACCC 67518 LOC350856 68843 56423 1325 68843 56423 1325 68843 56423 1325
Chr14 Normal NT_026437.10 AGGTCGGGCCGACCC 40897390 SIX6 40895710 40898566 1680 40896063 40898566 1327 40896158 40898011 1232
Chr21 Complement NT_011512.8 TGGTCTGGGCGACCC 14400572 LOC343750 14401900 14338647 1328 14401900 14338647 1328 14401900 14338647 1328
Chr3 Normal NT_005962.15 GGGTCACCACAACCT 14255342 LOC51193 14253282 14265783 2060 14254014 14265783 1328 14258545 14264673 -3203
ChrX Normal NT_011812.12 AGGTCACAGTGAGCC 5259570 LOC159036 5258240 5259890 1330 5258240 5259890 1330 5258255 5258599 1315
Chr22 Complement NT_011520.9 GGGCCAAGCTGACCT 20714724 LOC351057 20716054 20682299 1330 20716054 20682299 1330 20716054 20682299 1330
Chr12 Complement NT_029419.10 TGGTCACCATGGCCT 16920456 ZFP385 16928376 16906226 7920 16921787 16906226 1331 16921604 16907346 1148
Chr15 Normal NT_010194.15 GTGTCGTCCTGACCC 42890664 NR2E3 42871376 42896999 19288 42889331 42893669 1333 42889483 42896423 1181
Chr11 Complement NT_033903.5 AGGTGAAGTTGACCG 4526349 FLJ36874 4537739 4505459 11390 4527683 4505459 1334 4526459 4507128 110
Chr5 Normal NT_023133.11 GGGTCACTGCAACCT 18227093 LOC133491 18225759 18242728 1334 18225759 18242728 1334 18225853 18237804 1240
Chr12 Normal NT_029419.10 AGGTCATCATCACCT 4825292 LOC283465 4823958 4825084 1334 4823958 4825084 1334 4824019 4824786 1273
Chr11 Complement NT_008984.15 AGCTCACTGTGACCT 1954822 LOC349712 1956156 1946508 1334 1956156 1946508 1334 1956156 1946508 1334
Chr11 Complement NT_009237.15 TGGTCATCCTGACCA 40315956 LOC120823 40317292 40315386 1336 40317292 40315386 1336 40317292 40315386 1336
Chr9 Normal NT_008413.15 AGGTAAATATGACCT 19437626 LOC340485 19436289 19440634 1337 19436289 19440634 1337 19436289 19440634 1337
Chr11 Complement NT_009237.15 TGGTCATCCTGACCA 41307571 LOC338724 41308909 41307071 1338 41308909 41307071 1338 41308909 41307071 1338
Chr19 Complement NT_011109.15 GGCTCACTGTGACCT 11014051 PPP1R14A 11015508 11010095 1457 11015390 11010095 1339 11015197 11010176 1146
Chr10 Complement NT_024040.14 GGGTCAAACTGACAC 607087 LOC282975 608428 606809 1341 608428 606809 1341 608336 607161 1249
Chr17 Complement NT_010718.13 AGGTCAGCACGACCA 4211704 DDX33 4213100 4186461 1396 4213046 4186461 1342 4213044 4188390 1340
Chr6 Normal NT_007592.13 CGGTCATGGAGACCC 18908349 ZNF165 18907007 18915589 1342 18907007 18915589 1342 18911510 18915499 -3161
Chr11 Normal NT_035113.4 GGGCCACCCTGACCT 617234 HRAS 614675 617970 2559 615891 617577 1343 615891 617577 1343
Chr12 Complement NT_009775.13 GGGTCAAAAGGACCC 2359557 RASAL1 2360900 2323963 1343 2360900 2324197 1343 2360146 2324613 589
Chr22 Normal NT_011520.9 GGCTCACTCTGACCC 16988823 PSCD4 16987478 17020434 1345 16987478 17020434 1345 16987665 17018606 1158
Chr16 Normal NT_010393.13 AGGTCATGCTCACCT 19803867 SULT1A2 19802522 19807647 1345 19802522 19807647 1345 19803662 19807564 205
Chr18 Normal NT_010966.13 AGTTCAAAGTGACCG 24794607 SLC14A1 24793236 24820401 1371 24793261 24820401 1346 24799388 24819018 -4781
Chr16 Complement NT_010542.13 GGGTCCCCCTGACCT 1341744 C16orf7 1344709 1330857 2965 1343092 1330857 1348 1343019 1334345 1275
Chr13 Normal NT_009952.13 GGGTCACTTTGAGCT 6529535 LOC341578 6528187 6632153 1348 6528187 6632153 1348 6528187 6632153 1348
Chr6 Complement NT_007592.13 AGGTCAATGCCACCC 29993004 KCNK5 29994567 29953876 1563 29994353 29953876 1349 29994014 29955793 1010
ChrX Complement NT_011757.12 CGGTCACTATGAGCC 1909634 LOC139457 1910983 1889808 1349 1910983 1889808 1349 1910983 1889808 1349
Chr19 Normal NT_011109.15 TGGACAACATGACCT 18271432 LOC147699 18260253 18273980 11179 18270083 18273980 1349 18270183 18271205 1249
Chr1 Normal NT_004668.15 GGGGCAGTATGACCA 3005589 LOC164118 3004240 3008019 1349 3004240 3008019 1349 3004558 3007929 1031
Chr19 Complement NT_011255.13 GAGTCAACACGACCC 3984793 DKFZp547O146 3986143 3984664 1350 3986143 3984664 1350 3985659 3985333 866
Chr10 Complement NT_008705.14 GGGTTGGAGTGACCC 12666540 LOC283082 12667890 12656645 1350 12667890 12656645 1350 12667890 12656645 1350
Chr17 Complement NT_010718.13 GGGTCAAATTAACCT 13785639 LOC342561 13786991 13718650 1352 13786991 13718650 1352 13786991 13718650 1352
Chr9 Complement NT_019501.12 AGGCCACCCCGACCT 523921 FCN1 525274 516901 1353 525274 516901 1353 525182 517109 1261
Chr1 Normal NT_004559.10 GGGTCGCTGTCACCT 2071507 KIAA1639 2070154 2079893 1353 2070154 2079893 1353 2070159 2079814 1348
Chr16 Normal NT_010393.13 GGGTCACCTTGACCC 10399825 LOC162073 10398472 10401009 1353 10398472 10400995 1353 10399914 10400609 -89
Chr10 Complement NT_030059.10 GGGACACTGTGACCT 18133238 CRTAC1 18229143 18063316 95905 18134593 18063316 1355 18115899 18063919 -17339
Chr8 Normal NT_008046.13 GGGTCATTATGACCA 17530646 FZD6 17529279 17563265 1367 17529291 17562874 1355 17530509 17561910 137
Chr17 Normal NT_010783.13 GGGCCACGGTGACCC 15998335 MRC2 15996980 16062888 1355 15996980 16062829 1355 15997096 16061744 1239
Chr19 Complement NT_011255.13 AGGTCTTTGTGACCT 867798 LOC350619 869154 867488 1356 869154 867488 1356 869153 867488 1355
Chr8 Normal NT_023666.15 GGGTGACCTTGACCT 7203351 FLJ21616 7195616 7284530 7735 7201994 7283720 1357 7202113 7282960 1238
Chr7 Complement NT_007914.12 TGATCATAATGACCC 1994980 FLJ40852 1996337 1962445 1357 1996337 1962445 1357 1995492 1982044 512
Chr17 Normal NT_010783.13 TGGTCAGGCTGGCCT 18285451 LOC342543 18284092 18296084 1359 18284092 18296084 1359 18284092 18296084 1359
Chr3 Normal NT_005927.15 AGGTCATCATGTCCC 13039903 LOC344870 13038544 13047049 1359 13038544 13047049 1359 13038544 13047049 1359
Chr11 Normal NT_009237.15 AGATCAGGCTGACCA 9613012 LOC340993 9611651 9619999 1361 9611651 9619999 1361 9611651 9619999 1361
Chr1 Complement NT_004836.14 GGCTCACGCTGACCT 7867042 LOC285765 7868404 7865680 1362 7868404 7865680 1362 7867537 7866043 495
Chr3 Normal NT_022517.15 TGGTCAGGATGACTC 5537198 NR1D2 5535836 5570307 1362 5535836 5568083 1362 5536141 5567981 1057



Chr2 Complement NT_022184.12 AGGGCAGACTGACCC 64709878 SFTPB 64711246 64700375 1368 64711240 64704530 1362 64711240 64704530 1362
Chr17 Normal NT_010748.12 ACGTCACCATGACCT 1077816 GRN 1076294 1084275 1522 1076453 1084275 1363 1080338 1083971 -2522
ChrX Complement NT_019686.7 GGGTCATATCAACCC 1196865 LOC139557 1198229 1168198 1364 1198229 1168198 1364 1198229 1168198 1364
Chr15 Normal NT_010194.15 AGCTCACACTGACCT 27326791 LOC348088 27325427 27371863 1364 27325427 27371863 1364 27325427 27371863 1364
Chr2 Complement NT_022184.12 AGGTCACGGTGATCA 22608445 LOC348681 22609810 22595141 1365 22609810 22595141 1365 22603395 22595272 -5050
Chr6 Normal NT_025741.12 AGGTCACTCTCACCC 38316071 TCF21 38314706 38321104 1365 38314706 38317820 1365 38314965 38317369 1106
Chr16 Complement NT_024812.10 TGGTCCTGCTGACCT 4085989 TP53TG3 5112036 4084756 1026047 4087354 4084756 1365 5112005 5110451 1026016
Chr7 Complement NT_007819.13 AGGGCAAAATGACCT 5115560 TRIAD3 5116996 4956496 1436 5116925 4956496 1365 5064820 4958165 -50740
Chr16 Complement NT_024812.10 AGGTTAGGTTGACCC 2559687 FLJ90661 2561054 2549916 1367 2561054 2549916 1367 2560065 2550126 378
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1760877 LOC343805 1762244 1728177 1367 1762244 1728177 1367 1762244 1728177 1367
Chr20 Complement NT_028392.4 AGGTCTGGCTGACCC 1757639 SPAG4L 1759007 1738350 1368 1759007 1738350 1368 1758914 1738368 1275
Chr22 Complement NT_011526.5 TGGTCAGCTTGACCA 139607 BC002942 140997 136243 1390 140976 136243 1369 140346 136683 739
Chr9 Complement NT_008470.15 GGGTGGTCCTGACCC 26547255 LOC253142 26548624 26469541 1369 26548624 26469541 1369 26470266 26469970 -76989
Chr11 Normal NT_033927.5 AGGTGGGACTGACCC 7039708 MYO7A 7038339 7125313 1369 7038339 7125312 1369 7040710 7124769 -1002
Chr22 Normal NT_011520.9 AGGTCCATCTGACCC 16758040 FLJ12242 16756670 16768484 1370 16756670 16768484 1370 16756855 16767688 1185
Chr15 Normal NT_010194.15 GTGTCGTCCTGACCC 42890664 NR2E3 42871376 42896999 19288 42889293 42896999 1371 42889483 42896423 1181
Chr11 Normal NT_008984.15 AGGTGGATGTGACCC 1968357 LOC347868 1966985 1968862 1372 1966985 1968862 1372 1967003 1968679 1354
Chr11 Complement NT_009237.15 AGGTCAAGGTGAGCA 5189377 LOC338750 5190750 5180653 1373 5190750 5180653 1373 5190750 5180653 1373
Chr19 Normal NT_011109.15 AGGACATGGTGACCA 7426136 LOC339317 7424763 7426224 1373 7424763 7426224 1373 7424763 7426224 1373
Chr16 Complement NT_024797.13 CGGTCACTCTGAGCC 12063688 LOC342490 12065061 12036224 1373 12065061 12036224 1373 12057166 12044870 -6522
Chr16 Complement NT_024812.10 TGGTCCTGCTGACCT 5110663 TP53TG3 5112036 4084756 1373 5112036 5109431 1373 5112005 5110451 1342
Chr12 Normal NT_029419.10 GGGTCACTACAACCT 13318609 ATF1 13301186 13358249 17423 13317235 13356868 1374 13317235 13356868 1374
Chr2 Normal NT_005403.13 AGGCCATCTTGACCT 52283552 CASP8 52257546 52311768 26006 52282178 52311768 1374 52290547 52310654 -6995
Chr3 Normal NT_005612.13 AGGACGTGATGACCT 18003338 LL5beta 17977240 18094289 26098 18001964 18094289 1374 18002079 18092564 1259
Chr20 Normal NT_011362.8 AGGTCAGACTGACTG 9574488 PPGB 9572876 9580364 1612 9573114 9580364 1374 9573116 9579997 1372
Chr16 Normal NT_037887.3 CTGTCACGCTGACCT 1072292 LOC339125 1070917 1083361 1375 1070917 1083361 1375 1072144 1083361 148
Chr19 Complement NT_011109.15 GGCTCACTGCGACCT 9968294 SZFP41 9969669 9924503 1375 9969669 9943942 1375 9966231 9944347 -2063
Chr7 Normal NT_007758.10 AGGTCAGAACGCCCT 10745599 LOC285915 10744223 10749758 1376 10744223 10749758 1376 10744334 10748411 1265
Chr11 Normal NT_033927.5 GGGCCGGCCTGACCC 6707057 E2IG4 6693401 6708226 13656 6705680 6708217 1377 6705690 6706751 1367
Chr10 Complement NT_030059.10 TGGTCAGGCTGAACT 23548070 MBLR 23549449 23501112 1379 23549449 23501112 1379 23549381 23502220 1311
Chr2 Complement NT_005403.13 GGGTAGGTCTGACCC 81435195 LOC285087 81436577 81434748 1382 81436577 81434748 1382 81436185 81435901 990
Chr7 Complement NT_007933.12 TGGCCAGTCTGACCC 53932644 LOC349158 53934026 53907798 1382 53934026 53907798 1382 53934026 53907798 1382
Chr16 Normal NT_024812.10 AGGTTGCAGTGACCT 1230458 MGC4606 1228674 1232678 1784 1229076 1232678 1382 1229091 1232319 1367
Chr5 Normal NT_023133.11 TGGTCACCTTGAGCT 1631255 PRO1331 1629872 1632153 1383 1629872 1632153 1383 1630952 1631146 303
Chr11 Complement NT_008984.15 GGGTCACATCCACCT 1865719 LOC283258 1867104 1865228 1385 1867104 1865228 1385 1867086 1865411 1367
Chr3 Complement NT_005927.15 AGTTCAGTTTGACCC 8621198 LOC51066 8622583 8590133 1385 8622583 8590166 1385 8604470 8590400 -16728
Chr22 Complement NT_019197.3 GGGTCGCCCTGGCCC 263418 HDAC10 264805 258606 1387 264805 258870 1387 264452 258927 1034
Chr3 Normal NT_005962.15 GGGTCACTCCCACCC 13790470 LOC344637 13789083 13845869 1387 13789083 13845869 1387 13789125 13845869 1345
Chr1 Complement NT_004668.15 GGGTCAGTGTGACCT 613022 TPM3 614441 578667 1419 614409 589779 1387 614326 590245 1304
Chr10 Normal NT_017795.15 AGGTCCTGGTGACCA 41404 GPR123 40012 98592 1392 40012 98592 1392 40012 98592 1392
Chr17 Complement NT_010641.13 AGATCAACCTGACCA 5324676 SDK2 5326069 5225974 1393 5326069 5225974 1393 5323816 5226553 -860
Chr10 Complement NT_017795.15 TGGTCTTGATGACCT 341093 ECHS1 342774 331569 1681 342487 331569 1394 342416 331951 1323
Chr16 Normal NT_010393.13 TGGTCGGAGTGACCT 15122047 PRKCB1 15120578 15505066 1469 15120651 15500184 1396 15120715 15499353 1332
ChrX Complement NT_011812.12 GGGTTGGCCTGACCC 2211133 NLGN4 2213548 1874963 2415 2212532 1874963 1399 2136151 1877502 -74982
ChrX Complement NT_011568.12 GGGTCAGGCTGAGCG 11889680 LOC347348 11891080 11890496 1400 11891080 11890496 1400 11891080 11890496 1400
Chr1 Complement NT_004668.15 AGCTCACCACGACCT 3161924 MRPL24 3163464 3155362 1540 3163324 3159495 1400 3160897 3159591 -1027
Chr1 Complement NT_004754.14 AGGTCAGGGTGACAC 935648 LOC148766 937049 881931 1401 937049 881931 1401 937044 882099 1396
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1760841 LOC343805 1762244 1728177 1403 1762244 1728177 1403 1762244 1728177 1403
Chr22 Complement NT_011520.9 GAGTCGGGCTGACCC 17547953 LOC129138 17549492 17535917 1539 17549357 17535917 1404 17549299 17537004 1346
ChrX Complement NT_011651.13 GGGACAATTTGACCT 24351711 NXF5 24353115 24327651 1404 24353115 24327651 1404 24338330 24331727 -13381
Chr8 Normal NT_023678.14 GGGTCACTCCCACCC 1219717 LOC253986 1218312 1219006 1405 1218312 1219006 1405 1218325 1218978 1392
Chr19 Complement NT_011255.13 GGGTCACTGCAACCT 2721909 SGT 2723354 2694712 1445 2723315 2694712 1406 2709066 2697341 -12843
Chr6 Complement NT_025741.12 AGGTCCCTTTGACCA 53877328 LOC285747 53878735 53873194 1407 53878735 53873194 1407 53877117 53876248 -211
Chr4 Complement NT_022792.15 GGGTGGGAGTGACCC 14747305 LOC345111 14748712 14708664 1407 14748712 14708664 1407 14748712 14708664 1407
Chr2 Normal NT_005403.13 GGCTCACTGCGACCT 80947971 LOC130888 80946540 81051121 1431 80946563 81034933 1408 80946563 81034933 1408
Chr12 Normal NT_029419.10 GGGTCAGGGTGTCCT 18580644 RPS26 18578945 18581311 1699 18579236 18581311 1408 18579257 18581244 1387
Chr12 Complement NT_029419.10 AGGTCCCACTGACCT 11461172 FKBP11 11462916 11459049 1744 11462581 11459049 1409 11462517 11459073 1345
Chr11 Normal NT_028310.10 GGGACACTATGACCC 3569566 LOC119696 3568157 3569108 1409 3568157 3569108 1409 3568157 3569108 1409
Chr10 Normal NT_024115.14 GGGTCACACTGACTA 2298893 LOC349474 2297484 2341949 1409 2297484 2341949 1409 2297484 2341949 1409
Chr1 Complement NT_004511.15 AGGTCAATGTGCCCC 1441175 FLJ12650 1442585 1434178 1410 1442585 1434178 1410 1442541 1436135 1366
Chr10 Normal NT_024040.14 AGGCCGGTCTGACCT 625530 INPP5A 623826 869452 1704 624120 869452 1410 731872 867915 -106342
Chr4 Complement NT_016354.15 GGGTCAGTTTGACAA 12635005 KLHL8 12636415 12576919 1410 12636415 12576919 1410 12611396 12579376 -23609
Chr11 Normal NT_009237.15 TGGTCCTCCTGACCT 3087939 LOC349719 3086528 3182383 1411 3086528 3182383 1411 3086528 3182383 1411
Chr5 Normal NT_023148.11 GGGTCAAGATGACTC 4247593 LOC351852 4246182 4288774 1411 4246182 4288774 1411 4246182 4288774 1411
Chr19 Normal NT_011109.15 GGGTCGCCTTCACCC 9675524 LOC342893 9674112 9675424 1412 9674112 9675424 1412 9674112 9675424 1412
Chr8 Complement NT_023736.15 GGGTGGGAGTGACCC 5899752 LOC346784 5901164 5855802 1412 5901164 5855802 1412 5901164 5855802 1412
Chr3 Normal NT_005825.15 AGGTAGTCCTGACCC 2608180 TGM4 2606740 2646730 1440 2606764 2646730 1416 2606808 2645854 1372
Chr5 Normal NT_006713.13 GGGCCATGGTGACCA 1645423 LOC115548 1644006 1778480 1417 1644006 1778480 1417 1644056 1776049 1367
Chr15 Normal NT_010274.15 AGGTTGCAGTGACCC 9543867 LOC350203 9542449 9542996 1418 9542449 9542996 1418 9542449 9542996 1418
Chr6 Normal NT_034880.2 TTGTCACAATGACCC 1042723 LOC285769 1041304 1045181 1419 1041304 1045181 1419 1041508 1042415 1215
Chr18 Complement NT_010966.13 AGGCCAGCCTGACCA 25034921 KIAA1632 25036342 24919574 1421 25036342 24976932 1421 25036307 24977013 1386
Chr1 Normal NT_021877.15 AGGTCGCAGTGAACC 7455483 LOC343397 7454062 7467160 1421 7454062 7467160 1421 7454062 7467160 1421
Chr2 Normal NT_005403.13 TGGTCAAGTTTACCT 14373636 LOC351308 14372215 14495661 1421 14372215 14495661 1421 14372215 14495661 1421
Chr1 Normal NT_004668.15 AGGTCACAGTGACAC 13180704 POGK 13179283 13194268 1421 13179283 13194268 1421 13180753 13190205 -49
Chr10 Normal NT_008583.15 AGGGCAGTCTGACCA 21612525 LOC219700 21611103 21613807 1422 21611103 21613807 1422 21612876 21613289 -351
Chr7 Normal NT_007819.13 GGCTCACTGCGACCT 22516516 NLP_1 22515069 22534233 1447 22515094 22534232 1422 22515313 22533972 1203
Chr7 Normal NT_007819.13 TGGTGATGTTGACCT 17280230 LOC221822 17278806 17309734 1424 17278806 17309734 1424 17298108 17309734 -17878
Chr1 Normal NT_034471.3 GGCTCACTGCGACCT 243044 LOC284591 241620 268399 1424 241620 268399 1424 261684 266079 -18640
Chr4 Complement NT_016354.15 GGATCATAATGACCA 3374536 LOC285426 3375960 3373859 1424 3375960 3373859 1424 3375960 3373859 1424
Chr11 Complement NT_033899.5 TGGTCATGCTGACCA 16888144 DRD2 16889569 16823994 1425 16889569 16823994 1425 16839049 16825125 -49095
Chr16 Complement NT_035363.3 GGGTCACTGCAACCT 797259 LOC342451 798685 798332 1426 798685 798332 1426 798685 798332 1426
Chr19 Complement NT_011295.10 AGGTAATGTTGACCA 651421 LOC342966 652847 639389 1426 652847 639389 1426 652847 639389 1426
Chr8 Normal NT_007995.13 GGGTCACCTCCACCT 7880232 LOC346806 7878805 7901807 1427 7878805 7901807 1427 7881789 7901807 -1557
Chr5 Complement NT_077451.2 TCGTCAGGTTGACCT 2358860 LOC51149 2377107 2355544 18247 2360287 2355544 1427 2356135 2355659 -2725
Chr7 Normal NT_007933.12 AGGGCACACTGACCG 1167627 HSPB1 1166108 1167888 1519 1166199 1167888 1428 1166306 1167766 1321
ChrX Complement NT_011669.13 GGCTCGCCTTGACCC 1369939 FLJ39827 1371368 1350742 1429 1371368 1350742 1429 1358910 1351741 -11029
Chr6 Normal NT_007583.11 AGGTCGCAGTGAGCC 590433 LOC346093 589003 677409 1430 589003 677409 1430 589003 677409 1430
Chr1 Complement NT_004668.15 GGGTAAATTTGACCA 8694 S100A6 10317 8698 1623 10125 8698 1431 9437 8794 743
Chr3 Complement NT_006014.14 AGGTTGCCGTGACCC 491102 USP4 493123 421108 2021 492533 430630 1431 492530 430799 1428
Chr6 Complement NT_007592.13 CGGACAAAATGACCC 1738924 GCM2 1740356 1731721 1432 1740356 1731721 1432 1740284 1732486 1360
Chr3 Normal NT_005962.15 GGGTCAGGATGACAT 17426855 LOC344881 17425422 17458678 1433 17425422 17458678 1433 17425422 17458678 1433
Chr1 Normal NT_004754.14 GGGTGAAAGTGACCA 832902 ATP1A1 831425 862979 1477 831467 862979 1435 831719 862651 1183
Chr6 Complement NT_007592.13 AGGTCACTATGCCCC 21378928 GNL1 21381380 21370082 2452 21380363 21370082 1435 21378850 21370278 -78



Chr6 Complement NT_033951.3 AGGTCACTATGCCCC 1971055 GNL1 1973507 1962209 2452 1972490 1962209 1435 1970977 1962405 -78
Chr6 Complement NT_034874.2 AGGTCACTATGCCCC 1825902 GNL1 1828354 1817057 2452 1827337 1817057 1435 1825824 1817253 -78
Chr10 Normal NT_037753.3 GGGACAAAGTGACCT 1003318 DKFZp761H2121 1001882 1004091 1436 1001882 1004091 1436 1003537 1003737 -219
Chr1 Normal NT_021877.15 AGGTCATTGCAACCT 6402530 LOC128387 6401094 6425867 1436 6401094 6425867 1436 6401170 6424271 1360
Chr11 Complement NT_033899.5 AGGTCATCCTGGCCC 37363685 LOC341094 37365121 37354664 1436 37365121 37354664 1436 37365121 37354664 1436
Chr4 Normal NT_006238.10 AGGTGACAATGACCC 3092925 LOC348896 3091487 3092534 1438 3091487 3092534 1438 3091487 3092534 1438
Chr1 Complement NT_077913.1 AGGTCACAGTGAGCC 76574 UBE2J2 83968 64026 7394 78012 64026 1438 76237 65315 -337
Chr5 Normal NT_023133.11 AGGTCATCCTGGCCC 21829402 HSGP25L2G 21827958 21831861 1444 21827963 21831861 1439 21828033 21831170 1369
Chr9 Complement NT_023935.15 GGGTCACAGCAACCT 17703962 LOC349242 17705403 17705125 1441 17705403 17705125 1441 17705403 17705125 1441
Chr1 Complement NT_004538.14 AGGTCAGGATGCCCT 640219 LOC90719 641660 638901 1441 641660 638901 1441 641296 640373 1077
Chr19 Complement NT_011255.13 AGGACATCACGACCT 1787010 KIAA1138 1788452 1755248 1442 1788452 1755625 1442 1788357 1756065 1347
Chr22 Normal NT_011520.9 AGGTCACCCCGGCCC 18803741 LOC164668 18802299 18809053 1442 18802299 18809053 1442 18805338 18808756 -1597
Chr8 Normal NT_077531.2 GGCTCACTGCGACCT 1213289 LOC346694 1211847 1248348 1442 1211847 1248348 1442 1220098 1248348 -6809
Chr9 Normal NT_008470.15 GGGTCACCCTGAGCC 11927560 LOC347285 11926117 11981364 1443 11926117 11981364 1443 11948734 11981364 -21174
Chr8 Complement NT_023666.15 GGCTCACTGTGACCT 6305673 LOC352409 6307116 6237809 1443 6307116 6237809 1443 6302081 6237809 -3592
Chr22 Complement NT_011523.9 GGGTCCATGTGACCC 2393355 LOC343911 2394802 2376641 1447 2394802 2376641 1447 2394802 2376641 1447
Chr2 Complement NT_005403.13 TGGTCAAAATGACCC 27108005 LOC344191 27109452 27095575 1447 27109452 27095575 1447 27109452 27095575 1447
Chr4 Normal NT_022792.15 GGGTCACTCCCACCC 8352683 LOC348876 8351234 8427210 1449 8351234 8427210 1449 8351234 8427210 1449
Chr19 Normal NT_077812.1 AGGTCAGGGTGTCCC 590675 SNAPC2 589225 592130 1450 589225 592130 1450 589248 591645 1427
Chr8 Complement NT_008046.13 AGGTTGGGGTGACCC 37470344 FLJ14825 37471795 37450409 1451 37471795 37450409 1451 37471764 37450521 1420
Chr15 Normal NT_010194.15 TGGTCAGGCTGATCT 41887282 LOC350172 41885830 41896160 1452 41885830 41896160 1452 41885830 41896160 1452
Chr6 Complement NT_033172.4 AGGTCATGTTTACCT 278915 LOC352039 280370 231087 1455 280370 231087 1455 280370 231087 1455
Chr7 Complement NT_007741.12 GGGTGACCATGACCT 3821964 LOC352215 3823419 3822093 1455 3823419 3822093 1455 3823419 3822093 1455
Chr19 Complement NT_011255.13 GGGTCAGCATCACCC 6398307 MGC2615 6399779 6376093 1472 6399762 6376093 1455 6399639 6378747 1332
Chr15 Normal NT_010274.15 GGGTCATTGCAACCT 141691 SCAND2 140236 150051 1455 140236 150051 1455 140658 146164 1033
Chr2 Normal NT_026970.9 AGGACACTCTGACCA 1130699 LOC129872 1129243 1139392 1456 1129243 1139392 1456 1131797 1136234 -1098
Chr12 Complement NT_024477.12 AGGTCATAAAGACCT 650408 LOC341398 651867 634409 1459 651867 634409 1459 651861 637584 1453
Chr5 Normal NT_006576.13 CGGTCAGTCTGCCCT 15929824 LOC133728 15928364 15929431 1460 15928364 15929431 1460 15928886 15929431 938
Chr17 Complement NT_024871.10 GGGTCAGCCCCACCC 1505964 AATK 1507425 1492775 1461 1507425 1492775 1461 1506562 1493879 598
Chr10 Complement NT_033985.5 GGGTCACTACCACCC 883220 LOC221002 884681 812298 1461 884681 812298 1461 823719 814006 -59501
ChrX Complement NT_078106.1 AGGTCTCTCTGACCA 658090 LOC286488 659552 655835 1462 659552 655835 1462 0 0 -658090
Chr22 Complement NT_011520.9 GGGTCAGAGAGACCA 1726254 TOP3B 1727799 1701973 1545 1727716 1701973 1462 1720650 1702055 -5604
Chr11 Complement NT_009237.15 TGCTCACAATGACCC 9461950 TPH1 9463413 9443053 1463 9463413 9443642 1463 9463413 9443642 1463
Chr7 Normal NT_078035.1 GTGTCACCATGACCA 100941 PMS2L1 97722 107837 3219 99477 107580 1464 99478 99534 1463
Chr11 Normal NT_033927.5 GGGGCAAGCTGACCC 13320861 LOC341167 13319395 13347315 1466 13319395 13347315 1466 13319395 13347315 1466
Chr1 Normal NT_004668.15 AGGTCATGGTGGCCT 3344572 FLJ32884 3342843 3355281 1729 3343105 3355281 1467 3349447 3355085 -4875
Chr2 Normal NT_022184.12 AGGTGGAACTGACCT 64401491 FLJ21977 64397803 64434803 3688 64400023 64434803 1468 64400256 64433555 1235
Chr9 Normal NT_078045.1 AGGTCTTTGTGACCT 91133 LOC352634 89665 126772 1468 89665 126772 1468 89665 126772 1468
Chr16 Normal NT_010498.13 TGGTCACTCTCACCT 7533332 LOC342471 7531861 7532172 1471 7531861 7532172 1471 7531861 7532172 1471
Chr20 Complement NT_011387.8 AGGTCATCCTGCCCC 3582574 GFRA4 3584046 3579939 1472 3584046 3579939 1472 3584046 3580556 1472
Chr2 Complement NT_026970.9 TGGTCAGAGTGTCCT 1373020 LOC150763 1374492 1361524 1472 1374492 1361524 1472 1364397 1361736 -8623
Chr22 Complement NT_011520.9 AGGCCAGCCTGACCA 10349971 CST 10351445 10341193 1474 10351445 10341193 1474 10343948 10341509 -6023
Chr12 Normal NT_029419.10 AGGTCACTGCAACCT 19973323 INHBC 19971805 19989150 1518 19971849 19987915 1474 19971976 19987111 1347
Chr1 Normal NT_004668.15 GGGTCAAAACGACCA 5775110 LOC343409 5773636 5789280 1474 5773636 5789280 1474 5773636 5789280 1474
Chr18 Normal NT_010859.12 AGATCATTTTGACCA 4256110 LOC284215 4254635 4285407 1475 4254635 4285407 1475 4284116 4284421 -28006
Chr7 Complement NT_007933.12 AGGTCATGGTGACCA 55673761 LOC340350 55675236 55673692 1475 55675236 55673692 1475 55674841 55674392 1080
Chr7 Complement NT_007933.12 GGGTCAGGATCACCA 61373941 LOC352389 61375419 61215663 1478 61375419 61215663 1478 61375419 61215663 1478
Chr21 Normal NT_011515.10 AGGTCACCTCTACCC 131089 LOC351009 129610 145342 1479 129610 145342 1479 129610 145342 1479
Chr1 Complement NT_004668.15 AGGTTACAGTGACCG 2332048 RIT1 2333549 2322237 1501 2333527 2322348 1479 2332953 2322580 905
Chr4 Complement NT_006238.10 AGGTCACAATGACGA 7931163 TEC 7973847 7839766 42684 7932642 7839766 1479 7932597 7841399 1434
Chr1 Complement NT_029860.10 AGGTCAAGTCAACCC 3739133 LOC339414 3740613 3738259 1480 3740613 3738259 1480 3740274 3739693 1141
Chr13 Complement NT_024524.12 TGCTCAGGCTGACCT 375267 LOC341622 376748 372440 1481 376748 372440 1481 376748 372440 1481
Chr7 Normal NT_007914.12 GGGTCGGCCTGAGCC 11650501 LOC340317 11649018 11653709 1483 11649018 11653211 1483 11649171 11653204 1330
Chr4 Normal NT_016354.15 TGGTGAGCCTGACCT 7042862 LOC345250 7041376 7092118 1486 7041376 7092118 1486 7041376 7092118 1486
Chr5 Normal NT_029289.9 AGCTCAATATGACCG 1757924 PCDHB13 1756437 1759921 1487 1756437 1759921 1487 1756624 1759020 1300
Chr1 Normal NT_032962.4 AGGGCGAAGTGACCC 177772 FCGR1A 176223 186070 1549 176284 186070 1488 176296 185069 1476
Chr11 Normal NT_033903.5 ATGTCAGACCGACCC 6379872 LOC283200 6378384 6379755 1488 6378384 6379755 1488 6379233 6379729 639
Chr1 Complement NT_034400.2 AGGTCACTGTCACCC 116185 LOC343231 117673 117122 1488 117673 117122 1488 117673 117122 1488
Chr16 Normal NT_024797.13 AGGTTGCAGTGACCC 7753337 BM039 7751794 7778398 1543 7751848 7768169 1489 7757236 7768134 -3899
Chr4 Normal NT_037623.3 AGGACAAGCTGACCA 252830 LOC339981 251340 266840 1490 251340 266840 1490 256641 266840 -3811
Chr21 Complement NT_011515.10 AGGTCTCTCTGACCT 2089451 LOC343806 2090941 2057271 1490 2090941 2057271 1490 2090941 2057271 1490
Chr20 Complement NT_011362.8 ATGTCAGCATGACCA 17605021 LOC339581 17606514 17544699 1493 17606514 17544699 1493 17599444 17544699 -5577
Chr18 Complement NT_010879.13 CGCTCAAAATGACCC 965759 LOC256699 967254 966531 1495 967254 966531 1495 967235 966647 1476
Chr1 Normal NT_032962.4 GGCTCACGTTGACCA 1322411 SETDB1 1320865 1359207 1546 1320915 1359207 1496 1322187 1358836 224
Chr6 Normal NT_007592.13 TGGGCAGTCTGACCT 25049049 LOC285843 25047548 25051672 1501 25047548 25051672 1501 25050508 25050858 -1459
Chr7 Normal NT_007933.12 AGGTCAGCCTGAGCC 53469774 LOC340346 53468273 53471995 1501 53468273 53471189 1501 53468691 53469437 1083
Chr8 Complement NT_008046.13 GGGTGGGAGTGACCC 33710029 LOC346712 33711530 33710753 1501 33711530 33710753 1501 33711530 33710753 1501
Chr16 Normal NT_010552.13 GGGTCAGCCTGGCCT 2017730 MGRN1 2016229 2082405 1501 2016229 2082184 1501 2016396 2068997 1334
Chr20 Normal NT_011387.8 TGGTCACACTGTCCC 4644057 PRND 4642556 4649104 1501 4642556 4649104 1501 4645198 4645728 -1141
Chr13 Complement NT_009799.12 GGGTCACTGCAACCT 2729185 C13orf3 2730710 2707735 1525 2730687 2707735 1502 2726562 2709289 -2623
Chr7 Complement NT_007819.13 AGGTCAAGGTGACCT 44568591 LOC349118 44570093 44534078 1502 44570093 44534078 1502 44570093 44534078 1502
Chr8 Complement NT_008046.13 TGCTCAGAATGACCC 38269698 FLJ35721 38271201 38214556 1503 38271201 38214556 1503 38246440 38244054 -23258
Chr2 Complement NT_022184.12 AGGTCTAAATGACCA 34659194 KIAA1387 34661947 34591447 2753 34660697 34591447 1503 34660353 34592979 1159
Chr20 Normal NT_011362.8 GGGTCACAGCCACCT 17857091 LOC350929 17855588 17873665 1503 17855588 17873665 1503 17855588 17873665 1503
Chr2 Normal NT_022184.12 TGGTCTCGCTGACCT 64971517 LOC90785 64970013 64972624 1504 64970013 64972624 1504 64970260 64970565 1257
Chr12 Complement NT_009775.13 GGGTCAGTGCTACCC 9592333 MSI1 9593837 9566012 1504 9593837 9566012 1504 9593773 9570273 1440
Chr2 Normal NT_022184.12 TGGTCAGTTTGTCCT 9487547 LOC253558 9486042 9647099 1505 9486042 9647099 1505 9498412 9644999 -10865
Chr4 Normal NT_016606.15 TGGCCAAGCTGACCT 6585331 LOC345038 6583826 6653161 1505 6583826 6653161 1505 6583826 6653161 1505
Chr11 Normal NT_033899.5 AGGTGGCCTTGACCT 33109256 LOC283168 33107750 33111377 1506 33107750 33111377 1506 33109926 33110297 -670
Chr2 Complement NT_022135.13 AGGTGAGCATGACCT 11681559 LOC343969 11683065 11468362 1506 11683065 11468362 1506 11683065 11468362 1506
Chr14 Complement NT_026437.10 TTGTCAGGCTGACCC 44113228 SGPP1 44114775 44071964 1547 44114734 44071964 1506 44114703 44072864 1475
Chr20 Complement NT_011387.8 GGGCCACACTGACCC 3686883 C20orf27 3689034 3674161 2151 3688391 3674161 1508 3680747 3674705 -6136
Chr9 Normal NT_008470.15 GGGTCACCCTGCCCT 34161831 LOC286215 34160323 34169470 1508 34160323 34169470 1508 34168252 34168731 -6421
Chr15 Complement NT_010194.15 AGGTGAAGCTGACCA 50892019 LOC342121 50893528 50837284 1509 50893528 50837284 1509 50893528 50837284 1509
Chr20 Normal NT_011362.8 TTGTCAGAATGACCT 18348000 LOC350931 18346490 18556221 1510 18346490 18556221 1510 18346490 18556221 1510
Chr1 Normal NT_021937.15 AGGTTACAGTGACCT 973130 PGD 971035 992134 2095 971620 991821 1510 971620 991740 1510
Chr13 Complement NT_009952.13 GGGGCAGGTTGACCA 23527080 IRS2 23528591 23495862 1511 23528591 23495862 1511 23528076 23498327 996
Chr17 Complement NT_010641.13 GGCTCAGGATGACCC 7731044 LOC201294 7732555 7714869 1511 7732555 7714869 1511 7732176 7715804 1132
Chr21 Complement NT_011515.10 GGGTCACAGCGTCCT 1760733 LOC343805 1762244 1728177 1511 1762244 1728177 1511 1762244 1728177 1511
ChrX Complement NT_011726.10 GGGTCATGGCGACCC 2683478 PNMA5 2684991 2681604 1513 2684991 2681604 1513 2684375 2683029 897
Chr1 Normal NT_077960.1 AGGTCAGAGTGAGCC 2088 LOC350874 571 5995 1517 571 5995 1517 586 5995 1502
Chr19 Normal NT_011109.15 ACGTCACACTGACCT 21252814 LOC284356 21251296 21253760 1518 21251296 21253760 1518 21252275 21252583 539
Chr17 Normal NT_010783.13 TGGTCAGCTTAACCT 18285611 LOC342543 18284092 18296084 1519 18284092 18296084 1519 18284092 18296084 1519



Chr5 Complement NT_034772.4 AGGTCAGCATGCCCA 23827455 LOX 23828975 23817040 1520 23828975 23817040 1520 23828701 23817459 1246
Chr19 Complement NT_011255.13 TGGTAAAAATGACCC 3740290 MATK 3741810 3717968 1520 3741810 3717968 1520 3724831 3718181 -15459
Chr1 Complement NT_004668.15 AGGTCGTGTTGACAC 3274975 INSRR 3276496 3263066 1521 3276496 3263066 1521 3276404 3265379 1429
Chr10 Normal NT_033985.5 GGGTCGGTGTGTCCC 3296643 LOC283036 3295122 3298140 1521 3295122 3298140 1521 3296580 3296873 63
Chr19 Normal NT_011255.13 AGGGCACCATGACCT 1148163 STK11 1117557 1168428 30606 1146642 1168428 1521 1146913 1166646 1250
Chr14 Normal NT_026437.10 GGGACACCCCGACCC 85789564 MTA1 85788042 85838742 1522 85788042 85838735 1522 85788049 85838228 1515
Chr9 Normal NT_008413.15 AGGTCAGAATGACCA 37112157 FLJ22611 37110162 37348144 1995 37110634 37348144 1523 37116334 37347266 -4177
Chr13 Complement NT_009799.12 AGGTCATAAAGACCT 7650387 LOC338874 7651910 7600651 1523 7651910 7600651 1523 7651910 7600651 1523
Chr19 Normal NT_011295.10 AGGTCAGGGTGGCCC 3709050 LOC339372 3707526 3707876 1524 3707526 3707876 1524 3707526 3707876 1524
Chr11 Complement NT_033903.5 GGGTCAGTGTGACAT 10042942 LOC256470 10044467 10042128 1525 10044467 10042128 1525 10043421 10043032 479
Chr10 Complement NT_008705.14 AGGTCTTTATGACCT 8026236 LOC340909 8027761 7970699 1525 8027761 7970699 1525 8027761 7970699 1525
Chr22 Complement NT_019197.3 AGGTCACTGGGACCC 97204 MLC1 99025 72811 1821 98729 72811 1525 98322 75003 1118
Chr16 Normal NT_024797.13 GGGTGACAGTGACCA 10718887 LOC54550 10717361 10748222 1526 10717361 10748222 1526 10726560 10747796 -7673
Chr19 Complement NT_011255.13 GGCTCAGGCCGACCT 1823905 MGC5244 1825494 1816976 1589 1825432 1816976 1527 1821565 1817199 -2340
Chr1 Complement NT_077920.1 GGGTGGCCCTGACCT 381408 KIAA1922 382936 357671 1528 382936 357671 1528 373718 366065 -7690
Chr20 Complement NT_011362.8 TGGTCACTATGACCA 2300356 LOC128441 2301885 2296419 1529 2301885 2296419 1529 2301885 2296419 1529
Chr17 Complement NT_024871.10 TGGTCACCGTCACCC 1852348 LOC350481 1853879 1835202 1531 1853879 1835202 1531 1853879 1835202 1531
Chr12 Complement NT_009775.13 TGGTCACAGTGCCCT 6584930 NOS1 6586461 6435658 1531 6586461 6437858 1531 6555753 6439993 -29177
Chr10 Complement NT_030059.10 AGGTCAGTTTCACCA 24282663 COL17A1 24284222 24229604 1559 24284196 24229604 1533 24278989 24230551 -3674
Chr19 Normal NT_011109.15 GGGTCACCGCAACCC 25343252 FLJ10891 25341718 25356239 1534 25341718 25356239 1534 25345591 25354900 -2339
Chr7 Normal NT_007758.10 AGGTCAATCTGAGCA 6851368 LOC346339 6849834 6875578 1534 6849834 6875578 1534 6849834 6875578 1534
Chr5 Normal NT_023089.13 TGGTCACCGTGACGC 437852 SEC6 426086 454788 11766 436318 450138 1534 436747 449751 1105
Chr7 Complement NT_033968.4 GGGTCAATTCCACCT 4414766 SEC61G 4416301 4409318 1535 4416301 4409318 1535 4414650 4409473 -116
Chr1 Complement NT_019273.15 AGGTCACAGCCACCT 3694586 MGC19531 3696176 3690862 1590 3696122 3690862 1536 3693839 3691031 -747
Chr6 Complement NT_025741.12 GGCTCACTGCGACCT 47874682 LOC134637 47876219 47852557 1537 47876219 47852557 1537 47876131 47854029 1449
Chr1 Complement NT_004671.15 GGCTCAGCATGACCC 12918431 LOC343462 12919968 12862480 1537 12919968 12862480 1537 12919968 12862480 1537
Chr19 Normal NT_011109.15 TGGCCAGCATGACCT 8617565 NLG1 8616028 8626254 1537 8616028 8626254 1537 8616240 8625612 1325
Chr10 Complement NT_017795.15 GGCTCACTGCGACCT 340949 ECHS1 342774 331569 1825 342487 331569 1538 342416 331951 1467
Chr17 Complement NT_010641.13 AGGTCATCTCGACAC 7913597 EVPL 7915135 7894685 1538 7915135 7894685 1538 7915037 7894943 1440
Chr1 Normal NT_004511.15 AGGTCAGCGTGGCCT 2419457 LOC127559 2417919 2423754 1538 2417919 2423754 1538 2417989 2418357 1468
Chr5 Normal NT_034772.4 GGGTCACACAGACCA 40687202 LOC91397 40685664 40687727 1538 40685664 40687727 1538 40686798 40687385 404
Chr4 Normal NT_016354.15 GGGTCACAATGACAG 46035510 LOC344990 46033970 46058806 1540 46033970 46058806 1540 46033970 46058806 1540
Chr6 Normal NT_007592.13 AGGCCAGCCTGACCA 33493525 LOC346204 33491985 33492565 1540 33491985 33492565 1540 33491985 33492565 1540
Chr13 Normal NT_009799.12 AGGTCAGCGTCACCA 5054476 LOC221174 5052935 5057013 1541 5052935 5057013 1541 5056650 5056967 -2174
Chr11 Normal NT_033927.5 GGGTCGGGTTGACTC 1910681 IL18BP 1908043 1915790 2638 1909138 1913828 1543 1910066 1911971 615
Chr16 Normal NT_024797.13 GGGTCACTGCAACCT 11810206 KIAA0513 11773202 11839671 37004 11808663 11839671 1543 11812523 11833776 -2317
Chr22 Normal NT_011519.10 GGCTCGGCTTGACCT 1189395 LOC284856 1187852 1189136 1543 1187852 1189136 1543 1188644 1188952 751
Chr1 Normal NT_037485.3 AGGTTGCAGTGACCC 757238 CDW52 755623 758222 1615 755694 758219 1544 755718 758002 1520
Chr19 Complement NT_011109.15 TGGTCAGGCTGGCCT 23722922 KLK5 23724539 23714751 1617 23724466 23714751 1544 23724103 23715077 1181
Chr4 Complement NT_016354.15 AGGTTGCAGTGACCC 24503171 ADH5 24504717 24487067 1546 24504717 24487067 1546 24504555 24488272 1384
Chr3 Normal NT_005612.13 GGGACAAATTGACCA 35454531 LOC339943 35452984 35463974 1547 35452984 35463974 1547 35452984 35463974 1547
Chr5 Normal NT_077451.2 CGGACACCCTGACCC 321923 LOC348990 320375 322970 1548 320375 322970 1548 320375 322970 1548
Chr20 Complement NT_011387.8 AGGTCACTGCAACCT 7168163 LOC343649 7169712 7169371 1549 7169712 7169371 1549 7169712 7169371 1549
Chr11 Normal NT_009237.15 GGGACAGGCCGACCT 11137565 NAV2 10773375 11544248 364190 11136016 11544248 1549 11136346 11540917 1219
Chr7 Normal NT_007933.12 AGGTCAGCCTGAGCC 53469823 LOC340346 53468273 53471995 1550 53468273 53471189 1550 53468691 53469437 1132
Chr8 Complement NT_008046.13 CGGTCAAGTTGACAC 22997525 LOC346899 22999075 22918647 1550 22999075 22918647 1550 22999026 22918647 1501
Chr5 Normal NT_023133.11 GGGTCATAAAGACCT 15598016 LOC351835 15596464 15608066 1552 15596464 15608066 1552 15596464 15608066 1552
Chr11 Complement NT_033903.5 GAGTCAACTTGACCA 8430569 HRASLS2 8432122 8421509 1553 8432122 8421509 1553 8432063 8421703 1494
Chr16 Complement NT_035363.3 GGGTCACACTGCCCT 394867 LOC91807 396420 355626 1553 396420 355626 1553 396232 355815 1365
Chr11 Normal NT_035113.4 AGGTCAGTGTGAGCC 1019942 LOC154990 1018388 1022556 1554 1018388 1021731 1554 1019477 1020697 465
Chr11 Normal NT_033927.5 CGGTCACTGTAACCC 1657535 LOC220071 1655980 1659457 1555 1655980 1659457 1555 1658439 1658978 -904
Chr5 Complement NT_006431.13 AGGGCGCGCTGACCC 829188 LOC153630 830744 829796 1556 830744 829796 1556 830103 829816 915
Chr4 Complement NT_022853.14 AGGTCATGGTGACCT 4153330 LOC345179 4154887 4126447 1557 4154887 4126447 1557 4154887 4126447 1557
Chr3 Normal NT_005927.15 TGGTCAGGGTGGCCT 14919646 NR2C2 14918089 15023958 1557 14918089 15013551 1557 14974275 15013367 -54629
Chr20 Complement NT_011362.8 TGGTGAGTCTGACCT 474635 KIAA0889 476383 468324 1748 476193 472072 1558 476072 474516 1437
ChrY Normal NT_011903.9 CGGTCACGGTGACTC 4111917 LOC140149 4110359 4111698 1558 4110359 4111698 1558 4110359 4111698 1558
Chr19 Normal NT_011109.15 GGGTCGTAAAGACCT 4809305 LOC147942 4807746 4815980 1559 4807746 4815980 1559 4807770 4815810 1535
Chr10 Normal NT_008583.15 AGGGCAAGGTGACCA 24042933 LOC340852 24041374 24044571 1559 24041374 24044571 1559 24042983 24044571 -50
Chr12 Complement NT_009714.15 GGGTTACAGTGACCG 1195822 LOC283324 1197384 1193913 1562 1197384 1193913 1562 1195098 1194634 -724
Chr11 Complement NT_033903.5 GGGTTACAGTGACCG 12714970 LOC219918 12716534 12713063 1564 12716534 12713063 1564 12714169 12713543 -801
Chr15 Complement NT_035325.4 GGGTCTTTGTGACCT 2330606 LOC145760 2332171 2326400 1565 2332171 2330878 1565 2332084 2331267 1478
Chr12 Complement NT_029419.10 AGGTCAGTGTGACCT 12341242 LOC283331 12342808 12339357 1566 12342808 12339357 1566 12341264 12340055 22
Chr7 Complement NT_007933.12 AGGCCAAGATGACCT 27438290 CAPRI 27439924 27402818 1634 27439857 27405941 1567 27439857 27405941 1567
Chr2 Complement NT_005079.12 AGGTCATGGTGAGCC 1023227 LOC339761 1024794 1002859 1567 1024794 1002859 1567 1022576 1006298 -651
Chr19 Complement NT_011109.15 GGGTCATGTTGGCCG 23804770 KLK12 23806676 23800538 1906 23806338 23800538 1568 23806067 23800601 1297
Chr1 Complement NT_034471.3 GGCTCACACTGACCT 141352 LOC339440 142920 139093 1568 142920 139918 1568 141831 140952 479
Chr21 Complement NT_011515.10 TGGACATGGTGACCC 2089371 LOC343806 2090941 2057271 1570 2090941 2057271 1570 2090941 2057271 1570
ChrY Complement NT_011903.9 GAGTCACCGTGACCG 2142011 LOC140129 2143583 2142244 1572 2143583 2142244 1572 2143583 2142244 1572
Chr1 Complement NT_034410.4 AGTTCACTGTGACCT 268011 LOC348385 269583 268383 1572 269583 268383 1572 269583 268383 1572
Chr6 Complement NT_078023.1 GGGTGGGAGTGACCC 328670 LOC352177 330242 298538 1572 330242 298538 1572 330242 298538 1572
Chr17 Complement NT_010799.13 TGGTCAGTTTCACCT 3638919 LOC339279 3640492 3637482 1573 3640492 3637482 1573 3640250 3637674 1331
Chr14 Normal NT_026437.10 AGGTCACCTCGTCCC 77331531 C14orf63 77329957 77331772 1574 77329957 77331772 1574 77329960 77331768 1571
Chr5 Normal NT_034772.4 AGGTAGAAATGACCC 5011028 LOC90355 5009416 5029374 1612 5009454 5029374 1574 5026634 5027254 -15606
Chr17 Complement NT_010718.13 AGGTGATCATGACCC 16332557 PEMT 16334146 16243131 1589 16334131 16248016 1574 16319463 16248242 -13094
Chr17 Complement NT_010718.13 AGGTGATCATGACCC 16332557 PEMT 16334146 16243131 1589 16334131 16248016 1574 16334077 16248242 1520
Chr12 Normal NT_029419.10 GGGTGAAAGTGACCT 27363291 KIAA0984 27318279 27415717 45012 27361716 27415389 1575 27361966 27412874 1325
Chr7 Normal NT_007933.12 AGGTCACCCTGACCT 29373841 LOC346612 29372266 29428114 1575 29372266 29428114 1575 29372266 29428114 1575
Chr10 Complement NT_037753.3 TGTTCATTGTGACCT 143219 ERG-1 152539 138860 9320 144796 138860 1577 143597 138979 378
Chr19 Complement NT_011109.15 GGGGCATTGTGACCC 11709968 FBXO26 11734598 11700260 24630 11711545 11700260 1577 11709177 11701466 -791
Chr20 Normal NT_011387.8 AGCTCACTGCGACCT 3789889 LOC284762 3788312 3794513 1577 3788312 3794513 1577 3788383 3788715 1506
Chr16 Normal NT_019609.11 TGGTCACCCTGATCC 695347 LOC342380 693770 722864 1577 693770 722864 1577 693770 722864 1577
Chr3 Complement NT_005612.13 GGGTCAGCGAGACCA 29817938 MYLK 29949665 29732045 131727 29819515 29732046 1577 29738295 29732106 -79643
Chr3 Complement NT_005612.13 GGGTCAGCGAGACCA 29817938 MYLK 29949665 29732045 131727 29819515 29732046 1577 29818702 29732106 764
Chr3 Complement NT_005612.13 GGGTCAGCGAGACCA 29817938 MYLK 29949665 29732045 131727 29819515 29732046 1577 29911842 29732106 93904
Chr12 Complement NT_009714.15 AGGTCACTGCAACCT 3082134 OLR1 3083711 3069876 1577 3083711 3069876 1577 3083650 3071453 1516
Chr2 Normal NT_005120.13 GGGGCAGGCTGACCC 5004682 FLJ37034 5003103 5007983 1579 5003103 5007983 1579 5006219 5006656 -1537
Chr7 Normal NT_007933.12 TGGTGACTATGACCT 21620773 LOC346599 21619194 21722886 1579 21619194 21722886 1579 21619194 21722886 1579
Chr2 Normal NT_005120.13 TGGCCAGGCTGACCT 4901727 SCLY 4900148 4937771 1579 4900148 4937771 1579 4900166 4937466 1561
Chr20 Normal NT_011333.5 TGGTCTGTGCGACCT 166017 C20orf20 164388 168574 1629 164436 168574 1581 164507 167626 1510
Chr2 Complement NT_005403.13 GGGTCAAAGTGCCCC 82552955 GPR66 82554536 82547204 1581 82554536 82547204 1581 82554405 82549087 1450
Chr2 Complement NT_005403.13 AGGTCTCTCTGACCT 78740478 SLC19A3 78742059 78709259 1581 78742059 78709259 1581 78726367 78711446 -14111
Chr1 Complement NT_004610.15 AGGTCAGGATGAACA 4216705 LOC148894 4218288 4214701 1583 4218288 4214701 1583 4216730 4216377 25
Chr6 Normal NT_025741.12 GGGTCACTGCAACCT 16546292 WISP3 16544707 16560318 1585 16544707 16560318 1585 16544990 16560252 1302



Chr6 Normal NT_025741.12 GGGTCACTGCAACCT 16546292 WISP3 16544707 16560318 1585 16544707 16560318 1585 16550645 16560252 -4353
Chr6 Complement NT_007592.13 TGGTCTCACTGACCT 20883676 C6orf12 20885923 20843672 2247 20885262 20881036 1586 20881811 20881248 -1865
Chr6 Complement NT_033951.3 TGGTCTCACTGACCT 1475783 C6orf12 1478030 1435780 2247 1477369 1473143 1586 1473918 1473355 -1865
Chr6 Complement NT_034874.2 TGGTCTCACTGACCT 1330573 C6orf12 1332820 1290944 2247 1332159 1327933 1586 1328708 1328145 -1865
Chr14 Normal NT_026437.10 AGCTCACAGTGACCA 42467696 CHR14SYT 42466106 42488468 1590 42466106 42488468 1590 42467926 42487466 -230
Chr8 Normal NT_008046.13 AGGTCATACAGACCT 4233343 DECR1 4231753 4282427 1590 4231753 4282400 1590 4231894 4282298 1449
Chr1 Complement NT_077389.2 CTGTCAAGATGACCC 375305 LOC149401 376895 373567 1590 376895 373567 1590 374669 374379 -636
Chr14 Complement NT_026437.10 AGGTCACGTTGCCCT 74342216 ASB2 74363117 74320540 20901 74343808 74320554 1592 74343319 74321043 1103
Chr19 Complement NT_011295.10 AGGTCGCAGTGAGCC 1711509 ICAM3 1713139 1707256 1630 1713102 1707256 1593 1713092 1707335 1583
Chr17 Complement NT_010641.13 GGGACAGAATGACCA 6432491 CMRF35 6434086 6429051 1595 6434086 6429051 1595 6433725 6429532 1234
Chr3 Complement NT_005962.15 AGGTGATGGTGACCT 16163890 LOC351555 16165487 16106619 1597 16165487 16106619 1597 16165487 16106619 1597
Chr14 Complement NT_026437.10 AGGTCACATTCACCA 50910095 ADAM20 50921773 50909116 11678 50911693 50909116 1598 50911515 50909335 1420
Chr3 Normal NT_005962.15 GGGTCACTGCAACCT 14536659 NDUFB5 14535058 14554750 1601 14535061 14554749 1598 14535067 14554291 1592
Chr7 Normal NT_007933.12 AGGTCAGTGTGAGCC 53469872 LOC340346 53468273 53471995 1599 53468273 53471189 1599 53468691 53469437 1181
Chr4 Normal NT_016297.14 AGGTCATAATCACCT 591595 LOC344952 589996 635646 1599 589996 635646 1599 589996 635646 1599
Chr6 Normal NT_007592.13 AGGGCATCATGACCC 3577692 KIAA1733 3576091 4145846 1601 3576091 4145846 1601 3577235 4145561 457
Chr17 Normal NT_010748.12 CGCTCATTGTGACCC 579953 LOC146894 578329 594799 1624 578352 594799 1601 578390 593084 1563
Chr4 Normal NT_022792.15 TGGACAATATGACCT 18398217 LOC345132 18396616 18404358 1601 18396616 18404358 1601 18396616 18404358 1601
Chr15 Normal NT_037852.3 AGGTCGTGGTGACTC 841132 LOC348119 839531 841419 1601 839531 841419 1601 839531 841419 1601
Chr22 Normal NT_011520.9 GGGGCAGGGTGACCT 16726446 MPST 16724845 16734917 1601 16724845 16734917 1601 16729311 16734609 -2865
Chr16 Normal NT_010498.13 AGGTCGCAGTGAACT 16603977 NUTF2 16602350 16628064 1627 16602376 16626775 1601 16620591 16626373 -16614
Chr11 Normal NT_035113.4 AGGTCAGCGTGAGCC 1019990 LOC154990 1018388 1022556 1602 1018388 1021731 1602 1019477 1020697 513
Chr4 Complement NT_016354.15 AGGTCACCCCGGCCT 8693313 CL640 8700669 8679684 7356 8694916 8679684 1603 8687981 8683031 -5332
Chr1 Complement NT_077980.2 AGGTCAGTGCCACCT 84278 LOC350895 85881 56156 1603 85881 56156 1603 85881 56156 1603
Chr14 Normal NT_026437.10 GGGTCATTACGACTC 17052547 PAX9 17050944 17066991 1603 17050944 17065909 1603 17051334 17065696 1213
Chr8 Normal NT_008183.16 TGGTCAGGCTGATCT 15970622 LOC346973 15969018 16020791 1604 15969018 16020791 1604 15969045 16020791 1577
Chr5 Complement NT_023133.11 AGGTCACCCTGACAT 8442944 LOC345476 8444552 8281325 1608 8444552 8281325 1608 8444552 8281325 1608
Chr1 Complement NT_004668.15 GGGACAGAATGACCA 15924669 F5 15926328 15853968 1659 15926280 15853968 1611 15926183 15854110 1514
Chr22 Normal NT_011523.9 CGGTCAGGCTGAGCT 1602133 LOC343909 1600522 1601726 1611 1600522 1601726 1611 1600522 1601726 1611
Chr19 Complement NT_011255.13 GGGGCAGGGTGACCC 3495950 MGC20700 3497561 3484198 1611 3497561 3484198 1611 3497401 3484708 1451
Chr21 Normal NT_011512.8 AGGTCACCATGCCCC 23104328 CBR1 23102691 23105857 1637 23102716 23105857 1612 23102809 23105575 1519
Chr6 Normal NT_007592.13 TGGTAAAGCTGACCT 20009163 LOC346167 20007551 20049807 1612 20007551 20049807 1612 20007551 20049807 1612
Chr6 Normal NT_034874.2 TGGTAAAGCTGACCT 454299 LOC347632 452687 494916 1612 452687 494916 1612 452687 494916 1612
Chr6 Normal NT_033951.3 TGGTAAAGCTGACCT 606297 LOC347655 604685 646918 1612 604685 646918 1612 604685 646918 1612
Chr16 Normal NT_010552.13 AGGTTGCAGTGACCC 276235 LOC114984 274622 290808 1613 274622 290808 1613 287877 290576 -11642
Chr10 Normal NT_030059.10 TGTTCAGTATGACCC 11252915 LOC340662 11251302 11251772 1613 11251302 11251772 1613 11251302 11251772 1613
Chr6 Normal NT_007592.13 AGATCGAGGTGACCT 22639510 HSPA1A 22637139 22640278 2371 22637896 22640278 1614 22638093 22640018 1417
Chr6 Normal NT_033951.3 AGATCGAGGTGACCT 3231038 HSPA1A 3228667 3231806 2371 3229424 3231806 1614 3229621 3231546 1417
Chr6 Normal NT_034874.2 AGATCGAGGTGACCT 3088354 HSPA1A 3085983 3089122 2371 3086740 3089122 1614 3086937 3088862 1417
Chr1 Complement NT_034471.3 GGCTCACGCTGACCT 141304 LOC339440 142920 139093 1616 142920 139918 1616 141831 140952 527
Chr5 Complement NT_034772.4 AGGTCAGCATGCCCA 23827455 LOC348959 23829071 23828242 1616 23829071 23828242 1616 23828716 23828242 1261
Chr19 Normal NT_011109.15 AGCTCAGCCTGACCT 2572736 CCNE1 2571119 2583436 1617 2571119 2583436 1617 2571681 2582902 1055
Chr19 Normal NT_011109.15 AGCTCAGCCTGACCT 2572736 CCNE1 2571119 2583436 1617 2571119 2583436 1617 2571836 2582902 900
Chr17 Normal NT_010755.13 TGGTCAGGTTGATCT 3811249 DKFZP434H0115 3809632 3840389 1617 3809632 3840389 1617 3809700 3840389 1549
Chr21 Complement NT_011512.8 GGGTAACCTTGACCC 22523314 LOC343774 22524931 22504963 1617 22524931 22504963 1617 22524931 22504963 1617
Chr9 Complement NT_008413.15 GAGTCAGGATGACCT 35737608 GBA2 35739226 35726865 1618 35739226 35726865 1618 35738702 35727167 1094
Chr5 Complement NT_034772.4 AGGTCGCAGTGAGCC 40213681 LOC340081 40215299 40205247 1618 40215299 40205247 1618 40215299 40205247 1618
Chr1 Normal NT_031730.8 CAGTCAGAATGACCC 200498 LOC343171 198880 199824 1618 198880 199824 1618 198880 199824 1618
ChrX Complement NT_011568.12 TGGTCAGCATGTCCC 10432181 LOC347342 10433799 10427658 1618 10433799 10427658 1618 10433799 10427658 1618
Chr2 Normal NT_005416.10 TGGTCAGTGTGGCCT 979761 AGXT 978142 988517 1619 978142 988517 1619 978263 988218 1498
Chr4 Complement NT_022853.14 TGGTCAGGCTGATCT 5314802 IGFBP7 5316712 5236457 1910 5316422 5237129 1620 5316400 5237366 1598
Chr6 Normal NT_007592.13 AGATCGAGGTGACCT 22651709 HSPA1B 22650088 22652599 1621 22650088 22652599 1621 22650292 22652217 1417
Chr6 Normal NT_033951.3 AGATCGAGGTGACCT 3243234 HSPA1B 3241613 3244123 1621 3241613 3244123 1621 3241817 3243742 1417
Chr6 Normal NT_034874.2 AGATCGAGGTGACCT 3100548 HSPA1B 3098927 3101434 1621 3098927 3101434 1621 3099131 3101056 1417
Chr16 Complement NT_010552.13 GGGTCAAAATGCCCC 2156978 KIAA0557 2158600 2139674 1622 2158600 2139674 1622 2157413 2143811 435
Chr6 Normal NT_007592.13 ATGTCAAATTGACCT 6989253 MIR 6987584 7006727 1669 6987631 7005355 1622 6987805 7005233 1448
Chr1 Normal NT_004536.14 GGCTCACCACGACCT 1344771 LOC343162 1343148 1343817 1623 1343148 1343817 1623 1343148 1343817 1623
Chr14 Normal NT_026437.10 TTGTCATAGTGACCC 35659744 FBXO34 35658120 35740368 1624 35658120 35740368 1624 35738368 35739285 -78624
Chr17 Normal NT_010799.13 AGGTCAACATTACCT 1589577 WHN 1587953 1602169 1624 1587953 1602169 1624 1587982 1601448 1595
Chr6 Complement NT_007583.11 CCGTCAGGGTGACCC 254253 LOC285804 255878 245785 1625 255878 245785 1625 254461 247132 208
Chr15 Complement NT_010194.15 AGGTCAGGTTTACCA 19725082 FBN1 19727596 19491798 2514 19726710 19491798 1628 19726577 19492798 1495
Chr19 Normal NT_011109.15 AGGTCATTCTGTCCT 6101439 LOC199709 6099810 6100940 1629 6099810 6100940 1629 6099810 6100940 1629
Chr10 Normal NT_030059.10 TGGTCAGGCTGGCCT 30573412 LOC340697 30571782 30692334 1630 30571782 30692334 1630 30571782 30692334 1630
Chr22 Normal NT_011520.9 GGGTGACCTTGACCA 9268451 NEFH 9257476 9277948 10975 9266821 9277948 1630 9266821 9277261 1630
Chr1 Normal NT_077927.1 AGGTCACTGCAACCT 884952 LOC148289 883319 911189 1633 883319 911189 1633 906313 911053 -21361
Chr9 Complement NT_008413.15 GGGTGGGAGTGACCC 2889945 LOC286342 2891578 2890350 1633 2891578 2890350 1633 2891578 2890350 1633
Chr19 Normal NT_011255.13 GGGGCATGGTGACCC 5615007 LOC342961 5613374 5617572 1633 5613374 5617572 1633 5613374 5617572 1633
Chr3 Complement NT_005999.15 GGGCCACAGCGACCT 934780 PCBP4 936414 930982 1634 936414 930982 1634 934202 931585 -578
Chr3 Complement NT_005999.15 GGGCCACAGCGACCT 934780 PCBP4 936414 930982 1634 936414 930982 1634 934762 931585 -18
Chr15 Normal NT_010194.15 GGGTCAAGGTCACCT 36309220 LOC283672 36307585 36309399 1635 36307585 36309399 1635 36308591 36308968 629
Chr11 Complement NT_035086.3 TGGTCAGGCTGATCT 202803 LOC340966 204438 176559 1635 204438 176559 1635 204438 176559 1635
Chr3 Complement NT_005825.15 AGGTCACCTTAACCA 4296816 LRRC2 4312209 4247550 15393 4298451 4247550 1635 4283718 4251141 -13098
Chr19 Normal NT_011109.15 TGGTCAGCCTGATCT 22108561 CD37 22106618 22112049 1943 22106925 22111991 1636 22106988 22111775 1573
Chr1 Complement NT_019273.15 AGGCCAGAATGACCA 3694485 MGC19531 3696176 3690862 1691 3696122 3690862 1637 3693839 3691031 -646
Chr2 Complement NT_005403.13 AGGTCACTGCAACCT 41629507 LOC344052 41631145 41575899 1638 41631145 41575899 1638 41631145 41575899 1638
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1489952 1482290 1638 1493309 1483085 4995
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1489952 1482290 1638 1489823 1483085 1509
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1489952 1482290 1638 1493309 1484152 4995
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1489952 1482290 1638 1484562 1483085 -3752
Chr9 Complement NT_008470.15 GGGTCGTTGTGAGCC 32437980 ENG 32439670 32399931 1690 32439619 32399931 1639 32439269 32400831 1289
Chr8 Complement NT_030032.8 AGATCACACTGACCA 190150 LOC349180 191789 181440 1639 191789 181440 1639 191789 181440 1639
Chr10 Normal NT_008583.15 GGGTCGGTGTGTCCC 299694 LOC283020 298053 301191 1641 298053 301191 1641 299631 299924 63
Chr15 Normal NT_010194.15 GGCTCACTGCGACCT 13579087 SNAP23 13577443 13627160 1644 13577446 13614867 1641 13593656 13613287 -14569
Chr4 Normal NT_016606.15 TGGTCAGGCTGGCCT 1458251 CCRN4L 1456608 1486756 1643 1456608 1486571 1643 1456801 1486293 1450
Chr19 Normal NT_011295.10 GGGTTATGCTGACCA 1828082 PDE4A 1826417 1843108 1665 1826439 1843108 1643 1826742 1841099 1340
Chr17 Complement NT_010718.13 GGGTCAGCCTGCCCT 2665206 P2RX1 2666850 2646775 1644 2666850 2646775 1644 2666409 2647998 1203
Chr19 Normal NT_011295.10 GGGTCACTACAACCT 7487083 MEL 7485269 7507842 1814 7485438 7507245 1645 7485514 7505916 1569
Chr1 Complement NT_004873.14 AGGTCGCAGTGAGCC 2226309 CASP9 2228206 2195939 1897 2227955 2195962 1646 2227860 2196603 1551
Chr1 Normal NT_021877.15 AGGTCATTGTGAACA 6469149 FLVCR 6467503 6506103 1646 6467503 6504661 1646 6467701 6504538 1448
Chr17 Normal NT_010718.13 AGGTCAGCTTGGCCA 3585252 LOC350404 3583605 3602638 1647 3583605 3602638 1647 3583605 3602638 1647
Chr6 Complement NT_007422.12 AGGTTGCAGTGACCC 6031187 LOC285796 6032835 6018358 1648 6032835 6018358 1648 6028893 6019338 -2294
Chr3 Normal NT_006014.14 GAGTCAGGATGACCC 856534 FLJ12565 842008 874034 14526 854885 874032 1649 855142 873984 1392
Chr11 Normal NT_035113.4 AGGTCAGTGTGAGCC 1020039 LOC154990 1018388 1022556 1651 1018388 1021731 1651 1019477 1020697 562



Chr12 Normal NT_009759.15 TGGTCACCATGACCA 5008998 KCNA5 5007346 5010210 1652 5007346 5010210 1652 5007575 5009416 1423
Chr2 Normal NT_005403.13 AGGTCATAAAGACCT 60179969 LOC344474 60178317 60204293 1652 60178317 60204293 1652 60178317 60204293 1652
Chr4 Normal NT_022792.15 AGGTCACTGCAACCT 20083811 LOC345138 20082159 20173668 1652 20082159 20173668 1652 20082159 20173668 1652
Chr14 Complement NT_026437.10 GGGTCACAATGGCCG 84753716 LOC348056 84755368 84720362 1652 84755368 84720362 1652 84755368 84720362 1652
Chr2 Complement NT_022184.12 GGGTCATACTGGCCT 3121936 TP53I3 3124003 3116238 2067 3123588 3116239 1652 3123129 3116382 1193
Chr8 Complement NT_008183.16 AGGTAAAAATGACCC 8867437 MOS 8869090 8868050 1653 8869090 8868050 1653 8869090 8868050 1653
Chr1 Complement NT_004487.15 AGGACACTCTGACCC 11433433 RGS8 11435105 11403985 1672 11435086 11408829 1653 11434996 11408907 1563
Chr6 Normal NT_007592.13 AGATCACGCTGACCT 20551118 HLA-F 20549340 20566366 1778 20549464 20552506 1654 20549464 20552407 1654
Chr6 Normal NT_033951.3 AGATCACGCTGACCT 1145591 HLA-F 1143813 1160813 1778 1143937 1146979 1654 1143937 1146880 1654
Chr6 Normal NT_034874.2 AGATCACGCTGACCT 996298 HLA-F 994520 1011534 1778 994644 997686 1654 994644 997587 1654
Chr2 Normal NT_022184.12 GGGTCACTCCCACCC 39184528 LOC351171 39182874 39208530 1654 39182874 39208530 1654 39182874 39208530 1654
Chr7 Normal NT_007819.13 AGGTCACAGTGAGCA 39020043 RALA 38955287 39039831 64756 39018389 39037960 1654 39018389 39037960 1654
Chr6 Normal NT_007592.13 AGATCACACTGACCT 20768098 HLA-A 20711486 20833844 56612 20766443 20769174 1655 20766443 20769174 1655
Chr6 Normal NT_034874.2 AGATCACACTGACCT 1215389 HLA-A 1158786 1281134 56603 1213734 1216465 1655 1213734 1216465 1655
Chr4 Complement NT_006051.15 AGGTCACAGGGACCC 902283 LOC152762 903938 901980 1655 903938 901980 1655 903789 903358 1506
Chr8 Complement NT_030737.7 AGGTCAGTCTGACGC 4194992 LOC346826 4196647 4142060 1655 4196647 4142060 1655 4196647 4142060 1655
Chr6 Normal NT_033951.3 AGATCACACTGACCT 1360245 HLA-A 1305632 1361897 54613 1358589 1361321 1656 1358589 1361321 1656
Chr10 Normal NT_077567.2 GGGTCAATTTAACCA 2736432 AKR1C4 2733402 2756889 3030 2734775 2756889 1657 2734808 2756700 1624
Chr6 Complement NT_025741.12 AGGTCACAGTGAGCC 8634509 LOC135527 8636166 8635002 1657 8636166 8635002 1657 8636166 8635002 1657
Chr8 Complement NT_030032.8 AGATCACACTGACCA 190130 LOC349180 191789 181440 1659 191789 181440 1659 191789 181440 1659
Chr22 Complement NT_011520.9 TGCTCAGGCTGACCT 20714393 LOC351057 20716054 20682299 1661 20716054 20682299 1661 20716054 20682299 1661
Chr9 Complement NT_024000.15 AGGTCAGTCTCACCC 189656 NOTCH1 191317 139976 1661 191317 139976 1661 191317 141602 1661
Chr11 Complement NT_033899.5 GGGTCACGATCACCG 22469928 HYOU1 22471591 22458579 1663 22471591 22458579 1663 22470551 22459984 623
Chr1 Normal NT_032962.4 GGGTCAGGATGGCCA 3155725 LOC343050 3154061 3155800 1664 3154061 3155800 1664 3154061 3155800 1664
Chr15 Normal NT_010194.15 TGGTCAGGCTGATCT 34961356 LOC350168 34959692 34978636 1664 34959692 34978636 1664 34959692 34978636 1664
Chr19 Normal NT_011255.13 GGGCCAGGATGACCA 1179843 LOC339364 1178178 1178833 1665 1178178 1178833 1665 1178432 1178833 1411
Chr1 Complement NT_034471.3 GGCTCACATTGACCT 141255 LOC339440 142920 139093 1665 142920 139918 1665 141831 140952 576
Chr8 Complement NT_023666.15 GGGTGGGAGTGACCT 5295510 LOC286130 5297176 5295794 1666 5297176 5295794 1666 5296996 5296904 1486
Chr17 Complement NT_010718.13 AGGTCATAAAGACCT 14304314 LOC201158 14306010 14244716 1696 14305982 14244716 1668 14305899 14245315 1585
Chr6 Complement NT_034874.2 AGGTCAGTGTGATCT 2626671 HLA-C 2628355 2539931 1684 2628341 2539932 1670 2628338 2540349 1667
Chr2 Normal NT_005058.13 AGGTCATGGTGAGCT 869267 LOC150776 859498 888154 9769 867596 888154 1671 875151 887028 -5884
Chr11 Normal NT_009237.15 AGGTCTTTATGACCT 3801878 PARVA 3800177 3953449 1701 3800207 3953449 1671 3800299 3950576 1579
Chr5 Normal NT_034772.4 AGGTCATTCCGAGCT 40687337 LOC91397 40685664 40687727 1673 40685664 40687727 1673 40686798 40687385 539
Chr12 Complement NT_009714.15 TGGTCATGATGAGCT 1144135 LOC196484 1145810 1141769 1675 1145810 1141769 1675 1142316 1141996 -1819
Chr6 Complement NT_007592.13 AGGTCAGTGTGATCT 22177732 HLA-B 22179408 22176331 1676 22179408 22176331 1676 22179398 22176724 1666
Chr5 Normal NT_029289.9 AGGTCACAGTGAGCC 11496868 LOC351866 11495192 11521350 1676 11495192 11521350 1676 11495192 11521350 1676
Chr6 Complement NT_034874.2 AGGTCAGTGTGATCT 2626671 HLA-C 2628355 2539931 1684 2628348 2625270 1677 2628338 2540349 1667
Chr8 Normal NT_008046.13 AGGTCATGATAACCA 600987 WWP1 573103 698022 27884 599310 697825 1677 604393 697235 -3406
Chr21 Complement NT_011515.10 GGGTCATTGCAACCT 1670820 C21orf67 1672566 1667381 1746 1672498 1667381 1678 1670257 1667465 -563
Chr21 Complement NT_011512.8 AGATCAGCCTGACCA 3576347 LOC350985 3578025 3504679 1678 3578025 3504679 1678 3578025 3504679 1678
Chr8 Normal NT_008183.16 AGGTCTCTGTGACCC 27650318 LOC347032 27648639 27674339 1679 27648639 27674339 1679 27648639 27674339 1679
Chr9 Complement NT_024000.15 CGGTCTCCCTGACCC 832383 ANAPC2 834063 820315 1680 834063 820315 1680 834063 820473 1680
Chr9 Normal NT_008413.15 GGGTGGCCTTGACCT 37414389 GRHPR 37412667 37426987 1722 37412708 37426987 1681 37412749 37426780 1640
Chr6 Normal NT_034880.2 AGGTCAGCTTGACTT 851618 LOC221768 849937 851055 1681 849937 851055 1681 849937 851055 1681
Chr1 Normal NT_028054.12 GGGTTATGTTGACCT 215121 KCNAB2 213439 287582 1682 213439 287582 1682 227688 285693 -12567
Chr1 Normal NT_021937.15 TGGTCTCTTTGACCC 3402101 LOC65122 3400419 3405242 1682 3400419 3405242 1682 3402343 3405112 -242
Chr19 Complement NT_011109.15 GGGTCACTGCAACCT 12707068 FCGBP 12708751 12622189 1683 12708751 12622189 1683 12708743 12622345 1675
Chr17 Complement NT_010641.13 TGGTCATGCTGGCCC 10208793 LOC350387 10210478 10171444 1685 10210478 10171444 1685 10210478 10171444 1685
Chr19 Complement NT_011295.10 GGGTCACAGGGACCC 9667974 LOC350632 9669659 9658941 1685 9669659 9658941 1685 9669659 9658941 1685
Chr11 Complement NT_033903.5 GGGTCACAGTGACCT 4263280 LOC219980 4264966 4260217 1686 4264966 4260217 1686 4264966 4260217 1686
Chr13 Normal NT_024524.12 GGGTGGGTATGACCT 5944799 LOC122014 5943112 5943678 1687 5943112 5943678 1687 5943112 5943678 1687
Chr21 Normal NT_011512.8 GGGTCAAACTGAACA 3594708 LOC343731 3593021 3614043 1687 3593021 3614043 1687 3593021 3614043 1687
Chr5 Complement NT_006431.13 GGGTAATTTTGACCT 5571150 FLJ90709 5572895 5486421 1745 5572838 5486421 1688 5558529 5487065 -12621
Chr16 Complement NT_019609.11 GAGTCAGAATGACCA 1995383 LOC350312 1997071 1985053 1688 1997071 1985053 1688 1997071 1985053 1688
Chr2 Complement NT_022184.12 AGGTCATGGGGACCT 51189207 P450RAI-2 51190895 51172382 1688 51190895 51172382 1688 51190895 51175288 1688
Chr14 Normal NT_026437.10 AGGTTGCTGTGACCC 57530841 LOC341916 57529152 57588501 1689 57529152 57588501 1689 57538037 57588501 -7196
Chr5 Complement NT_023089.13 AGGTGGAGCTGACCC 1169389 LOC348931 1171078 1168388 1689 1171078 1168388 1689 1170242 1169538 853
Chr1 Normal NT_021937.15 TGGTCTCCATGACCC 3336713 LOC65121 3335024 3339701 1689 3335024 3339701 1689 3336855 3339623 -142
Chr6 Complement NT_007592.13 AGGTCAGTGTGATCT 22093181 HLA-C 22094871 22091549 1690 22094871 22091549 1690 22094868 22091966 1687
ChrX Complement NT_011669.13 AGGTCGCAGTGAGCC 8275457 IL2RG 8277154 8272508 1697 8277147 8273003 1690 8277133 8273330 1676
Chr7 Complement NT_007741.12 TGGTCACCTTCACCC 3458644 KIAA1228 3460334 3361838 1690 3460334 3361838 1690 3428904 3365047 -29740
Chr15 Complement NT_010194.15 TGGTGACCTTGACCT 50298937 LOC342115 50300627 50201717 1690 50300627 50201717 1690 50300627 50201717 1690
Chr15 Normal NT_010194.15 TGCTCATTTTGACCC 12416458 ANKT 12414649 12462854 1809 12414767 12461995 1691 12440053 12461995 -23595
Chr15 Normal NT_010194.15 TGCTCATTTTGACCC 12416458 ANKT 12414649 12462854 1809 12414767 12461995 1691 12414767 12461995 1691
Chr9 Complement NT_008470.15 TGGTCATGCTGATCT 18661517 AMBP 18663209 18645036 1692 18663209 18645036 1692 18663115 18645145 1598
Chr6 Normal NT_007592.13 AGATCACACTGACCT 21315443 HLA-E 21313686 21318412 1757 21313751 21316800 1692 21313751 21316800 1692
Chr6 Normal NT_033951.3 AGATCACACTGACCT 1907572 HLA-E 1905815 1910541 1757 1905880 1908929 1692 1905880 1908929 1692
Chr6 Normal NT_034874.2 AGATCACACTGACCT 1762404 HLA-E 1760647 1765373 1757 1760712 1763761 1692 1760712 1763761 1692
Chr10 Normal NT_031847.7 GGGTCAACATCACCC 168839 LOC340732 167147 180214 1692 167147 180214 1692 167185 180214 1654
Chr1 Complement NT_004610.15 TGGTCAGGAAGACCC 3418802 LOC343383 3420496 3379810 1694 3420496 3379810 1694 3420496 3379810 1694
Chr12 Complement NT_009714.15 CGGTCATCTTCACCT 846151 SLC2A3 847845 830801 1694 847845 830801 1694 847604 832983 1453
Chr3 Complement NT_005612.13 AGGTCTTGCTGACCC 57444794 GPR86 57446871 57443632 2077 57446489 57443632 1695 57446316 57445315 1522
ChrX Normal NT_078117.1 TGGCCATTCTGACCT 11995 LOC349442 10300 16210 1695 10300 16210 1695 12470 14369 -475
Chr22 Complement NT_030872.2 GGGTCAGGGTGCCCA 207600 LOC348652 209296 199919 1696 209296 199919 1696 209296 199919 1696
Chr2 Normal NT_005416.10 GGGTCAAGATGGCCC 979841 AGXT 978142 988517 1699 978142 988517 1699 978263 988218 1578
Chr5 Complement NT_029289.9 GAGTCAGTCTGACCT 10654173 CSF1R 10655872 10595795 1699 10655872 10595795 1699 10628927 10596569 -25246
Chr11 Normal NT_035113.4 AGGTCAGCGTGAGCC 1020087 LOC154990 1018388 1022556 1699 1018388 1021731 1699 1019477 1020697 610
Chr17 Complement NT_010755.13 TGGTCACCTTGTCCT 3901174 LOC201181 3902873 3901636 1699 3902873 3901636 1699 3902466 3901638 1292
Chr3 Normal NT_005612.13 GGGTCACTGCAACCT 13497042 NYD-SP17 13495342 13496635 1700 13495342 13496635 1700 13495589 13496575 1453
Chr22 Complement NT_019197.3 AGGTCACTGGGACCC 97204 MLC1 99025 72811 1821 98905 72811 1701 98322 75003 1118
Chr15 Normal NT_010194.15 GTGTCACTCCGACCT 30521686 MGC26690 30519983 30604798 1703 30519983 30604798 1703 30540446 30603188 -18760
Chr19 Complement NT_011109.15 GGGTGGTTGTGACCT 17846203 ZNF342 17848063 17842977 1860 17847906 17842977 1703 17847849 17843077 1646
Chr3 Normal NT_005962.15 AGGTCACCCTGAGCC 14209730 LOC351554 14208024 14252783 1706 14208024 14252783 1706 14208024 14252783 1706
Chr19 Normal NT_011255.13 AGGTCAGGACGTCCC 1689874 LOC126435 1688167 1688742 1707 1688167 1688742 1707 1688220 1688742 1654
Chr3 Complement NT_005927.15 AGGTCACAGTGAGCC 8470471 LOC152319 8472178 8465212 1707 8472178 8465212 1707 8472169 8469201 1698
Chr11 Normal NT_033899.5 TGGTCACACTGACAC 37483776 JAM3 37482068 37564897 1708 37482068 37564897 1708 37482092 37562324 1684
ChrX Complement NT_078106.1 AGGTCAGAATGGCCA 9503 DMRTC1 77167 5374 67664 11212 5374 1709 9042 7215 -461
Chr20 Complement NT_011387.8 GGATCATTACGACCC 5529960 KIAA1434 5531672 5465087 1712 5531672 5467289 1712 5525058 5468307 -4902
Chr11 Normal NT_033927.5 GGGTCGGGTTGACTC 1910681 IL18BP 1908043 1915790 2638 1908968 1915790 1713 1910066 1911971 615
Chr1 Normal NT_032962.4 AGGTCAGCCTGAGCT 96327 LOC199883 94614 99280 1713 94614 99280 1713 96006 96338 321
Chr1 Complement NT_034471.3 GGATCACGCTGACCT 141207 LOC339440 142920 139093 1713 142920 139918 1713 141831 140952 624
Chr1 Normal NT_034403.3 AGGTCAGCCTGAGCT 284325 LOC200020 282611 287282 1714 282611 287282 1714 284004 284336 321
Chr16 Complement NT_037887.3 GGGGCAGCGTGACCC 1213535 TPSG1 1215251 1211655 1716 1215251 1211655 1716 1215251 1211789 1716



Chr5 Complement NT_023089.13 GGGTGAAGGTGACCA 1169361 LOC348931 1171078 1168388 1717 1171078 1168388 1717 1170242 1169538 881
Chr2 Complement NT_026970.9 AGATCAGCCTGACCA 2195838 LOC51239 2197577 2181951 1739 2197555 2187606 1717 2197553 2187892 1715
Chr16 Complement NT_024797.13 TGTTCATTATGACCT 1112064 LOC283922 1114500 1078029 2436 1113782 1078029 1718 1090440 1078080 -21624
Chr12 Normal NT_029419.10 GGGTCAGGGTGAGCT 18540306 SUOX 18534349 18542148 5957 18538588 18542148 1718 18539754 18542117 552
Chr17 Normal NT_010641.13 GGGTCAAGAAGACCC 6103240 TTYH2 6101474 6149959 1766 6101521 6149959 1719 6101531 6148152 1709
Chr8 Complement NT_008046.13 AGCTCACAGTGACCT 15481280 LOC137545 15483002 15454235 1722 15483002 15454235 1722 15483002 15454235 1722
Chr15 Complement NT_037852.3 GGGTCCTGGTGACCC 966138 LOC350228 967860 966066 1722 967860 966066 1722 967860 966066 1722
Chr18 Complement NT_010879.13 GGGTCATGGTCACCA 495268 LOC348273 496993 496328 1725 496993 496328 1725 496993 496328 1725
Chr2 Complement NT_022184.12 GGGTCATACTGGCCT 3121936 TP53I3 3124003 3116238 2067 3123661 3116238 1725 3123129 3116382 1193
Chr10 Normal NT_078087.1 TGGTCTCCATGACCC 79958 DMBT1 57107 208817 22851 78232 208817 1726 78232 208513 1726
Chr6 Normal NT_007592.13 GGGGCACATCGACCC 32940184 GUCA1A 32920271 32944919 19913 32938456 32944281 1728 32938479 32944268 1705
Chr22 Complement NT_011520.9 AGCTCACTGCGACCT 22150504 LOC343894 22152233 22133636 1729 22152233 22133636 1729 22152233 22133636 1729
Chr3 Complement NT_005612.13 AGGTCAATTCTACCC 56819548 MGC39662 56821278 56777210 1730 56821278 56777210 1730 56819466 56777215 -82
Chr1 Normal NT_004610.15 GGGTCACATTTACCA 3769081 C1QA 3766398 3773810 2683 3767350 3769349 1731 3767360 3769150 1721
Chr2 Complement NT_005403.13 AGGTCGAAATTACCC 83572902 TIGD1 83574633 83572014 1731 83574633 83572014 1731 83573925 83572150 1023
Chr11 Complement NT_028310.10 GGGTCAGAGTGTCCA 1683646 SLC22A1LS 1685418 1669419 1772 1685379 1669737 1733 1681340 1669819 -2306
Chr12 Normal NT_009714.15 GGATCAGGCTGACCT 24575596 MGC50559 24571095 24585018 4501 24573862 24579898 1734 24573862 24579898 1734
Chr18 Normal NT_010966.13 AGGTCATTGTGGCCA 18555112 LOC342724 18553375 18634644 1737 18553375 18634644 1737 18553375 18634644 1737
Chr20 Complement NT_011387.8 AGGACACACTGACCA 2386667 SNRPB 2391498 2382295 4831 2388405 2383281 1738 2388405 2383281 1738
Chr6 Complement NT_007592.13 TGGTCAGACTGACCT 11068977 MGC44669 11070909 10959195 1932 11070716 10971450 1739 11070716 10971451 1739
Chr15 Normal NT_010194.15 TGGTCAGAGAGACCT 38149540 MADH3 38147800 38273232 1740 38147800 38273228 1740 38147866 38272247 1674
Chr10 Complement NT_017696.14 AGGACACTCTGACCC 186908 MGC35285 191397 169275 4489 188648 169275 1740 185531 169829 -1377
Chr4 Normal NT_037623.3 GGGTCAGTCTGGCCT 571939 LOC339984 570197 573717 1742 570197 573717 1742 573258 573671 -1319
Chr19 Normal NT_011109.15 AGGGCATGGTGACCC 29405747 LOC147669 29404003 29406026 1744 29404003 29406026 1744 29405118 29405405 629
Chr19 Complement NT_011295.10 GGGTCAGGAAGACCC 9458754 IL12RB1 9472532 9433173 13778 9460499 9433173 1745 9460435 9433220 1681
Chr16 Normal NT_024812.10 AGGTGGAGGTGACCC 2767937 ITGAX 2766191 2793986 1746 2766191 2793986 1746 2766243 2792895 1694
Chr4 Complement NT_022853.14 GGGTCAGGCTGACCT 2651026 LOC254938 2652773 2646552 1747 2652773 2646552 1747 2652718 2649835 1692
Chr20 Complement NT_011362.8 TGGTGAGTCTGACCT 474635 KIAA0889 476383 468324 1748 476383 468324 1748 476072 474516 1437
Chr11 Normal NT_035113.4 AGGTCAGCCCGAGCC 1020136 LOC154990 1018388 1022556 1748 1018388 1021731 1748 1019477 1020697 659
ChrX Normal NT_011757.12 GGGCCATGGCGACCC 3584498 CALB3 3582748 3587258 1750 3582748 3587258 1750 3583597 3587099 901
Chr1 Complement NT_004538.14 AGGTCAGGATGCCCT 640219 LOC284660 641969 640863 1750 641969 640863 1750 641273 640884 1054
Chr1 Normal NT_032977.5 GGTTCACTGTGACCC 6376561 DMRTB1 6374809 6382895 1752 6374809 6382895 1752 6374864 6382072 1697
Chr1 Normal NT_021937.15 GGGTCAAAATTACCC 3261376 LOC126767 3259624 3270030 1752 3259624 3270030 1752 3262958 3269441 -1582
Chr1 Normal NT_004668.15 AGGTCATAAAGACCT 736555 LOC200189 734800 735482 1755 734800 735482 1755 734800 735482 1755
Chr22 Normal NT_011519.10 GGGTGGGTGTGACCC 1416759 LOC351020 1415004 1416287 1755 1415004 1416287 1755 1415800 1416287 959
Chr17 Complement NT_010799.13 TGGTCAAGGAGACCC 9222959 LOC339283 9224715 9221206 1756 9224715 9221206 1756 9221922 9221614 -1037
Chr15 Normal NT_026446.12 AAGTCATCTTGACCT 958178 LOC342213 956422 961248 1756 956422 961248 1756 956422 961248 1756
Chr5 Complement NT_034772.4 AGGTCGTAATAACCT 28344105 ALDH7A1 28346070 28293945 1965 28345862 28295470 1757 28345827 28295678 1722
Chr15 Normal NT_010194.15 TGCTCATTTTGACCC 12416458 ANKT 12414649 12462854 1809 12414699 12462854 1759 12414767 12461995 1691
Chr15 Normal NT_010194.15 TGCTCATTTTGACCC 12416458 ANKT 12414649 12462854 1809 12414699 12462854 1759 12440053 12461995 -23595
Chr4 Normal NT_016354.15 GGTTCACCGCGACCT 30660952 KIAA1546 30659191 30696088 1761 30659191 30696088 1761 30675979 30692806 -15027
Chr17 Complement NT_078100.1 GGGACACCTTGACCC 1318120 LOC342623 1319881 1282819 1761 1319881 1282819 1761 1319831 1282819 1711
Chr19 Complement NT_011109.15 AGGTCAGGTTCACCA 24160256 LOC147646 24162018 24159735 1762 24162018 24159735 1762 24161956 24160428 1700
Chr12 Normal NT_009755.15 AGGTCATAAGGACCT 4747241 LOC341507 4745479 4799851 1762 4745479 4799851 1762 4745479 4799851 1762
Chr10 Normal NT_030059.10 GGGTCACACGGACCC 13812666 PDE6C 13810903 13863986 1763 13810903 13863986 1763 13811041 13863733 1625
Chr6 Normal NT_007592.13 AGATCATACTGACCT 20655565 HLA-G 20653801 20833515 1764 20653801 20657163 1764 20653905 20656442 1660
Chr6 Normal NT_033951.3 AGATCATACTGACCT 1249680 HLA-G 1247142 1251292 2538 1247916 1251292 1764 1248020 1250557 1660
Chr6 Normal NT_034874.2 AGATCATACTGACCT 1100685 HLA-G 1098147 1102283 2538 1098921 1102283 1764 1099025 1101562 1660
Chr20 Normal NT_011362.8 AGGTTGAGCTGACCT 23588143 CDH26 23586378 23661962 1765 23586378 23641063 1765 23624522 23640681 -36379
Chr19 Normal NT_011109.15 AGGTCACTGCGAGCT 30945027 LOC348329 30943262 30946615 1765 30943262 30946615 1765 30943262 30946615 1765
Chr5 Normal NT_006713.13 AGGTCAAACAGACCA 2885736 LOC351956 2883970 2915328 1766 2883970 2915328 1766 2883970 2915328 1766
Chr19 Complement NT_011109.15 AGGTCACCATGAGCA 23853924 KLK14 23855692 23848764 1768 23855692 23848764 1768 23854061 23849454 137
Chr22 Normal NT_011520.9 AGGTCAGTGTGACCT 4372056 GGT1 4370287 4415539 1769 4370287 4415504 1769 4397618 4415375 -25562
Chr1 Complement NT_004487.15 AGATCAAGCTGACCT 173522 LOC343142 175291 167784 1769 175291 167784 1769 175291 167784 1769
Chr10 Normal NT_008705.14 AGGTCAAGTTGACAC 20622477 LOC158160 20620617 20642765 1860 20620705 20642765 1772 20620716 20634254 1761
Chr1 Normal NT_004668.15 AGGTCAACTTGACAC 9132912 HSD17B7 9131051 9153364 1861 9131139 9153166 1773 9131150 9152769 1762
Chr22 Normal NT_011526.5 AGGTCACTGCCACCT 183098 LOC113730 181325 183404 1773 181325 183404 1773 181756 183243 1342
Chr22 Complement NT_011516.5 GGGTCCAGGTGACCC 145027 LOC150157 146800 143937 1773 146800 143937 1773 145257 144949 230
Chr19 Normal NT_011295.10 TGGTCACTGTCACCT 9988288 C19orf4 9986508 9994650 1780 9986514 9994624 1774 9986571 9994148 1717
Chr2 Normal NT_026970.9 TGGCCATTGTGACCC 638701 CSEN 636925 725653 1776 636925 725653 1776 637016 723626 1685
Chr15 Normal NT_078095.1 AGGTCATATCCACCT 146136 LOC350239 144360 160378 1776 144360 160378 1776 144360 160378 1776
Chr8 Complement NT_008046.13 GGGTCACAATGATCA 43805747 MGC27434 43912748 43584212 107001 43807524 43584212 1777 43602823 43585168 -202924
Chr2 Normal NT_005334.13 AGGCCAGCTTGACCA 5012180 TIEG2 5010403 5019641 1777 5010403 5019641 1777 5010538 5019328 1642
Chr5 Normal NT_023089.13 GGGTCAGTGTGTCCC 2235378 LOC134077 2233599 2244887 1779 2233599 2244887 1779 2233599 2244887 1779
Chr19 Complement NT_011295.10 AGATCAGCCTGACCA 576267 LOC350627 578046 569424 1779 578046 569424 1779 578046 569424 1779
Chr6 Normal NT_007592.13 TGGTCACACTGTCCC 22494484 LY6G5B 22492705 22494613 1779 22492705 22494613 1779 22493589 22494608 895
Chr6 Normal NT_033951.3 TGGTCACACTGTCCC 3086062 LY6G5B 3084283 3086191 1779 3084283 3086191 1779 3085167 3086186 895
Chr6 Normal NT_034874.2 TGGTCACACTGTCCC 2943338 LY6G5B 2941559 2943467 1779 2941559 2943467 1779 2942443 2943462 895
Chr13 Normal NT_077627.2 GGGTCACCCCCACCC 74699 GAS6 72919 116425 1780 72919 116402 1780 73056 116112 1643
Chr19 Complement NT_011295.10 GGCTCACTGTGACCT 899338 LOC342968 901119 898793 1781 901119 898793 1781 901119 898793 1781
Chr20 Normal NT_011387.8 GGGTCACCATGCCCC 21188335 LOC348557 21186554 21188698 1781 21186554 21188698 1781 21186554 21188698 1781
Chr9 Normal NT_008470.15 GCGTCACAGTGACCT 33043703 ODF2 33040971 33085873 2732 33041922 33079747 1781 33045473 33085169 -1770
Chr11 Normal NT_033903.5 GGGTCATAGTGTCCA 11486283 RBM14 11484456 11507841 1827 11484502 11495203 1781 11484581 11494528 1702
Chr9 Complement NT_008470.15 GGATCACCTTGACCT 15624958 EDG2 15626784 15461963 1826 15626742 15462876 1784 15560816 15464120 -64142
Chr6 Complement NT_007583.11 CCGTCAGGGTGACCC 254092 LOC285804 255878 245785 1786 255878 245785 1786 254461 247132 369
Chr8 Normal NT_008046.13 AGGTAAAGTTGACCT 22813287 LOC346896 22811500 22845662 1787 22811500 22845662 1787 22811500 22845662 1787
Chr16 Complement NT_024797.13 GGGTCACAGCGAGCT 12175296 LOC342491 12177085 12150567 1789 12177085 12150567 1789 12177085 12150567 1789
Chr11 Normal NT_033903.5 GGGCCGTAATGACCC 10184648 CDC42EP2 10182857 10190421 1791 10182857 10190421 1791 10188896 10189528 -4248
Chr1 Complement NT_004836.14 TGGTCAAAATGACTT 3682529 LOC339536 3684322 3578996 1793 3684322 3578996 1793 3684322 3578996 1793
Chr7 Complement NT_007914.12 TGGCCATGATGACCC 9266711 ERP70 9268554 9242927 1843 9268505 9242927 1794 9268271 9243657 1560
Chr2 Complement NT_034485.4 CGGCCAACATGACCT 569160 BENE 571164 538964 2004 570955 539264 1795 570885 540788 1725
Chr11 Normal NT_035113.4 AGGTCAGTGTGAGCC 1020185 LOC154990 1018388 1022556 1797 1018388 1021731 1797 1019477 1020697 708
Chr4 Complement NT_022792.15 AGGTCACAGTGAGCT 21879973 LOC345149 21881771 21866674 1798 21881771 21866674 1798 21881771 21866674 1798
Chr4 Complement NT_016354.15 GGCTCACTGCGACCT 25308609 MAP2K1IP1 25310407 25294199 1798 25310407 25297068 1798 25309824 25297855 1215
Chr14 Normal NT_026437.10 TGGTCACTGTGACTC 1074689 RNASE4 1072500 1088885 2189 1072891 1088885 1798 1087659 1088102 -12970
Chr4 Normal NT_006316.15 GGGTCACTCCCACCC 294863 LOC351746 293064 312507 1799 293064 312507 1799 293064 312507 1799
Chr11 Normal NT_033899.5 GGGTTGATGTGACCC 28369496 FLJ13215 28367696 28455063 1800 28367696 28418776 1800 28368308 28401199 1188
Chr2 Normal NT_005334.13 AGGTCGGTGTGATCT 7136647 LOC344362 7134844 7136587 1803 7134844 7136587 1803 7134844 7136587 1803
Chr14 Normal NT_026437.10 TGGTCAGGCTGATCT 25500777 FLJ20666 25473362 25504840 27415 25498973 25504837 1804 25499347 25503909 1430
Chr4 Complement NT_022853.14 AGCTCAACCTGACCT 5559548 LOC133320 5561353 5559091 1805 5561353 5559091 1805 5561353 5559091 1805
Chr4 Complement NT_016606.15 GGGTCATCTTGCCCC 6579702 GYPA 6581536 6550122 1834 6581509 6550122 1807 6581453 6552212 1751
Chr11 Complement NT_035113.4 AGCTCATTCTGACCG 450951 LOC283232 452759 444275 1808 452759 444275 1808 448239 445252 -2712
Chr9 Complement NT_019501.12 GGGTCACTGTGAGCT 1305031 LOC286220 1306839 1300722 1808 1306839 1300722 1808 1306778 1301657 1747



Chr17 Complement NT_010641.13 AGGCCATGATGACCC 8855129 LOC348211 8856937 8850703 1808 8856937 8850703 1808 8851855 8850719 -3274
Chr4 Complement NT_037622.3 CGGTCACCGTGTCCT 1154619 SPON2 1156453 1150553 1834 1156427 1150553 1808 1155689 1151090 1070
Chr4 Complement NT_016606.15 GGGTCATCTTGCCCC 6458352 GYPB 6460161 6436960 1809 6460161 6437109 1809 6460105 6437117 1753
Chr20 Normal NT_011333.5 TGGTCAGGCTGGCCT 1289146 LOC284738 1287337 1288209 1809 1287337 1288209 1809 1287337 1288209 1809
Chr1 Complement NT_004852.15 GGGTCACGATGCCCA 300751 HT036 302561 299472 1810 302561 299474 1810 301771 299532 1020
Chr14 Normal NT_026437.10 AGGTCACCATGTCCC 83917361 FLJ40452 83915550 83923449 1811 83915550 83922423 1811 83916357 83921791 1004
Chr10 Normal NT_030059.10 TGGTCACATTGATCT 21502426 LOC340682 21500615 21509748 1811 21500615 21509748 1811 21500615 21509748 1811
Chr7 Normal NT_007933.12 GTGTCATTTTGACCT 59853297 LOC346671 59851486 59858304 1811 59851486 59858304 1811 59851486 59858304 1811
Chr4 Complement NT_006238.10 TGGTCACCATGATCT 4428767 SB52 4430578 4406134 1811 4430578 4406134 1811 4426190 4407064 -2577
Chr19 Complement NT_011109.15 AGGTCAGTGGGACCA 10612242 LOC147975 10614054 10582580 1812 10614054 10582580 1812 10584011 10582938 -28231
Chr18 Normal NT_010966.13 AGGTCAACCTGATCC 29985362 ELAC1 29983488 30003591 1874 29983549 30003591 1813 29989877 30002557 -4515
Chr5 Complement NT_006576.13 AGGACATAATGACCA 16467677 C1QTNF3 16469492 16445995 1815 16469492 16445995 1815 16469423 16446881 1746
Chr19 Normal NT_011255.13 GGGTCAGACTGTCCT 4910948 KIAA0876 4909132 5093605 1816 4909132 5093605 1816 4972902 5091522 -61954
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1790688 LOC339439 1788872 1794952 1816 1788872 1794952 1816 1788968 1789453 1720
Chr20 Complement NT_028392.4 TGGTCAGGCTGATCT 4829227 LOC343708 4831044 4829949 1817 4831044 4829949 1817 4831044 4829949 1817
Chr11 Complement NT_033899.5 AGGTTGCAGTGACCC 22112328 LOC257340 22114146 22102421 1818 22114146 22102421 1818 22114146 22102421 1818
Chr1 Normal NT_021877.15 AAGTCAAAATGACCA 7568384 LOC343399 7566566 7577804 1818 7566566 7577804 1818 7566566 7577804 1818
Chr2 Complement NT_005403.13 AGGTCAGCTCTACCC 33924289 LOC344319 33926107 33891147 1818 33926107 33891147 1818 33926107 33891147 1818
Chr1 Complement NT_077960.1 AGGTCACTGTGACCA 80683 LOC126796 82502 78683 1819 82502 78683 1819 79432 78683 -1251
Chr17 Complement NT_010718.13 GGGTCACCCTGACCC 16332312 PEMT 16334146 16243131 1834 16334131 16248016 1819 16319463 16248242 -12849
Chr17 Complement NT_010718.13 GGGTCACCCTGACCC 16332312 PEMT 16334146 16243131 1834 16334131 16248016 1819 16334077 16248242 1765
Chr20 Normal NT_011387.8 TGCTCAAAGTGACCT 2796005 PTPRA 2784830 2959314 11175 2794186 2959314 1819 2884924 2958779 -88919
ChrX Complement NT_011651.13 GGGTAATACTGACCT 22650587 LOC158656 22652407 22651375 1820 22652407 22651375 1820 22651932 22651447 1345
Chr20 Complement NT_011387.8 GGGACAGGTTGACCA 19742854 RPL12L3 19744675 19744051 1821 19744675 19744051 1821 0 0 -19742854
Chr17 Normal NT_024871.10 AGGTCACACTGAGCG 2080655 SLC25A10 2078801 2087505 1854 2078834 2087505 1821 2078921 2086571 1734
Chr19 Complement NT_011295.10 AGATCAGTTTGACCA 264341 MUC16 269575 222323 5234 266163 222324 1822 266159 222410 1818
ChrX Normal NT_011568.12 CGGTCACTCTGACCT 693359 LOC340549 691536 692383 1823 691536 692383 1823 691536 692383 1823
Chr9 Complement NT_008470.15 GGATCACCTTGACCT 15624958 EDG2 15626784 15461963 1826 15626784 15462876 1826 15560816 15464120 -64142
Chr2 Normal NT_005334.13 AGATCAGCCTGACCA 10918335 LOC344551 10916508 10982551 1827 10916508 10982551 1827 10948919 10982551 -30584
Chr15 Normal NT_010194.15 GGGCCATCGTGACCT 15820165 RNF36 15818338 15849634 1827 15818338 15849634 1827 15840463 15849581 -20298
Chr17 Complement NT_010663.13 CGGTCTCTGTGACCT 688077 PRO0478 689906 687992 1829 689906 687992 1829 689162 688899 1085
ChrX Normal NT_025965.11 GGGTCAAGGCCACCC 331445 ABCD1 329602 349495 1843 329615 349460 1830 330001 348468 1444
Chr3 Normal NT_005825.15 GGGTCACTGCAACCT 1463027 LOC152445 1461197 1465569 1830 1461197 1465569 1830 1462195 1462494 832
Chr9 Complement NT_008470.15 AGATCAGCCTGACCA 32354356 SH2D3C 32363655 32323232 9299 32356186 32323660 1830 32356143 32323660 1787
Chr3 Normal NT_005825.15 GGGTCACCATCACCC 4435291 TMIE 4433460 4442838 1831 4433460 4442838 1831 4433615 4441814 1676
Chr20 Complement NT_011362.8 GGGTCATGATGACTG 936393 GHRH 943078 932400 6685 938226 932400 1833 938207 932531 1814
Chr11 Complement NT_033903.5 GGGTCCAGATGACCA 502454 LOC219429 504288 472114 1834 504288 472114 1834 504288 472114 1834
Chr2 Normal NT_005403.13 TGGTCAGGCTGGCCT 9871535 LOC344262 9869701 9878788 1834 9869701 9878788 1834 9869701 9878788 1834
Chr13 Normal NT_024524.12 GGCTCAAAATGACCT 2217151 LOC341627 2215316 2219036 1835 2215316 2219036 1835 2215316 2219036 1835
Chr2 Normal NT_005403.13 GGGTCATTAGGACCC 51611711 AOX1 51609875 51701121 1836 51609875 51695551 1836 51610169 51694739 1542
Chr6 Normal NT_007592.13 TGCTCAGCCTGACCT 21714529 DDR1 21705275 21724456 9254 21712693 21724456 1836 21713030 21723598 1499
Chr6 Normal NT_033951.3 TGCTCAGCCTGACCT 2306611 DDR1 2297357 2316538 9254 2304775 2316538 1836 2305112 2315680 1499
Chr6 Normal NT_034874.2 TGCTCAGCCTGACCT 2161409 DDR1 2152155 2171334 9254 2159573 2171334 1836 2159910 2170476 1499
Chr3 Complement NT_006014.14 GGCTCACTGCGACCT 1443586 IFRD2 1445422 1440238 1836 1445422 1440247 1836 1445422 1440695 1836
Chr17 Normal NT_010783.13 AGATCAGCCTGACCA 13937544 LOC348238 13935708 13956966 1836 13935708 13956966 1836 13935729 13956730 1815
Chr7 Complement NT_033968.4 TGCTCAGTCTGACCC 5344526 FKBP9 5370315 5338137 25789 5346363 5338137 1837 5344928 5339711 402
Chr11 Normal NT_033903.5 GGGTGAGACTGACCC 9077304 URP2SF 9075415 9092618 1889 9075467 9092618 1837 9076092 9092219 1212
Chr17 Complement NT_010641.13 TGGACAGTGTGACCC 6745973 GRIN2C 6748768 6729972 2795 6747811 6729972 1838 6743035 6730378 -2938
Chr4 Complement NT_016606.15 GGGTCATCTTGCCCC 6344542 GYPE 6346381 6311685 1839 6346381 6316131 1839 6346325 6317573 1783
Chr17 Normal NT_010783.13 GGGTCACTGCAACCT 224006 WNT9B 222167 247636 1839 222167 247636 1839 222204 247283 1802
Chr1 Normal NT_004852.15 AGGTGAGGGTGACCA 120890 MGC17299 118308 122315 2582 119050 122315 1840 121037 121696 -147
Chr22 Normal NT_011520.9 AGGTCACGATGAACT 1389015 SDF2L1 1386329 1389157 2686 1387175 1389157 1840 1387195 1389033 1820
Chr17 Normal NT_030843.6 AGGTCACCCCGAGCC 1345165 LOC256223 1343323 1344050 1842 1343323 1344050 1842 1343417 1343889 1748
Chr10 Complement NT_030059.10 AAGTCAGGCTGACCT 7855937 LOC340650 7857779 7857087 1842 7857779 7857087 1842 7857779 7857087 1842
Chr14 Normal NT_026437.10 AGGTCTACCTGACCC 55270518 DLST 55268660 55290484 1858 55268673 55290484 1845 55268698 55289074 1820
Chr17 Normal NT_010718.13 AGGTCACCCCGAGCC 14508979 LOC147151 14507134 14507861 1845 14507134 14507861 1845 14507228 14507700 1751
Chr11 Normal NT_035113.4 AGGTCAGTGTGAGCC 1020233 LOC154990 1018388 1022556 1845 1018388 1021731 1845 1019477 1020697 756
Chr4 Normal NT_022853.14 AGATCATCCTGACCA 4643669 PAICS 4641824 4667853 1845 4641824 4667410 1845 4642362 4665587 1307
Chr14 Normal NT_026437.10 AGGTGATCATGACCA 55391535 EIF2B2 55389653 55396333 1882 55389689 55396333 1846 55389735 55395932 1800
Chr7 Complement NT_007819.13 AGGTTGCAGTGACCC 27071512 LOC346422 27073358 26997721 1846 27073358 26997721 1846 27061532 26997721 -9980
Chr3 Normal NT_005962.15 GGGTCAAAATGGCCT 19106966 AP2M1 19105106 19114341 1860 19105119 19114341 1847 19107245 19113867 -279
Chr2 Normal NT_005403.13 GGGTCTGGCTGACCG 69685940 BCS1L 69683433 69687499 2507 69684093 69687499 1847 69685045 69687443 895
Chr12 Complement NT_019546.15 GGGTCACCACGAACT 32507910 SELPLG 32509859 32498240 1949 32509758 32498262 1848 32499880 32499034 -8030
Chr18 Normal NT_010966.13 AGCTCACTGCGACCT 2524207 SUDD 2521889 2552135 2318 2522358 2552135 1849 2522506 2550345 1701
Chr2 Normal NT_005403.13 GGGTAGTGCTGACCT 45213318 LOC343982 45211467 45676302 1851 45211467 45676302 1851 45211575 45676302 1743
Chr3 Normal NT_022642.6 AGGTCAGCATGACTA 677035 LOC339853 675183 764443 1852 675183 764443 1852 675183 764443 1852
Chr8 Complement NT_008046.13 AGGTCTAAATGACCC 10464130 UQCRB 10466029 10460908 1899 10465984 10460908 1854 10465931 10461456 1801
Chr12 Normal NT_029419.10 AGGTCATAGTGACAA 15061451 LOC349798 15059596 15077232 1855 15059596 15077232 1855 15062726 15077232 -1275
Chr16 Complement NT_010552.13 AAGTCACACTGACCC 1505029 ADCY9 1507612 1344818 2583 1506885 1356331 1856 1506869 1357379 1840
Chr11 Normal NT_028310.10 TGGTCAGGCTGACTT 3427185 MGC24137 3425329 3434980 1856 3425329 3434980 1856 3433933 3434886 -6748
Chr6 Complement NT_023451.12 GGGTCATTGTGACTG 183697 LETAL 185554 183058 1857 185554 183058 1857 185494 183091 1797
Chr20 Complement NT_011387.8 AGGCCGCAGTGACCT 22927943 LOC339600 22929800 22927310 1857 22929800 22927310 1857 22929717 22929427 1774
Chr16 Normal NT_010393.13 GGCTCACTGCGACCT 6803284 BC008967 6801424 6955215 1860 6801424 6955016 1860 6801610 6953785 1674
Chr16 Normal NT_010498.13 AAGTCAGATTGACCT 14964598 LOC342308 14962738 15084133 1860 14962738 15084133 1860 14962738 15084133 1860
Chr12 Normal NT_029419.10 GGGTCACTCCCACCC 11011617 ANP32D 11009754 11010149 1863 11009754 11010149 1863 11009754 11010149 1863
ChrX Normal NT_011726.10 GGGACAGGCTGACCT 2393341 MAGEA6 2391478 2395047 1863 2391478 2395047 1863 2393544 2394488 -203
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1790736 LOC339439 1788872 1794952 1864 1788872 1794952 1864 1788968 1789453 1768
Chr1 Complement NT_004668.15 AGGTCCCGTTGACCA 2598888 LOC348413 2600752 2600062 1864 2600752 2600062 1864 2600617 2600330 1729
Chr1 Normal NT_032962.4 GGGTCAAACCTACCT 39623 KIAA0493 37758 73103 1865 37758 73103 1865 70064 70720 -30441
Chr14 Complement NT_026437.10 AGGTCACAGTGAGCT 16148274 KIAA0884 16150139 16065474 1865 16150139 16065474 1865 16112380 16067127 -35894
Chr20 Complement NT_011362.8 TGGTCATGGTGAGCT 21854726 C20orf86 21856592 21846458 1866 21856592 21846458 1866 21856592 21846458 1866
Chr12 Normal NT_035243.4 TGGTCAGGCTGGCCT 385694 PUS1 383531 398188 2163 383828 398188 1866 384248 397917 1446
Chr16 Complement NT_010498.13 GGGTCATGAGGACCC 16147048 CGI-38 16150667 16145270 3619 16148916 16145270 1868 16146572 16145635 -476
Chr2 Complement NT_005120.13 AGGGCACTGTGACCC 3148855 LOC351262 3150723 3115896 1868 3150723 3115896 1868 3150636 3115896 1781
Chr22 Complement NT_011520.9 TGGTCACACTGACGC 22834441 bK1191B2 22836360 22825174 1919 22836311 22825854 1870 22836139 22826005 1698
Chr22 Complement NT_011520.9 TGGTCACACTGACGC 22834441 bK1191B2 22836360 22825174 1919 22836311 22825854 1870 22836310 22826417 1869
Chr16 Complement NT_010498.13 GGGTCATGAGGACCC 16147048 CGI-38 16150667 16145270 3619 16148918 16145272 1870 16146572 16145635 -476
Chr17 Normal NT_010718.13 AGGTCTTTATGACCT 17525315 FAM18B 17523445 17549164 1870 17523445 17549164 1870 17523744 17546671 1571
Chr19 Complement NT_011295.10 AGATCAGCCTGACCA 4521919 STX10 4523964 4517679 2045 4523789 4518026 1870 4523789 4518026 1870
Chr15 Complement NT_010194.15 TGGTCAACTGGACCT 45069216 STOML1 45073347 45061959 4131 45071087 45061959 1871 45070962 45062676 1746
Chr11 Normal NT_033927.5 GGGTCAGAGTGACTG 16107144 LOC283226 16105272 16106513 1872 16105272 16106513 1872 16105318 16106272 1826
Chr3 Complement NT_037565.3 AGGTCAGGTCCACCC 2735829 LOC351448 2737701 2690502 1872 2737701 2690502 1872 2737690 2690502 1861
Chr15 Complement NT_010194.15 AGTTCAAAATGACCA 4233780 LOC123643 4235653 4146769 1873 4235653 4146769 1873 4235072 4146871 1292



Chr3 Complement NT_005962.15 GAGTCAAACTGACCT 5522648 LOC344659 5524521 5473133 1873 5524521 5473133 1873 5524521 5473133 1873
Chr20 Normal NT_028392.4 TGGTCACCATGATCT 261075 REM 259202 268799 1873 259202 268799 1873 260341 268325 734
Chr16 Normal NT_024812.10 AGGTCACTGCAACCT 5774789 LOC339130 5772915 5793843 1874 5772915 5793843 1874 5793272 5793703 -18483
Chr16 Complement NT_010498.13 GGGTCATTGTAACCA 9172901 LOC350287 9174775 9100348 1874 9174775 9100348 1874 9174775 9100348 1874
Chr1 Normal NT_032962.4 AGGTCACTGAGACCA 3613945 LOC284493 3612068 3613385 1877 3612068 3613385 1877 3612617 3612967 1328
Chr18 Complement NT_010966.13 GGGTCAAGATGCCCA 12508793 LOC342710 12510670 12242769 1877 12510670 12242769 1877 12510569 12242769 1776
Chr7 Normal NT_007933.12 TGGTGACAGTGACCT 26643539 CUTL1 26641608 27109617 1931 26641660 27109549 1879 26641679 27108750 1860
Chr7 Normal NT_007819.13 GGGTCATCATGCCCC 17280685 LOC221822 17278806 17309734 1879 17278806 17309734 1879 17298108 17309734 -17423
Chr1 Normal NT_032977.5 AGGTTGCAATGACCC 12063065 LOC343207 12061186 12099379 1879 12061186 12099379 1879 12061186 12099379 1879
Chr19 Normal NT_011109.15 AGGTGAGCATGACCT 17131546 LOC253728 17129666 17139010 1880 17129666 17139010 1880 17129722 17138810 1824
Chr10 Complement NT_077569.2 GGATCAGCCTGACCA 380552 IL15RA 383046 353934 2494 382433 357230 1881 382351 357954 1799
Chr10 Complement NT_077569.2 GGATCAGCCTGACCA 380552 IL15RA 383046 353934 2494 382433 357230 1881 371178 357954 -9374
Chr22 Complement NT_030872.2 GGGTGAGGGTGACCT 22812 LOC129282 24694 852 1882 24694 852 1882 24624 23738 1812
Chr11 Complement NT_033899.5 GGCTCAGGCTGACCA 31868856 LOC347839 31870738 31869060 1882 31870738 31869060 1882 31870647 31869060 1791
Chr14 Normal NT_026437.10 AGGTCACAGTGAGCC 47999637 LOC341899 47997753 48002671 1884 47997753 48002671 1884 47997753 48002671 1884
Chr22 Complement NT_011520.9 TGGTCACACTGACGC 22834441 bK1191B2 22836360 22825174 1919 22836326 22825842 1885 22836310 22826417 1869
ChrX Complement NT_011726.10 AGGTCAGCCTGTCCC 2460588 MAGEA3 2462473 2458886 1885 2462473 2458886 1885 2460399 2459455 -189
Chr20 Complement NT_028392.4 AGGTTGCAGTGACCC 1496695 C20orf92 1498582 1482465 1887 1498582 1482465 1887 1498290 1498012 1595
Chr2 Normal NT_005403.13 AGCTCGCATTGACCT 70444326 DES 70442432 70450792 1894 70442438 70450792 1888 70442518 70450042 1808
Chr15 Normal NT_010274.15 AGGTTGCAGTGACCT 258995 KIAA0211 257107 312053 1888 257107 312053 1888 291434 311151 -32439
Chr16 Complement NT_024812.10 AGGTTGCAGTGACCT 3719800 LOC339112 3721688 3700773 1888 3721688 3700773 1888 3721659 3700913 1859
Chr8 Normal NT_008046.13 ATGTCATAATGACCT 41525983 LOC346737 41524095 41552082 1888 41524095 41552082 1888 41524095 41552082 1888
Chr5 Normal NT_029289.9 AGATCAGCACGACCC 1345599 PCDHA3 1343711 1554857 1888 1343711 1554857 1888 1343711 1552450 1888
Chr5 Normal NT_034819.3 AGATCAGCCTGACCA 22407 SERF1B 20497 38391 1910 20519 38391 1888 20702 37018 1705
Chr8 Complement NT_023666.15 GGGTCAAGCTGCCCT 361805 HR 363694 346473 1889 363694 346895 1889 360996 347526 -809
Chr10 Normal NT_030059.10 AGGTCACTGCAACCT 35021951 KIAA1600 35020061 35098141 1890 35020061 35063026 1890 35020396 35059857 1555
Chr2 Complement NT_005403.13 GGCTCGTTTTGACCC 52720864 MPP4 52722754 52668936 1890 52722754 52668957 1890 52718014 52669270 -2850
Chr3 Complement NT_022459.12 GGGTCACACCAACCT 7354020 SEMACAP3 7355910 7113422 1890 7355910 7113492 1890 7355814 7114354 1794
Chr5 Complement NT_025004.13 AGGTCAGGGAGACCA 1839579 LOC285720 1841471 1812374 1892 1841471 1812374 1892 1841471 1812374 1892
Chr4 Normal NT_037622.3 AGGTCAGAGTGACAA 812143 LOC351725 810251 819653 1892 810251 819653 1892 817888 819653 -5745
Chr11 Normal NT_035113.4 AGGTCAGCGTGAGCC 1020282 LOC154990 1018388 1022556 1894 1018388 1021731 1894 1019477 1020697 805
Chr2 Complement NT_005403.13 AGGTCAATGCAACCT 34060541 NCKAP1 34062923 33948953 2382 34062435 33948953 1894 34062164 33949767 1623
Chr2 Complement NT_022171.13 GGGTCAGCATGCCCC 9567680 ST6GalII 9569574 9484085 1894 9569574 9489130 1894 9526457 9489158 -41223
Chr19 Complement NT_011295.10 GGGTCACTGCAACCT 15133384 LOC148213 15135298 15119802 1914 15135281 15119802 1897 15131285 15120056 -2099
Chr12 Complement NT_029419.10 TGGTCAGGCTGATCT 38325384 LOC349816 38327281 38196126 1897 38327281 38196126 1897 38327281 38196126 1897
Chr4 Complement NT_022792.15 TGGTGATCCTGACCC 8759316 LOC351692 8761213 8655023 1897 8761213 8655023 1897 8707566 8655023 -51750
Chr16 Normal NT_037887.3 GGGTCATTTTGACCC 672370 STUB1 670088 672768 2282 670471 672747 1899 670527 672490 1843
Chr15 Normal NT_078094.1 AGGTCGTGGTGACTC 866139 LOC348140 864239 866426 1900 864239 866426 1900 864239 866426 1900
Chr18 Complement NT_010859.12 AGGTCGCAGTGAGCC 7105914 LAMA1 7107815 6931754 1901 7107815 6931890 1901 7107721 6932080 1807
Chr20 Complement NT_011387.8 TGGTCAGTGTGTCCC 905106 LOC343637 907007 855401 1901 907007 855401 1901 884715 877267 -20391
Chr9 Complement NT_008470.15 GGGTCAAAGTGACAG 12421628 LOC347288 12423529 12372981 1901 12423529 12372981 1901 12423529 12372981 1901
Chr3 Normal NT_006014.14 AGGCCAGCCTGACCA 144904 PH-4 142385 159613 2519 143003 159613 1901 143003 157744 1901
Chr20 Complement NT_011387.8 AGGTCACAGTGAGCC 11700131 LOC343656 11702033 11607048 1902 11702033 11607048 1902 11702033 11607048 1902
Chr22 Normal NT_011520.9 AGGCCATTGTGACCC 3337934 LOC339658 3336030 3341118 1904 3336030 3341118 1904 3336030 3341118 1904
Chr6 Complement NT_007592.13 GGGTCAGCGGGACCC 30690678 MOCS1 30699363 30670224 8685 30692582 30670428 1904 30692444 30671260 1766
Chr17 Normal NT_010718.13 GGGTCAGGCCCACCC 16425829 RAI1 16423924 16553904 1905 16423924 16553904 1905 16535400 16553742 -109571
Chr1 Complement NT_004668.15 GGGTCAGAGTCACCA 4018364 IRTA1 4020271 3995940 1907 4020271 3995940 1907 4020135 3997715 1771
Chr13 Normal NT_009952.13 AGGTCCCTCTGACCT 23867138 LOC283485 23865231 23867257 1907 23865231 23867257 1907 23866698 23866988 440
Chr6 Complement NT_007592.13 GGGTCAGCCTGAACT 43506093 GSTA5 43508001 43493648 1908 43508001 43493648 1908 43502719 43493754 -3374
Chr11 Complement NT_009237.15 GTGTCACAATGACCA 40399505 LOC120824 40401413 40375212 1908 40401413 40375212 1908 40401413 40375212 1908
Chr11 Complement NT_033927.5 TGGTCAGGCTGATCT 2702334 LOC283204 2704242 2703699 1908 2704242 2703699 1908 2704159 2703878 1825
Chr2 Complement NT_005058.13 AGGTCACGCTGGCCT 3511404 LOC351235 3513312 3503656 1908 3513312 3503656 1908 3513312 3503656 1908
Chr8 Normal NT_037704.3 GGCTCACTGCGACCT 53755 HSF1 51846 74942 1909 51846 74942 1909 52003 74556 1752
Chr19 Normal NT_011109.15 GGGTCAGAAGGACCC 17679192 APOE 17677273 17680867 1919 17677282 17680867 1910 17678100 17680725 1092
Chr11 Complement NT_028310.10 AGCTCACTGCGACCT 5548549 LOC338755 5550460 5549411 1911 5550460 5549411 1911 5550460 5549411 1911
Chr19 Complement NT_011295.10 TGGTCAGGCTGGCCT 10574759 TRA16 10577028 10575024 2269 10576671 10575536 1912 10576671 10575536 1912
Chr17 Normal NT_010718.13 AGGTCCTGTTGACCT 6051773 EIF5A 6049270 6054663 2503 6049860 6054663 1913 6051846 6053850 -73
Chr16 Complement NT_024797.13 AGGTCGCAGTGAGCC 11248255 LOC197201 11250168 11222335 1913 11250168 11222335 1913 11243537 11225364 -4718
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1790785 LOC339439 1788872 1794952 1913 1788872 1794952 1913 1788968 1789453 1817
Chr1 Normal NT_032962.4 AGGTCGACCTAACCT 96528 LOC199883 94614 99280 1914 94614 99280 1914 96006 96338 522
Chr4 Complement NT_006307.14 GGGTAAAATTGACCT 765476 LOC351744 767390 738284 1914 767390 738284 1914 767390 738284 1914
Chr6 Complement NT_007592.13 AGATCACCCTGACCA 44204714 GCLC 44207035 44159250 2321 44206629 44160049 1915 44206551 44160662 1837
Chr1 Normal NT_034403.3 AGGTCGACCTAACCT 284526 LOC200020 282611 287282 1915 282611 287282 1915 284004 284336 522
Chr2 Normal NT_005403.13 AGGTGGTGCTGACCC 1631025 LOC344331 1629109 1737088 1916 1629109 1737088 1916 1629109 1737088 1916
Chr6 Complement NT_007592.13 AGATCAGCCTGACCA 25459751 MGC4614 25461751 25353776 2000 25461668 25355457 1917 25461507 25355469 1756
Chr19 Normal NT_011295.10 GGGTGGGCCTGACCT 7671590 LOC342985 7669672 7670774 1918 7669672 7670774 1918 7669672 7670774 1918
Chr1 Complement NT_037485.3 AGGTCTTTGTGACCC 318094 LOC350724 320012 309031 1918 320012 309031 1918 319979 309031 1885
Chr12 Complement NT_029419.10 AGGTCATTCTGCCCC 15440209 KRT8 15486932 15434281 46723 15442128 15434281 1919 15442071 15434518 1862
Chr2 Normal NT_005403.13 AGTTCAGTTTGACCT 22705240 DNCI2 22703281 22764264 1959 22703320 22764257 1920 22706004 22763737 -764
Chr10 Normal NT_030059.10 CTGTCAAGGTGACCC 21323015 C10orf1 21321094 21322182 1921 21321094 21322182 1921 21321094 21322182 1921
Chr2 Complement NT_005403.13 GGGTCAGCCCCACCT 77821887 IRS1 77823808 77759271 1921 77823808 77759271 1921 77822787 77819059 900
Chr10 Complement NT_024040.14 GGGTCCTCATGACCA 875185 LOC338547 877107 872770 1922 877107 872770 1922 877107 872770 1922
Chr3 Complement NT_005927.15 AGGTGGCCTTGACCT 13535102 LOC339918 13537026 13506406 1924 13537026 13506406 1924 13537026 13506406 1924
Chr15 Normal NT_035325.4 TGGTGACAGTGACCC 947208 MGC18216 945284 949495 1924 945284 949495 1924 948457 948624 -1249
Chr2 Complement NT_005079.12 CGGGCATGCTGACCT 3989939 FLJ20297 4001772 3970431 11833 3991865 3970431 1926 3983455 3971577 -6484
Chr14 Complement NT_026437.10 AGGTCAGCATGGCCA 3795026 MYH6 3805065 3771277 10039 3796953 3771326 1927 3796560 3771377 1534
Chr21 Complement NT_030188.2 AGGTTGTCGTGACCT 275956 FLJ33471 277884 271570 1928 277884 271570 1928 277818 273070 1862
Chr8 Complement NT_077531.2 GCGTCACGATGACCT 1439019 LOC346698 1440947 1382467 1928 1440947 1382467 1928 1440947 1382467 1928
ChrX Complement NT_028413.6 AGGTTGCAGTGACCC 150800 LOC352858 152728 81379 1928 152728 81379 1928 152728 81379 1928
Chr13 Complement NT_024524.12 TGGTCACAGGGACCC 1685481 CG005 1687453 1665522 1972 1687410 1665522 1929 1685655 1666430 174
Chr1 Complement NT_004668.15 AGATCAGCCTGACCA 515536 LOC91181 517465 415002 1929 517465 415002 1929 517413 415143 1877
Chr7 Normal NT_007819.13 AGGTCACATTGATCC 43372816 LOC255031 43370886 43374021 1930 43370886 43374021 1930 43372620 43372961 196
Chr19 Normal NT_011109.15 AGGGCGGCCTGACCT 11080633 KCNK6 11078702 11087865 1931 11078702 11087865 1931 11078809 11086261 1824
Chr18 Normal NT_010859.12 AGGTCATAGTGATCT 8537580 LOC125836 8535649 8536759 1931 8535649 8536759 1931 8535649 8536759 1931
Chr11 Complement NT_033903.5 CGGTGAGAGTGACCT 10424025 LTBP3 10426225 10406557 2200 10425956 10406802 1931 10425956 10407077 1931
Chr5 Complement NT_006431.13 GGGTCAGGCTGAACT 11190349 LOC345660 11192282 11179293 1933 11192282 11179293 1933 11192282 11179293 1933
ChrX Complement NT_033330.5 GGGTCACTCTGCCCT 71843 ASMTL 73867 24079 2024 73778 24182 1935 73778 24183 1935
Chr5 Normal NT_023089.13 AGGTCGTTATGACCT 7944477 LOC285691 7942542 7944142 1935 7942542 7944142 1935 7942676 7943077 1801
Chr1 Complement NT_077982.1 AGGTCAGAGTGAGCC 118991 LOC348521 120927 120080 1936 120927 120080 1936 120817 120177 1826
Chr20 Complement NT_011333.5 AGGTCACTGTCACCC 1019474 STMN3 1022030 1007691 2556 1021410 1007691 1936 1021328 1009321 1854
Chr17 Complement NT_010755.13 ATGTCATGATGACCT 2814621 KRT23 2816558 2801674 1937 2816558 2801674 1937 2807578 2801963 -7043
Chr22 Complement NT_011520.9 AGGTTGCAGTGACCT 8464429 LOC284901 8466369 8415998 1940 8466369 8415998 1940 8466280 8416073 1851
Chr2 Complement NT_022135.13 AGGCCAGCTTGACCC 9807003 LOC351102 9808943 9771755 1940 9808943 9771755 1940 9807083 9771755 80



Chr11 Normal NT_035113.4 AGGTCAGCCTGAGCC 1020331 LOC154990 1018388 1022556 1943 1018388 1021731 1943 1019477 1020697 854
Chr2 Normal NT_005058.13 AGGTCAGTGTGCCCG 869541 LOC150776 859498 888154 10043 867596 888154 1945 875151 887028 -5610
Chr18 Normal NT_010966.13 TGGCCAGGCTGACCT 14643536 LOC342714 14641590 14651164 1946 14641590 14651164 1946 14641590 14651164 1946
Chr11 Complement NT_033903.5 AGGTAAAGTTGACCA 12472619 FLJ90834 12474566 12470740 1947 12474566 12470740 1947 12472929 12472174 310
Chr11 Complement NT_033899.5 AGGTCTGGCTGACCT 37363174 LOC341094 37365121 37354664 1947 37365121 37354664 1947 37365121 37354664 1947
Chr21 Normal NT_011512.8 TGGTCAGGCTGATCT 23420720 CHAF1B 23418087 23449514 2633 23418771 23449514 1949 23418830 23449059 1890
ChrY Normal NT_011875.9 AGGTCACTGCAACCT 7848498 CYorf15B 7816621 7855055 31877 7846548 7855055 1950 7846876 7853363 1622
Chr7 Normal NT_007933.12 AGGACACACTGACCC 63521233 LOC155006 63519283 63526518 1950 63519283 63526518 1950 63519394 63524358 1839
Chr7 Complement NT_007819.13 AGGTCATGTTGAACC 10708318 LOC221981 10710268 10707653 1950 10710268 10707653 1950 10709789 10709466 1471
Chr18 Normal NT_010966.13 AGATCAGCCTGACCA 580237 LOC125456 578285 591884 1952 578285 591884 1952 582994 591884 -2757
Chr20 Normal NT_028392.4 GGGTCATTCTGCCCA 3974532 LOC348565 3972580 3972739 1952 3972580 3972739 1952 3972580 3972739 1952
Chr6 Complement NT_007592.13 AGGTCAGTCTGACAT 11068764 MGC44669 11070909 10959195 2145 11070716 10971450 1952 11070716 10971451 1952
Chr14 Complement NT_026437.10 GGGTCATCCTTACCT 3444857 FLJ25193 3446857 3440846 2000 3446811 3440846 1954 3445070 3441691 213
Chr7 Complement NT_033968.4 GGCTCACGCCGACCT 6028944 LOC222026 6030898 6029400 1954 6030898 6029400 1954 6030874 6029400 1930
Chr16 Complement NT_037887.3 GGGTCATTTTGACCC 672370 LOC339123 674348 672444 1978 674324 672623 1954 674320 672795 1950
Chr19 Complement NT_011109.15 GGGTCGATATGAGCC 12591099 DYRK1B 12593094 12584208 1995 12593059 12584208 1960 12590725 12584573 -374
Chr12 Complement NT_029419.10 AGGTTACAGTGACCT 37241609 LOC255731 37243569 37184122 1960 37243569 37184122 1960 37243569 37184122 1960
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1790833 LOC339439 1788872 1794952 1961 1788872 1794952 1961 1788968 1789453 1865
Chr16 Normal NT_024797.13 GGGTGACTTTGACCT 8315068 FLJ14327 8313106 8318639 1962 8313106 8318639 1962 8313213 8313596 1855
Chr19 Normal NT_011109.15 GGGTCACCCTGCCCC 20452371 GLTSCR1 20450409 20474723 1962 20450409 20474669 1962 20450772 20473862 1599
Chr17 Complement NT_010641.13 TGGCCACTGTGACCT 7782880 LOC201292 7784842 7776803 1962 7784842 7776803 1962 7779050 7778688 -3830
Chr17 Normal NT_010641.13 AGGTCACCACGGCCT 10387736 LOC284178 10385774 10387014 1962 10385774 10387014 1962 10386479 10386817 1257
Chr15 Normal NT_010194.15 TGGTCACTGGGACCT 42610872 LOC342090 42608909 42670479 1963 42608909 42670479 1963 42608909 42670479 1963
Chr9 Normal NT_023935.15 AGGTCGCAGTGAGCT 10017507 FLJ12643 10015543 10051321 1964 10015543 10046514 1964 10015799 10046210 1708
Chr11 Normal NT_033899.5 GGGTCACCTTTACCC 27666440 OR8G1 27664476 27664947 1964 27664476 27664947 1964 27664588 27664878 1852
Chr2 Complement NT_078004.1 AGATCAGCCTGACCA 34515 SIPL 36529 14859 2014 36481 14859 1966 36437 15902 1922
Chr14 Complement NT_026437.10 GGGTCTTTGTGACCC 74707747 SERPINA6 74709729 74690627 1982 74709714 74690627 1967 74701026 74690796 -6721
Chr19 Complement NT_011109.15 AGATCAGCCTGACCA 26959887 LENG4 26961856 26945269 1969 26961856 26945299 1969 26960552 26945928 665
ChrX Complement NT_033330.5 GGGTCACTCTGCCCT 71808 ASMTL 73867 24079 2059 73778 24182 1970 73778 24183 1970
Chr5 Normal NT_023133.11 AGGTCAATTTGTCCA 20986294 LOC351844 20984324 21029953 1970 20984324 21029953 1970 20984324 21029953 1970
Chr20 Normal NT_028392.4 ATGTCAACTTGACCA 3983194 MMP24 3981224 4031319 1970 3981224 4029618 1970 3981224 4028933 1970
Chr9 Normal NT_023935.15 GGTTCAGGCTGACCT 8282405 GCNT1 8238675 8286862 43730 8280434 8283708 1971 8281830 8283116 575
Chr6 Complement NT_025741.12 AAGTCAAAGTGACCT 38555053 LOC345917 38557025 38489480 1972 38557025 38489480 1972 38557025 38489480 1972
Chr17 Normal NT_030843.6 GGGACAGAGTGACCA 515732 LOC339251 513759 519808 1973 513759 519808 1973 519027 519808 -3295
Chr2 Normal NT_022184.12 TGGTCAGGCTGGCCT 64661217 SAD1 64645829 64692339 15388 64659243 64692334 1974 64666754 64688034 -5537
Chr21 Complement NT_011515.10 GTGTCACAATGACCT 1579729 LOC343804 1581704 1573754 1975 1581704 1573754 1975 1581622 1574025 1893
Chr9 Complement NT_019501.12 GGGTCGGGGTGAGCC 206292 LOC203203 208268 186166 1976 208268 186166 1976 208268 186166 1976
Chr9 Complement NT_008470.15 AGCTCACTGCGACCT 32773782 CIZ1 32789297 32750980 15515 32775759 32750983 1977 32775615 32751111 1833
Chr8 Complement NT_008046.13 GGGTCAAATCTACCT 18695473 DPYS 18697450 18609826 1977 18697450 18609826 1977 18697321 18611599 1848
Chr19 Normal NT_011255.13 GGGCCAAGCTGACCT 4246669 FSD1 4244605 4263838 2064 4244691 4263838 1978 4244744 4263640 1925
Chr12 Normal NT_009714.15 TGGTCAGGCTGATCT 3092584 FLJ31166 3090605 3103371 1979 3090605 3103371 1979 3091164 3101713 1420
Chr11 Normal NT_033927.5 TGGTCAGGCTGGCCT 1841113 FLJ11099 1839109 1907670 2004 1839131 1907670 1982 1839137 1906390 1976
Chr10 Normal NT_077567.2 AGGTCACCCTGATCT 1707144 LOC142779 1705162 1707619 1982 1705162 1707619 1982 1705599 1705871 1545
Chr11 Normal NT_033903.5 AGGTCACCCTGCCCC 10039322 LOC341122 10037340 10041260 1982 10037340 10041260 1982 10037340 10041260 1982
Chr11 Complement NT_033903.5 GGGTGAGTGTGACCC 11594402 LOC349674 11596384 11594478 1982 11596384 11594478 1982 11596384 11594478 1982
Chr16 Complement NT_010552.13 AGGTCAGCCTCACCG 175685 EOS 179375 175016 3690 177668 175016 1983 177610 175695 1925
Chr7 Normal NT_007819.13 TGCTCAGCCTGACCT 1969268 KIAA1691 1967285 2000108 1983 1967285 2000108 1983 1967464 1997047 1804
Chr11 Normal NT_033899.5 GGGTAGAAATGACCC 17476893 ZNF145 17473994 17665056 2899 17474908 17665056 1985 17477702 17664956 -809
Chr10 Normal NT_008583.15 GGGTCAGCTTGTCCA 28571002 LOC283049 28569015 28571030 1987 28569015 28571030 1987 28569045 28569443 1957
ChrX Complement NT_078111.1 CTGTCAAACTGACCC 88739 HCBP6 90727 37744 1988 90727 38209 1988 90635 38643 1896
Chr5 Normal NT_034772.4 GGGTCAGAATAACCT 28604137 LOC285560 28602147 28604779 1990 28602147 28604779 1990 28602162 28602806 1975
Chr1 Normal NT_004668.15 GGCTCACGGTGACCT 6767453 NCSTN 6765463 6781139 1990 6765463 6781139 1990 6765588 6780462 1865
Chr11 Normal NT_035113.4 AGGTCAGCGTGAGCC 1020379 LOC154990 1018388 1022556 1991 1018388 1021731 1991 1019477 1020697 902
Chr10 Normal NT_037750.1 AGGGCAAGGTGACCA 187122 LOC340733 185131 193190 1991 185131 193190 1991 185131 193190 1991
Chr10 Normal NT_077572.1 AGGGCAAGGTGACCA 79171 LOC340846 77179 82385 1992 77179 82385 1992 77179 82385 1992
Chr10 Normal NT_031847.7 AGGGCAAGGTGACCA 296663 LOC349519 294671 297931 1992 294671 297931 1992 294671 297931 1992
Chr18 Normal NT_025028.13 AGGTCACATTCACCG 2895773 ONECUT2 2893781 2934928 1992 2893781 2934928 1992 2893870 2934819 1903
Chr1 Normal NT_032962.4 AGGCCATGCTGACCT 1378545 ANXA9 1376550 1390103 1995 1376550 1390103 1995 1377599 1389794 946
Chr1 Complement NT_004668.15 GGGTCTTGATGACCA 2473905 C1orf6 2475925 2457494 2020 2475901 2458364 1996 2475893 2459170 1988
Chr1 Normal NT_077386.2 TGGTCATTGTGAGCC 1536710 MACF1 1154139 1559675 382571 1534713 1558913 1997 1541359 1558487 -4649
Chr22 Complement NT_011522.4 TGGTCACACTAACCC 872548 KIAA0930 902997 856184 30449 874546 858130 1998 874290 859268 1742
Chr19 Complement NT_011295.10 TTGTCATCATGACCC 7370641 LOC126537 7372639 7363528 1998 7372639 7363528 1998 7372639 7363528 1998
Chr3 Complement NT_005999.15 GGGTAACAGTGACCT 7355365 PDHB 7357385 7351167 2020 7357363 7351167 1998 7357345 7351570 1980
Chr12 Complement NT_009482.13 AGGTCAGGTTGACCC 951187 KIAA1944 953186 938912 1999 953186 938912 1999 951945 941061 758
Chr11 Complement NT_033903.5 AGGTCACACTGAACT 11304638 MRPL11 11306637 11302895 1999 11306637 11303639 1999 11306558 11303811 1920
Chr20 Normal NT_011387.8 AGGTCACACAGACCA 767319 C20orf55 756711 766922 10608 765319 766922 2000 765448 766335 1871
Chr19 Normal NT_011109.15 AGGTCGCAGTGAGCT 13527412 SNRPA 13524996 13539510 2416 13525412 13539510 2000 13525532 13539290 1880
Chr17 Complement NT_010755.13 AGATCAGCCTGACCA 3713170 MGC20781 3715198 3704156 2028 3715171 3704182 2001 3714229 3704498 1059
Chr14 Complement NT_026437.10 AGGACAGCCCGACCC 83907208 CKB 83915376 83906037 8168 83909211 83906037 2003 83908871 83906242 1663
Chr1 Complement NT_028054.12 GGCTCACTGCGACCT 211130 LOC339411 213133 212286 2003 213133 212286 2003 213133 212286 2003
Chr7 Complement NT_007819.13 GGGTCAGGGGGACCA 17807049 LOC346387 17809052 17705043 2003 17809052 17705043 2003 17809052 17705043 2003
Chr16 Complement NT_024812.10 GGGCCAGGTTGACCA 1273750 CDIPT 1276299 1270922 2549 1275755 1270922 2005 1275422 1271754 1672
Chr19 Normal NT_011295.10 AGGTCAGCCCGGCCT 2750228 FLJ35119 2748122 2750429 2106 2748222 2749494 2006 2748222 2749494 2006
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1790882 LOC339439 1788872 1794952 2010 1788872 1794952 2010 1788968 1789453 1914
Chr17 Normal NT_010799.13 AGGTCGCAGTGAGCC 8184471 DKFZp434H2215 8182430 8191530 2041 8182460 8191523 2011 8182493 8191233 1978
Chr21 Complement NT_011515.10 TGGGCACCATGACCT 2769944 LOC343811 2771958 2754752 2014 2771958 2754752 2014 2771958 2754752 2014
Chr11 Normal NT_033899.5 AGATCAGCCTGACCA 22484187 VPS11 22482142 22496356 2045 22482172 22496353 2015 22482214 22496012 1973
Chr5 Normal NT_006713.13 AGGTCATCCCGACCC 16799308 LOC345798 16797292 16822922 2016 16797292 16822922 2016 16797292 16822922 2016
Chr7 Complement NT_007933.12 AGGTCACTGCAACCT 17468039 LOC346584 17470058 17463966 2019 17470058 17463966 2019 17470058 17463966 2019
Chr14 Complement NT_026437.10 GGGGCACGCCGACCC 3966116 JPHL1 3968137 3957375 2021 3968137 3957375 2021 3966790 3958971 674
Chr19 Complement NT_011109.15 AGGTGGTAGTGACCT 17845885 ZNF342 17848063 17842977 2178 17847906 17842977 2021 17847849 17843077 1964
Chr12 Normal NT_029419.10 AGGTGAGCTTGACCT 15919307 SP1 15917285 15948899 2022 15917285 15948899 2022 15917382 15948330 1925
Chr22 Normal NT_011520.9 AGGTCAGCCTGCCCC 18747786 APOBEC3F 18745694 18758968 2092 18745763 18757754 2023 18746020 18757754 1766
Chr19 Complement NT_011109.15 GGATCACCTTGACCT 21580431 BCAT2 21582649 21566511 2218 21582454 21566511 2023 21582454 21566873 2023
Chr17 Complement NT_010755.13 GGGCCAGGCTGACCT 3985451 LGP2 3987474 3976149 2023 3987474 3976149 2023 3986633 3976502 1182
ChrX Normal NT_011757.12 CAGTCATTGTGACCT 23574871 LOC340574 23572847 23655745 2024 23572847 23655745 2024 23572847 23655745 2024
Chr17 Complement NT_010783.13 AGCTCAGCTTGACCC 1962292 HOXB5 1964522 1961819 2230 1964317 1961819 2025 1964243 1962770 1951
Chr1 Complement NT_004559.10 GGGTCACCTTGTCCC 2115598 TRIM17 2117665 2108959 2067 2117624 2109058 2026 2116091 2109220 493
Chr1 Normal NT_034410.4 AGGTCAGTTGGACCT 510752 SOX13 468924 523595 41828 508725 523550 2027 508725 521943 2027
Chr16 Complement NT_037887.3 TTGTCACTGTGACCT 1277840 LOC123788 1279868 1261397 2028 1279868 1261397 2028 1279868 1261397 2028
Chr6 Complement NT_007422.12 GGGTCATGGTGAGCT 6378435 LOC346074 6380464 6370887 2029 6380464 6370887 2029 6380464 6370887 2029
Chr11 Complement NT_009237.15 AGGTCACTGCAACCT 39055596 MTCH2 39057741 39032428 2145 39057625 39033823 2029 39057576 39033944 1980
Chr10 Complement NT_077569.2 AGGTCAACGTCACCA 8780289 LOC340837 8782320 8754033 2031 8782320 8754033 2031 8782320 8754033 2031



Chr2 Complement NT_022184.12 GGTTCATGGTGACCC 803104 LOC351131 805137 727970 2033 805137 727970 2033 805137 727970 2033
Chr20 Normal NT_011333.5 AGGTTAACCTGACCC 1231233 C20orf135 1229199 1230971 2034 1229199 1230971 2034 1229524 1230933 1709
ChrX Complement NT_025319.13 AGGTCAAATTGATCA 2595400 DCX 2598462 2480068 3062 2597434 2480068 2034 2596686 2487975 1286
Chr20 Complement NT_011387.8 GGGTGGATCTGACCC 4167623 ADRA1D 4169659 4141816 2036 4169659 4141816 2036 4169604 4142170 1981
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6028862 LOC222026 6030898 6029400 2036 6030898 6029400 2036 6030874 6029400 2012
Chr19 Normal NT_011295.10 AGGTCACAGTGAGCC 9743967 MGC10812 9741930 9743561 2037 9741930 9743561 2037 9742711 9742791 1256
Chr22 Normal NT_019197.3 GGCTCACTGCGACCT 186218 PANX2 184167 193710 2051 184181 193018 2037 184181 192680 2037
Chr1 Normal NT_004671.15 AGGCCACCCTGACCG 12539246 DKFZp434B1231 12537208 12553063 2038 12537208 12553063 2038 12540130 12552511 -884
ChrX Complement NT_011568.12 GGGTCAACTTGACCA 7154498 LOC139340 7156536 7155141 2038 7156536 7155141 2038 7156536 7155141 2038
Chr8 Normal NT_008183.16 AGGTCAGCCTGGCCA 7317581 LOC346945 7315543 7329266 2038 7315543 7329266 2038 7315543 7329266 2038
Chr1 Complement NT_004525.15 GGGTCATTCTGCCCA 1695797 LOC350771 1697835 1697374 2038 1697835 1697374 2038 1697835 1697374 2038
Chr6 Complement NT_007592.13 GGGTCTCATTGACCC 5963694 LOC352108 5965733 5936532 2039 5965733 5936532 2039 5965150 5936532 1456
Chr4 Normal NT_016606.15 AGGTCATCATTACCT 3663802 HSA6591 3661732 3675513 2070 3661762 3675513 2040 3663191 3674808 611
Chr11 Normal NT_035113.4 AGGTCAGCGTGACCC 1020428 LOC154990 1018388 1022556 2040 1018388 1021731 2040 1019477 1020697 951
Chr22 Complement NT_011520.9 AGATCAGCCTGACCA 22877989 KIAA0153 22880095 22859584 2106 22880031 22859584 2042 22880031 22860970 2042
Chr5 Normal NT_034772.4 AGGTCATCCTGACAT 4785136 LOC134505 4783093 4783748 2043 4783093 4783748 2043 4783093 4783748 2043
Chr6 Complement NT_007299.12 GAGTCATCTTGACCC 2542575 LOC346004 2544618 2251903 2043 2544618 2251903 2043 2544618 2251903 2043
Chr4 Normal NT_037623.3 AGGTAAGTGTGACCT 228211 TACC3 226168 249797 2043 226168 249797 2043 228051 249642 160
Chr4 Normal NT_016297.14 AGGTCGCAGTGAGCC 4973641 LOC285410 4971597 4972145 2044 4971597 4972145 2044 4971626 4971889 2015
Chr8 Normal NT_008046.13 GGGTCATATAGACCC 5302824 CGI-77 5300597 5317492 2227 5300779 5315338 2045 5300786 5315256 2038
Chr1 Normal NT_004511.15 AGGTCACAGTAACCT 1553473 PS1D 1551427 1619365 2046 1551427 1619365 2046 1564531 1618625 -11058
Chr8 Normal NT_008046.13 GGGTCAACCTGAACT 36990831 LOC137839 36988784 37000620 2047 36988784 37000620 2047 36988784 37000620 2047
Chr1 Normal NT_004668.15 GGGTCACTGCAACCT 3345153 FLJ32884 3342843 3355281 2310 3343105 3355281 2048 3349447 3355085 -4294
Chr3 Complement NT_005825.15 GGGTCAGACTGTCCA 4706822 MGC23918 4708872 4653856 2050 4708872 4653856 2050 4708859 4654184 2037
Chr19 Normal NT_011109.15 AGGCCATAGTGACCA 14657593 ARHGEF1 14655510 14702511 2083 14655540 14679821 2053 14660372 14679156 -2779
Chr19 Complement NT_011109.15 AGGTCACTGCAACCT 20760662 LOC339347 20762715 20748159 2053 20762715 20748159 2053 20762715 20748159 2053
Chr3 Complement NT_005612.13 GGGTCACTGCAACCT 54175985 LOC344740 54178038 54036925 2053 54178038 54036925 2053 54178038 54036925 2053
Chr9 Complement NT_023935.15 AGGTCAGACCGGCCT 16214202 LOC352614 16216256 16184259 2054 16216256 16184259 2054 16216256 16184259 2054
Chr16 Complement NT_037887.3 GGGTCACCCCGGCCC 263861 RGS11 265977 258301 2116 265915 258311 2054 265499 259269 1638
Chr5 Normal NT_006576.13 AGGTCGATTTCACCT 14601750 LOC153546 14599695 14601570 2055 14599695 14601570 2055 14600482 14601243 1268
Chr20 Complement NT_011387.8 AGGTTATGCTGACCT 23276586 LOC149913 23278642 23277234 2056 23278642 23277234 2056 23278640 23277425 2054
Chr7 Complement NT_007914.12 AGGTCACATTGAGCA 7012140 LOC346534 7014197 6875277 2057 7014197 6875277 2057 7014197 6875277 2057
Chr12 Normal NT_019546.15 CAGTCAAACTGACCT 15908684 LOC349771 15906627 15937325 2057 15906627 15937325 2057 15906627 15937325 2057
Chr12 Complement NT_019546.15 GGGACAGGGTGACCA 32472018 LOC338773 32474076 32465816 2058 32474076 32465816 2058 32468348 32467497 -3670
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1790930 LOC339439 1788872 1794952 2058 1788872 1794952 2058 1788968 1789453 1962
Chr16 Complement NT_010393.13 AGGTTGTAGTGACCC 368362 USP7 370420 299036 2058 370420 300429 2058 370221 300934 1859
Chr6 Normal NT_007302.11 AGGTCAGAATGGCCC 1229847 LOC349031 1227788 1238122 2059 1227788 1238122 2059 1227788 1238122 2059
Chr18 Normal NT_010966.13 GGGTGGTTTTGACCT 29680999 MAPK4 29575618 29747295 105381 29678940 29747293 2059 29679431 29745236 1568
Chr5 Normal NT_023133.11 AGGTTAAAACGACCT 12356991 ODZ2 12354932 12500719 2059 12354932 12500719 2059 12354950 12499373 2041
Chr14 Complement NT_026437.10 GGGTCACTTCGACCT 44009734 LOC112840 44028630 43983799 18896 44011794 43983799 2060 43986701 43985538 -23033
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 30945323 LOC348329 30943262 30946615 2061 30943262 30946615 2061 30943262 30946615 2061
Chr19 Normal NT_011109.15 GGGTCCCCCTGACCA 8030284 USF2 8028114 8038936 2170 8028223 8038910 2061 8028223 8038377 2061
Chr1 Normal NT_004511.15 GGGCCAACCTGACCA 5042237 GJA4 5040173 5042897 2064 5040173 5042897 2064 5041366 5042367 871
Chr5 Complement NT_023089.13 TGGTCACACTGGCCT 3944299 LOC351793 3946365 3901240 2066 3946365 3901240 2066 3946365 3901240 2066
Chr1 Complement NT_004671.15 GCGTCAAATTGACCT 1914272 LOC343335 1916339 1802416 2067 1916339 1802416 2067 1916314 1802416 2042
Chr12 Normal NT_078089.1 AGGTCACTGCAACCT 1008823 NY-REN-25 1006516 1046742 2307 1006755 1046742 2068 1007003 1044868 1820
Chr3 Complement NT_005612.13 TGGTCAACATGGCCT 62670407 SSR3 62672505 62657477 2098 62672475 62658083 2068 62672418 62660532 2011
Chr2 Complement NT_005058.13 AGGTCATGCTCACCT 1711697 LOC348724 1713766 1704404 2069 1713766 1704404 2069 1713716 1713414 2019
Chr1 Normal NT_004487.15 GGGTCACTGCAACCT 2685399 LOC348393 2683328 2688400 2071 2683328 2688400 2071 2683577 2683894 1822
Chr1 Normal NT_004483.15 AGGTCAGAGAGACCT 3563640 LOC350739 3561568 3590549 2072 3561568 3590549 2072 3561568 3590549 2072
Chr15 Normal NT_010194.15 TGGACATTGTGACCC 12858316 MAPKBP1 12856243 12909662 2073 12856243 12909662 2073 12857085 12907245 1231
Chr10 Complement NT_008583.15 AGGTTGTGGTGACCC 20432930 AMID 20443937 20423178 11007 20435004 20424884 2074 20434988 20425083 2058
Chr13 Normal NT_024524.12 GGGCCACAGTGACCA 56893 FLJ14834 54819 74199 2074 54819 74169 2074 55144 73063 1749
Chr1 Normal NT_004559.10 AGGTCAGTGTGAGCC 1674009 LOC257069 1671935 1675380 2074 1671935 1675380 2074 1672085 1675020 1924
Chr3 Complement NT_005612.13 AGGTCTTGCTGACCC 57444794 GPR86 57446871 57443632 2077 57446871 57443632 2077 57446316 57445315 1522
Chr8 Complement NT_023666.15 TGGTCAGGCTGGCCT 6067560 TOPK 6069804 6041428 2244 6069637 6041428 2077 6064918 6042110 -2642
Chr7 Complement NT_007758.10 AGGTCACTGCAACCT 12250367 FLJ21423 12339913 12243726 89546 12252445 12243732 2078 12245733 12244243 -4634
Chr5 Normal NT_023133.11 CGGTCCTACTGACCT 16934614 LOC345438 16932534 16985473 2080 16932534 16985473 2080 16932534 16985473 2080
Chr19 Normal NT_011295.10 AGGTCACAGTCACCC 1828521 PDE4A 1826417 1843108 2104 1826439 1843108 2082 1826742 1841099 1779
Chr5 Normal NT_023089.13 AGGTCATTCAGACCT 5957564 LOC345694 5955481 6003268 2083 5955481 6003268 2083 5955481 6003268 2083
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6028813 LOC222026 6030898 6029400 2085 6030898 6029400 2085 6030874 6029400 2061
Chr1 Complement NT_077992.1 AGGTTGCAGTGACCC 13093 LOC348532 15178 10106 2085 15178 10106 2085 14929 14612 1836
Chr10 Normal NT_008583.15 AGGTCAGCTTGCCCT 12718130 LOC340881 12716042 12937510 2088 12716042 12937510 2088 12716042 12937510 2088
Chr17 Complement NT_010718.13 GGGGCAGGGTGACCA 5455428 NACT 5457529 5428906 2101 5457517 5430391 2089 5457517 5430391 2089
Chr12 Normal NT_029419.10 AGGACATCCTGACCT 31331582 PRO2268 31329493 31331049 2089 31329493 31331049 2089 31329642 31329896 1940
Chr3 Complement NT_022517.15 TGGTCAGAGTGGCCT 18290482 KIAA1765 18292573 18266455 2091 18292573 18266455 2091 18292476 18269361 1994
Chr19 Normal NT_011109.15 GGGCCGTCCTGACCC 22462202 LOC199800 22460111 22462022 2091 22460111 22462022 2091 22461285 22461940 917
Chr8 Complement NT_007995.13 TGGTCTCTGTGACCC 3055880 LOC346865 3057971 2942918 2091 3057971 2942918 2091 3057971 2942918 2091
Chr12 Complement NT_009775.13 GGGTCACAATGAGCA 8479228 LOC341541 8481320 8460990 2092 8481320 8460990 2092 8481320 8460990 2092
Chr10 Normal NT_077569.2 TCGTCAGGGTGACCT 5365360 LOC219722 5363266 5365439 2094 5363266 5365439 2094 5364392 5364685 968
Chr8 Complement NT_023666.15 TGGTCAGGCTGGCCT 871892 FLJ14107 873988 872197 2096 873988 872197 2096 873526 873116 1634
Chr4 Normal NT_022778.13 TGGTCTACATGACCT 8098044 LOC351681 8095947 8152799 2097 8095947 8152799 2097 8095947 8152799 2097
Chr9 Complement NT_008413.15 AGGACAGGATGACCA 814699 LOC352675 816797 745111 2098 816797 745111 2098 816797 745111 2098
Chr13 Normal NT_009952.13 TGGTCATAATCACCC 25382324 LOC341618 25380225 25425988 2099 25380225 25425988 2099 25380225 25425988 2099
Chr4 Normal NT_037622.3 GGGTCACAGCGAGCC 719563 RNF3 689586 753705 29977 717464 749836 2099 752594 752992 -33031
Chr1 Complement NT_077964.1 GGGCCAGGCTGACCT 91689 CDC2L2 165501 88586 73812 93790 89081 2101 93790 89107 2101
Chr21 Complement NT_011512.8 GGGTCAGGGTGGCCA 19606486 FLJ10932 19608997 19604945 2511 19608587 19604945 2101 19608547 19608167 2061
Chr17 Complement NT_010641.13 GGGTCAAAATGCCCC 6468975 LOC342509 6471076 6443064 2101 6471076 6443064 2101 6471076 6443064 2101
Chr4 Normal NT_006238.10 TGGTCAAAATGACTT 1696617 C4orf1 1694510 1791504 2107 1694515 1791504 2102 1694635 1790109 1982
Chr10 Complement NT_008583.15 GGGTCATGTTCACCC 29754449 FLJ90798 29756552 29693257 2103 29756552 29693257 2103 29756368 29697273 1919
Chr7 Normal NT_007933.12 AGGTCAGCATGAGCA 63521386 LOC155006 63519283 63526518 2103 63519283 63526518 2103 63519394 63524358 1992
Chr4 Normal NT_006238.10 AGGTTGCAATGACCT 22710 LOC339997 20606 34401 2104 20606 34401 2104 30790 34376 -8080
Chr8 Normal NT_008183.16 GGGTCGTGTTGATCC 6892433 MRPL15 6890329 6903006 2104 6890329 6903006 2104 6890392 6902827 2041
Chr10 Normal NT_077575.2 AGGTCAGTGTGACCA 16745 LOC219656 14639 15022 2106 14639 15022 2106 14639 15022 2106
ChrX Complement NT_011786.13 GGGTGATGACGACCC 11634021 LOC347480 11636127 11634099 2106 11636127 11634099 2106 11636127 11634099 2106
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1790979 LOC339439 1788872 1794952 2107 1788872 1794952 2107 1788968 1789453 2011
Chr3 Complement NT_005612.13 TGGCCAGGGTGACCC 32200393 FLJ20473 32219940 32124430 19547 32202501 32124742 2108 32186598 32124786 -13795
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 127095 LOC348450 129204 124783 2109 129204 124783 2109 127574 125817 479
Chr16 Complement NT_010498.13 AGGTTGCAGTGACCC 2184154 LOC342316 2186264 2119623 2110 2186264 2119623 2110 2186264 2119623 2110
Chr12 Normal NT_009759.15 GGGTCAGGCAGACCA 2924978 TEAD4 2922757 3004103 2221 2922868 3004103 2110 2958194 3003905 -33216
Chr3 Complement NT_005927.15 GGGTCAGAGTGACGG 12842682 LOC152286 12844793 12841677 2111 12844793 12841677 2111 12843849 12843550 1167
Chr7 Normal NT_007914.12 CTGTCATCTTGACCC 10979384 IAN4L1 10977222 10983507 2162 10977271 10983507 2113 10980744 10982922 -1360
Chr21 Normal NT_011512.8 AGGCCAGCCTGACCA 10126110 ZNF299P 10123997 10125464 2113 10123997 10125464 2113 0 0 10126110



Chr22 Normal NT_011520.9 GGGTCACTCTCACCC 5236747 CRYBB2P1 5234632 5248213 2115 5234632 5246217 2115 0 0 5236747
Chr15 Complement NT_010194.15 GGCTCAAAGTGACCA 9840277 LOC342006 9842392 9833630 2115 9842392 9833630 2115 9842392 9833630 2115
Chr1 Complement NT_077920.1 GGGTCAGGCTGGCCT 380818 KIAA1922 382936 357671 2118 382936 357671 2118 373718 366065 -7100
Chr20 Normal NT_011333.5 AGGTCGGTCTGACTT 12588 SLC21A12 10428 40600 2160 10470 40276 2118 24438 39876 -11850
Chr1 Complement NT_030561.9 AGGCCAGCCTGACCA 597848 TARBP1 599966 512176 2118 599966 512176 2118 599966 512440 2118
Chr19 Complement NT_011295.10 GGGTAATCTTGACCC 11193243 LOC91115 11195362 11159452 2119 11195362 11159452 2119 11195214 11168163 1971
Chr1 Complement NT_004559.10 GGGTCAGCCTCACCC 1434310 FLJ12517 1436430 1431444 2120 1436430 1432253 2120 1436430 1433411 2120
Chr19 Complement NT_011109.15 AGGGCAACCTGACCT 8871890 POLR2I 8874449 8872830 2559 8874011 8872830 2121 8873976 8872875 2086
Chr1 Normal NT_004559.10 AGGTCAGCCTGAGCC 1674057 LOC257069 1671935 1675380 2122 1671935 1675380 2122 1672085 1675020 1972
Chr12 Complement NT_009714.15 GGGTCTAACTGACCC 27018453 LOC347946 27020575 27019630 2122 27020575 27019630 2122 27020575 27019630 2122
Chr1 Complement NT_034410.4 AGGTCACAGTGAGCT 2025671 ELK4 2027982 1993590 2311 2027794 2012129 2123 2019902 2012566 -5769
Chr4 Normal NT_006307.14 AGGTCAGAATTACCT 698301 GPR78 696178 702558 2123 696178 702558 2123 696178 702558 2123
Chr6 Complement NT_025741.12 AAGTCACCTCGACCT 10940971 APG5L 10943124 10801780 2153 10943095 10801780 2124 10933512 10803844 -7459
Chr17 Normal NT_035414.4 GGGGCAGTCTGACCC 695489 LOC342643 693365 693952 2124 693365 693952 2124 693365 693952 2124
Chr19 Normal NT_011295.10 AGATCAGCCTGACCA 9424281 LOC348349 9422156 9422449 2125 9422156 9422449 2125 9422156 9422449 2125
Chr6 Normal NT_007592.13 AGGTCAATTAGACCT 36189566 RUNX2 36187441 36312257 2125 36187441 36312169 2125 36187441 36312169 2125
Chr18 Complement NT_010966.13 GGGTCACACTGAACA 20141387 LOC339293 20143515 19984857 2128 20143515 19984857 2128 20143515 19984857 2128
Chr12 Normal NT_009759.15 GGGTCATTTTGAACT 6738061 LAG3 6735931 6741880 2130 6735931 6741880 2130 6736280 6741817 1781
Chr2 Normal NT_005403.13 AGATCAGCCTGACCA 82561619 LOC339756 82559487 82584371 2132 82559487 82584371 2132 82559487 82584371 2132
Chr7 Normal NT_007933.12 AGGTCAGGGTGATCC 23077339 MIST1 23075206 23075775 2133 23075206 23075775 2133 23075206 23075775 2133
Chr4 Normal NT_016354.15 AGTTCAGCTTGACCT 47797432 Tenr 47795299 47846101 2133 47795299 47846070 2133 47796356 47846025 1076
Chr5 Complement NT_034772.4 AGGTCACATCCACCT 40291790 ETF1 40293948 40256805 2158 40293924 40256809 2134 40293628 40259015 1838
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6028764 LOC222026 6030898 6029400 2134 6030898 6029400 2134 6030874 6029400 2110
Chr11 Complement NT_033899.5 AGCTCGCAGTGACCT 36777087 LOC219942 36779223 36773172 2136 36779223 36773172 2136 36778983 36778705 1896
Chr1 Normal NT_077383.2 AAGTCATCTTGACCC 616657 LOC284636 614521 615809 2136 614521 615809 2136 614530 615009 2127
Chr19 Complement NT_011295.10 AGGTTGCAGTGACCC 6572458 NOTCH3 6574594 6533247 2136 6574594 6533247 2136 6574518 6534275 2060
Chr16 Normal NT_010393.13 GAGTCATGATGACCT 30764 MGC2654 28619 53156 2145 28627 53156 2137 32602 42207 -1838
Chr9 Complement NT_008413.15 TGGTTAACCTGACCC 4729088 AK3L1 4732043 4701158 2955 4731227 4701158 2139 4731087 4702976 1999
Chr8 Normal NT_008251.13 AGGCCAGCCTGACCA 4602013 CHRNB3 4599874 4639521 2139 4599874 4639163 2139 4600002 4639073 2011
Chr17 Complement NT_078101.1 GGGTCAGCCCCACCC 50674 GCGR 52813 29312 2139 52813 29312 2139 52638 29475 1964
Chr11 Complement NT_033899.5 AGGTCAGGGTGAGCA 10430879 GUCY1A2 10433019 10101758 2140 10433019 10101758 2140 10432629 10102123 1750
Chr2 Normal NT_005403.13 GGGTCATCCTGCCCT 69906731 WNT10A 69904588 69917984 2143 69904588 69917984 2143 69905051 69917326 1680
Chr8 Normal NT_023684.15 AGGTGACCATGACCT 230287 LOC338328 228143 232118 2144 228143 232118 2144 228218 230468 2069
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCC 18561721 DMWD 18564234 18554485 2513 18563866 18554485 2145 18558026 18555719 -3695
Chr7 Normal NT_007819.13 AGGTCTTTATGACCT 907528 KIAA1908 905383 924933 2145 905383 924933 2145 922514 923308 -14986
Chr14 Normal NT_026437.10 TGCTCAAAGTGACCT 83619711 LOC348055 83617566 83628350 2145 83617566 83628350 2145 83617566 83628350 2145
Chr17 Complement NT_010755.13 GGGTCAAATTGGCCT 3688756 SC65 3691578 3680929 2822 3690901 3680929 2145 3690890 3681932 2134
Chr14 Normal NT_026437.10 GGGACACAGTGACCT 38633780 PSMA3 38631494 38658767 2286 38631634 38658767 2146 38631680 38658654 2100
Chr19 Complement NT_011255.13 TGGTGAATGTGACCC 5505818 FLJ90734 5508007 5498180 2189 5507965 5499364 2147 5501388 5500933 -4430
Chr18 Complement NT_025028.13 TGGCCATATTGACCC 513320 LOC342765 515467 444708 2147 515467 444708 2147 515467 444708 2147
Chr6 Normal NT_034880.2 TGTTCAATTTGACCT 6531115 LY86 6528936 6595213 2179 6528961 6595213 2154 6528967 6594859 2148
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1791027 LOC339439 1788872 1794952 2155 1788872 1794952 2155 1788968 1789453 2059
Chr22 Normal NT_011520.9 AGGTCTGCCTGACCC 4284036 UPB1 4253775 4323160 30261 4281881 4313121 2155 4281941 4312331 2095
Chr10 Normal NT_030059.10 AGCTCACGGCGACCT 14094445 FLJ33990 14092288 14101048 2157 14092288 14101048 2157 14092349 14099805 2096
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 127047 LOC348450 129204 124783 2157 129204 124783 2157 127574 125817 527
Chr19 Normal NT_011295.10 GGGTCCCGGTGACCT 2731068 FLJ13055 2728909 2739174 2159 2728909 2739174 2159 2731152 2737857 -84
Chr16 Complement NT_010552.13 GGCTCAGAGTGACCT 518566 LOC254828 526264 516956 7698 520726 516956 2160 517372 517088 -1194
Chr1 Normal NT_004686.15 CTGTCAGTGTGACCC 2903062 LOC350812 2900902 2990693 2160 2900902 2990693 2160 2900902 2990693 2160
Chr5 Normal NT_077451.2 GAGTCAGCCTGACCC 728908 HNRPAB 726714 733387 2194 726747 733387 2161 727045 732827 1863
Chr12 Normal NT_029419.10 GGGCCAATGTGACCC 14772495 KRT7 14770260 14789757 2235 14770334 14785850 2161 14770387 14785850 2108
Chr18 Complement NT_010966.13 AGGTCAGGTTAACCT 25984249 MIZ1 25989225 25880020 4976 25986410 25881498 2161 25986410 25881498 2161
Chr6 Complement NT_007592.13 GGGACACCCTGACCT 32540850 SNT-2 32544737 32535041 3887 32543011 32535041 2161 32541852 32535484 1002
Chr1 Normal NT_004511.15 AGGTCAGCCTGGCCA 2730384 LOC149073 2728221 2735060 2163 2728221 2735060 2163 2734230 2734538 -3846
Chr8 Normal NT_077531.2 TGGTCACTGCGACCT 2900717 LOC346703 2898554 2928743 2163 2898554 2928743 2163 2898554 2928743 2163
Chr10 Complement NT_008818.14 GGGTTGGAGTGACCC 2982359 DKFZp667B0210 2985043 2857219 2684 2984523 2857219 2164 2984495 2858712 2136
Chr11 Complement NT_009237.15 TGGTCACTCTGTCCT 34974001 LOC341250 34976165 34960051 2164 34976165 34960051 2164 34976165 34960051 2164
Chr8 Complement NT_008046.13 AGGTCATAAAGACCT 39870500 LOC352522 39872668 39810590 2168 39872668 39810590 2168 39872668 39810590 2168
Chr12 Normal NT_009759.15 AGGTCGTCCTGGCCT 6833134 TPI1 6830556 6834368 2578 6830965 6834253 2169 6830992 6833808 2142
Chr2 Normal NT_005403.13 AGGACACGCTGACCC 83482368 ALPI 83480198 83484788 2170 83480198 83484073 2170 83480243 83483189 2125
Chr1 Normal NT_077912.1 AGGTCAGTGTGAGCC 9170 LOC339435 6998 15955 2172 6998 15955 2172 8034 8393 1136
Chr5 Normal NT_077451.2 AGGTCAGTGTGAGCC 3842496 LOC340126 3840324 3849281 2172 3840324 3849281 2172 3841360 3841719 1136
Chr17 Normal NT_010783.13 TGGTCAGCCTGCCCT 1204471 MGC16309 1202199 1207889 2272 1202299 1207889 2172 1202555 1207685 1916
Chr4 Complement NT_006316.15 TGGTCAGAATTACCT 8227559 LOC340004 8229732 8221394 2173 8229732 8221394 2173 8229732 8221394 2173
Chr12 Complement NT_009714.15 TGGTCAGGCTGATCT 24825539 LOC349857 24827712 24765136 2173 24827712 24765136 2173 24827712 24765136 2173
Chr10 Normal NT_008583.15 AGGTCAGTGTGACCA 29819552 LOC338586 29817376 29817759 2176 29817376 29817759 2176 29817376 29817759 2176
Chr17 Complement NT_010755.13 AGGTCAGGCTGCCCC 1029892 TEM7 1033929 943853 4037 1032068 943853 2176 1031986 948389 2094
Chr7 Normal NT_007819.13 GGGTCACCATGAGCC 19984795 ABCB5 19982618 19995669 2177 19982618 19995669 2177 19986698 19994364 -1903
Chr22 Complement NT_011520.9 AGGTCACTGCAACCC 15337967 LOC284911 15340144 15337513 2177 15340144 15337513 2177 15340103 15339774 2136
Chr10 Normal NT_077570.1 GGGTCGGTGTGTCCC 179347 LOC142949 177168 180844 2179 177168 180844 2179 179284 179577 63
Chr20 Normal NT_011362.8 AGGTTACTGTGACCT 24436108 LOC350943 24433928 24499337 2180 24433928 24499337 2180 24433928 24499337 2180
Chr22 Complement NT_011526.5 GGCTCATTGTGACCT 161137 ECGF1 163626 157294 2489 163318 159044 2181 163001 159062 1864
Chr5 Normal NT_034772.4 AGGTCATCCTGACGC 4785274 LOC134505 4783093 4783748 2181 4783093 4783748 2181 4783093 4783748 2181
Chr17 Complement NT_078100.1 AGGTCCCACTGACCG 565928 LOC339219 568109 538433 2181 568109 538433 2181 538858 538520 -27070
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6028716 LOC222026 6030898 6029400 2182 6030898 6029400 2182 6030874 6029400 2158
Chr2 Normal NT_034485.4 GGGTCATGGTGACGC 355969 LOC96626 353559 389987 2410 353785 361543 2184 353822 360984 2147
Chr2 Normal NT_022135.13 CGGTCACTCTGCCCC 783128 LOC343943 780942 850312 2186 780942 850312 2186 780942 850312 2186
Chr1 Complement NT_032977.5 AGGTGACAGTGACCT 6802131 DJ167A19 6804396 6766305 2265 6804318 6766305 2187 6803522 6774649 1391
Chr18 Complement NT_025028.13 AGGTCAAACTGACTT 20053719 LOC284282 20055906 20050922 2187 20055906 20050922 2187 20055299 20054958 1580
ChrX Normal NT_011786.13 GGGTCAGACTGCCCC 9654245 LOC340581 9652058 9655888 2187 9652058 9655888 2187 9652990 9655660 1255
Chr20 Normal NT_011387.8 CTGTCACTTTGACCC 21678056 RPL41P1 21675868 21676280 2188 21675868 21676280 2188 0 0 21678056
Chr5 Complement NT_029289.9 AGGTCGGCCTGACCC 11621398 TNIP1 11629656 11572445 8258 11623586 11572454 2188 11607593 11573211 -13805
Chr15 Complement NT_010274.15 GTGTCATAATGACCA 5313272 ANPEP 5323591 5293654 10319 5315461 5293654 2189 5315341 5294107 2069
Chr17 Complement NT_010783.13 GGGTCACAGCGAACT 1973343 HOXB6 1975533 1966312 2190 1975533 1966313 2190 1968711 1966974 -4632
Chr6 Normal NT_007592.13 AGGTCGCAGTGAGCT 24090237 LOC346177 24088046 24104436 2191 24088046 24104436 2191 24103990 24104436 -13753
Chr14 Complement NT_026437.10 CTGTCAGTGTGACCC 80690627 C14orf69 80692901 80677496 2274 80692819 80677496 2192 80679374 80678661 -11253
Chr1 Complement NT_032962.4 TGGTCATTCTCACCT 1089304 GPP34R 1091624 1040702 2320 1091496 1040702 2192 1089310 1042793 6
Chr15 Normal NT_010194.15 GGTTCAGGGTGACCA 10334722 LOC283744 10332530 10336648 2192 10332530 10336648 2192 10333948 10334499 774
Chr14 Normal NT_026437.10 GGGTCACGATGACCT 36301239 LOC341870 36299046 36325583 2193 36299046 36325583 2193 36299046 36325583 2193
Chr5 Normal NT_034772.4 GGGCCACACTGACCC 33826700 CSF2 33824506 33826880 2194 33824506 33826880 2194 33824538 33826566 2162
Chr18 Normal NT_025028.13 AGATCAGCCTGACCA 3298766 LOC284288 3296572 3297135 2194 3296572 3297135 2194 3296572 3297135 2194
Chr1 Complement NT_077913.1 GGGTCGACGTGGCCC 52336 LOC284605 54530 52560 2194 54530 52560 2194 53439 52660 1103
Chr16 Normal NT_024812.10 TGGTCTGTCCGACCC 701708 LOC342367 699514 701653 2194 699514 701653 2194 699514 701653 2194
Chr1 Complement NT_004873.14 AGGTCACAGTCACCA 215128 LOC126755 217323 178612 2195 217323 178612 2195 217253 179479 2125



Chr6 Normal NT_033951.3 AGGTCGCAGTGAGCT 4673226 LOC347670 4671031 4687415 2195 4671031 4687415 2195 4686969 4687415 -13743
Chr6 Normal NT_007422.12 AGGTTGCCGTGACCT 8767316 LOC346085 8765120 8766129 2196 8765120 8766129 2196 8765120 8766129 2196
Chr18 Complement NT_010859.12 GGGTCACTGCCACCC 11100868 LOC350513 11103066 11037801 2198 11103066 11037801 2198 11103066 11037801 2198
Chr5 Complement NT_023133.11 GGGTCACTGCAACCT 11894841 LOC202400 11897041 11889792 2200 11897041 11889792 2200 11896623 11890194 1782
Chr10 Normal NT_008583.15 GGGTCACTCCCACCC 5567419 LOC349561 5565218 5714917 2201 5565218 5714917 2201 5565218 5714917 2201
Chr17 Normal NT_010783.13 AGGTTGCAGTGACCC 18320659 LOC284020 18318455 18321787 2204 18318455 18321787 2204 18318958 18321329 1701
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791076 LOC339439 1788872 1794952 2204 1788872 1794952 2204 1788968 1789453 2108
Chr12 Complement NT_009755.15 AGGTAGAAATGACCC 5090260 LOC341510 5092464 5077832 2204 5092464 5077832 2204 5092464 5077832 2204
Chr18 Complement NT_010859.12 AGGTTGCAGTGACCC 12364991 AFG3L2 12367257 12318946 2266 12367196 12319110 2205 12367083 12319566 2092
Chr4 Complement NT_037622.3 AGGCCAGCCTGACCT 670854 FLJ22269 673060 665619 2206 673060 665619 2206 672916 665747 2062
Chr19 Normal NT_011295.10 GGCTCACAGTGACCG 7409572 FLJ25328 7407366 7415747 2206 7407366 7415747 2206 7408304 7409544 1268
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126998 LOC348450 129204 124783 2206 129204 124783 2206 127574 125817 576
Chr8 Complement NT_008046.13 AGGTCATTAAGACCC 48688243 LOC352537 48690449 48658489 2206 48690449 48658489 2206 48690449 48658489 2206
Chr2 Normal NT_005120.13 GGGTGGACATGACCT 4407893 PRH 4405687 4406288 2206 4405687 4406288 2206 4405687 4406288 2206
Chr14 Complement NT_026437.10 TGGTCAGGCTGATCT 53843062 NUMB 53845269 53661967 2207 53845269 53661967 2207 53742500 53663327 -100562
Chr17 Normal NT_010755.13 AGGTCACTCTGAACT 2169076 CDC6 2166607 2181942 2469 2166868 2181735 2208 2168395 2180975 681
Chr13 Normal NT_009799.12 TGGTCAGAGTGACTT 12291878 ALOX5AP 12289669 12318718 2209 12289669 12318556 2209 12289743 12318243 2135
Chr12 Normal NT_019546.15 TTGTCAGTGTGACCC 24451889 LOC283431 24449680 24500874 2209 24449680 24500874 2209 24470874 24500859 -18985
Chr10 Complement NT_008583.15 GGGTCTGGCTGACCG 21094095 FLJ32820 21096305 21082143 2210 21096305 21082143 2210 21094283 21082280 188
Chr7 Complement NT_007819.13 AGGTCGCAGTGAGCC 31789165 LOC346435 31791375 31779624 2210 31791375 31779624 2210 31791375 31779624 2210
Chr13 Complement NT_009799.12 GGGTCATTTTGTCCT 11888660 LOC341787 11890872 11870518 2212 11890872 11870518 2212 11890872 11870518 2212
Chr2 Normal NT_022184.12 GGGTCAGTTTGTCCA 34325809 LOC344405 34323595 34327505 2214 34323595 34327505 2214 34327089 34327505 -1280
Chr6 Complement NT_007592.13 AGGTCAAATTGAACA 13529452 LOC352112 13531667 13506302 2215 13531667 13506302 2215 13531667 13506302 2215
Chr22 Normal NT_011520.9 AGGTCACCTGGACCA 19057260 SYNGR1 19055043 19090634 2217 19055043 19083440 2217 19055070 19086973 2190
Chr17 Complement NT_010718.13 GGGACAGAGTGACCA 6002462 CLDN7 6005403 6002351 2941 6004680 6002351 2218 6004253 6002584 1791
Chr7 Normal NT_007819.13 GGGTCAGCCTGCCCC 25219739 LOC346414 25217521 25248458 2218 25217521 25248458 2218 25217521 25248458 2218
Chr1 Complement NT_004391.15 GGATCAGATTGACCC 775569 LOC348389 777787 771521 2218 777787 771521 2218 774239 771647 -1330
Chr18 Complement NT_010966.13 GGGTCAACATGATCA 27930881 LOC342821 27933100 27902405 2219 27933100 27902405 2219 27933029 27902405 2148
Chr1 Normal NT_077912.1 AGGTCAGCGTGAGCC 9218 LOC339435 6998 15955 2220 6998 15955 2220 8034 8393 1184
Chr5 Normal NT_077451.2 AGGTCAGCGTGAGCC 3842544 LOC340126 3840324 3849281 2220 3840324 3849281 2220 3841360 3841719 1184
Chr4 Normal NT_022792.15 GGGTCACTATGACGA 8865045 LOC339994 8862823 8909277 2222 8862823 8909277 2222 8862823 8909277 2222
Chr11 Complement NT_009237.15 ATGTCATTGTGACCT 9669047 SAA2 9671326 9654007 2279 9671272 9667893 2225 9670662 9668028 1615
Chr19 Normal NT_011295.10 AGATCATCATGACCA 9947695 UBA52 9945433 9951071 2262 9945470 9948852 2225 9946913 9948762 782
Chr1 Normal NT_004487.15 GAGTCAGCCTGACCT 11950663 LAMC2 11948410 12021139 2253 11948436 12007076 2227 11948525 12005572 2138
ChrX Complement NT_011726.10 TGGTCAGCCTGTCCC 1808450 MAGEA5 1831226 1806758 22776 1810677 1806758 2227 1808245 1807871 -205
Chr14 Complement NT_026437.10 GGCTCACTGCGACCT 3306275 RNPC4 3308539 3290034 2264 3308502 3290107 2227 3300730 3291067 -5545
Chr7 Normal NT_007933.12 GGTTCAGCATGACCA 2327405 LOC349139 2325174 2325706 2231 2325174 2325706 2231 2325174 2325706 2231
Chr4 Normal NT_016354.15 AGGTTGCAGTGACCC 39180531 LOC351628 39178300 39265921 2231 39178300 39265921 2231 39178300 39265921 2231
Chr1 Normal NT_004671.15 TGGTCAATCTGACCT 3962499 RGS13 3960268 3984376 2231 3960268 3984376 2231 3968451 3983639 -5952
Chr15 Normal NT_010194.15 GGGTGGGCTTGACCT 12013710 DLL4 12011202 12020848 2508 12011478 12019337 2232 12011478 12019337 2232
Chr10 Normal NT_008705.14 GGGCCAACCCGACCC 3791664 LOC349586 3789431 3790978 2233 3789431 3790978 2233 3789431 3790978 2233
Chr7 Complement NT_007933.12 AGGTCAACATGTCCA 20296278 PON2 20298556 20268391 2278 20298511 20268391 2233 20298479 20268858 2201
Chr13 Complement NT_009952.13 AGATCAGCCTGACCA 12930687 LOC347962 12932921 12932505 2234 12932921 12932505 2234 12932921 12932505 2234
Chr1 Complement NT_004525.15 GGGTCGTTATGACAT 1917087 FLJ35382 1919366 1902704 2279 1919323 1905189 2236 1915350 1905303 -1737
Chr22 Normal NT_011520.9 AGGGCAATGTGACCA 18463241 LOC351055 18461005 18475920 2236 18461005 18475920 2236 18461005 18475920 2236
Chr19 Complement NT_011255.13 AGGTTGCAGTGACCT 4240192 MGC23244 4242428 4232234 2236 4242428 4232234 2236 4242382 4232596 2190
Chr18 Normal NT_010966.13 TGGTAATTTTGACCT 8788809 LOC350536 8786572 8948307 2237 8786572 8948307 2237 8786572 8948307 2237
Chr8 Complement NT_030032.8 AGGCCACACTGACCA 189550 LOC349180 191789 181440 2239 191789 181440 2239 191789 181440 2239
Chr11 Complement NT_033899.5 AGGTCACGCTGACAT 26607409 FLJ22415 26609685 26486699 2276 26609651 26486699 2242 26609327 26487861 1918
Chr9 Complement NT_035014.3 AGGTCTGGCTGACCT 2813992 FS 2816272 2805282 2280 2816238 2805794 2246 2814739 2805904 747
Chr1 Complement NT_004321.15 GGCTCACTGCGACCT 1078279 KIAA0562 1080537 1035427 2258 1080525 1035427 2246 1075745 1038740 -2534
Chr11 Normal NT_033899.5 TGGTCACCTTCACCC 23741941 MGC17839 23739683 23748066 2258 23739694 23745024 2247 23741763 23744902 178
Chr6 Complement NT_025741.12 AGGTCAAAATAACCA 47934982 MGC1314 47937255 47920670 2273 47937230 47921044 2248 47937200 47921273 2218
Chr12 Complement NT_078089.1 AGGTCGCAGTGAGCT 1422490 MGC14560 1425200 1408966 2710 1424738 1408966 2248 1424682 1409513 2192
Chr17 Complement NT_010783.13 GGGTCACCGCAACCT 16813346 CYB561 16815643 16801598 2297 16815595 16802364 2249 16806840 16803695 -6506
Chr1 Complement NT_032962.4 TGGTCATCTAGACCC 3852884 S100A7 3855173 3852217 2289 3855133 3852217 2249 3853485 3852278 601
Chr15 Complement NT_010194.15 AGGCCAGCCTGACCA 12481980 CIA30 12484258 12469162 2278 12484231 12469162 2251 12478868 12469253 -3112
Chr4 Normal NT_006216.14 GGGTCAGGGTGACAG 1503544 GPR74 1404531 1520788 99013 1501292 1520788 2252 1501319 1520539 2225
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791124 LOC339439 1788872 1794952 2252 1788872 1794952 2252 1788968 1789453 2156
Chr8 Complement NT_023666.15 TGGTGAACTTGACCT 898653 BIN3 900951 852262 2298 900908 852262 2255 900877 853248 2224
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126949 LOC348450 129204 124783 2255 129204 124783 2255 127574 125817 625
Chr16 Normal NT_024812.10 GGGTAGTCCTGACCT 2521646 BCKDK 2519329 2523779 2317 2519388 2523586 2258 2520212 2523253 1434
Chr3 Complement NT_005927.15 AAGTCATCTTGACCG 8737888 OXTR 8740146 8720940 2258 8740146 8720940 2258 8738719 8723509 831
Chr4 Complement NT_006216.14 AGGCCAGCCTGACCA 3465080 LOC345292 3467341 3459004 2261 3467341 3459004 2261 3467341 3459004 2261
Chr17 Normal NT_010783.13 GGGACACTCTGACCC 1421206 NFE2L1 1418903 1432046 2303 1418945 1432040 2261 1421680 1430202 -474
Chr14 Normal NT_026437.10 GGGTAACACTGACCA 53879972 FLJ21802 53877710 53880139 2262 53877710 53880139 2262 53877764 53879688 2208
Chr1 Normal NT_021937.15 AGGTCAGCCCCACCT 163025 LOC199953 160763 186864 2262 160763 174623 2262 160923 174283 2102
Chr11 Complement NT_009237.15 CGGTCACTTTGCCCC 32497837 LOC283271 32500099 32497664 2262 32500099 32497664 2262 32500089 32499727 2252
Chr4 Complement NT_016606.15 AGGTCATAAAGACCT 16627387 LOC345072 16629649 16484370 2262 16629649 16484370 2262 16606258 16484370 -21129
Chr11 Complement NT_035113.4 AGCTCATTCTGACCG 450951 LOC347863 453213 451953 2262 453213 451953 2262 452793 452491 1842
Chr2 Normal NT_026970.9 TGGGCATAATGACCC 1668027 LOC150771 1665764 1667895 2263 1665764 1667895 2263 1666223 1667866 1804
Chr15 Complement NT_010194.15 ATGTCGTGTTGACCC 19453824 LOC350148 19456087 19430714 2263 19456087 19430714 2263 19456087 19430714 2263
Chr11 Normal NT_008984.15 GGGTCAGGATGACAT 7086859 KIAA0830 7084595 7127416 2264 7084595 7127416 2264 7084701 7124352 2158
Chr1 Complement NT_077937.1 AGGTCACTTTGGCCA 1707986 LOC350860 1710250 1670235 2264 1710250 1670235 2264 1710250 1670235 2264
Chr22 Complement NT_011520.9 AGGTCGGTCTGAGCT 22059858 LOC150371 22062123 22057371 2265 22062123 22057371 2265 22061896 22057626 2038
Chr11 Normal NT_009237.15 AGGTCAACCTGTCCT 35990578 KAI1 35988254 36042417 2324 35988312 36042417 2266 36017317 36041778 -26739
Chr1 Normal NT_077912.1 AGGTCAGTGTGAGCC 9267 LOC339435 6998 15955 2269 6998 15955 2269 8034 8393 1233
Chr5 Normal NT_077451.2 AGGTCAGTGTGAGCC 3842593 LOC340126 3840324 3849281 2269 3840324 3849281 2269 3841360 3841719 1233
Chr17 Normal NT_010755.13 CGGTCACACTGATCT 3949529 LOC350434 3947258 3964317 2271 3947258 3964317 2271 3947258 3964317 2271
Chr4 Complement NT_006316.15 GGGTCATGTTGGCCA 16697667 LOC351771 16699938 16627858 2271 16699938 16627858 2271 16699938 16627858 2271
Chr3 Complement NT_005612.13 AGGTCGCAGTGAGCC 35299963 ZNF9 35302315 35287866 2352 35302235 35287968 2272 35290136 35288832 -9827
Chr2 Complement NT_005120.13 GGGTCTCCTTGACCC 5076866 HES6 5079148 5077380 2282 5079140 5077380 2274 5079016 5077938 2150
Chr2 Normal NT_022184.12 AGGTCATGGTGGCCG 22173688 LOC344124 22171414 22234842 2274 22171414 22234842 2274 22171414 22234842 2274
Chr7 Complement NT_007933.12 AGGTCAGTCTCACCT 64214055 LOC346689 64216331 64174877 2276 64216331 64174877 2276 64216331 64174877 2276
Chr1 Normal NT_077382.2 GTGTCACACTGACCC 169739 LOC339551 167461 170181 2278 167461 170181 2278 167461 170181 2278
Chr16 Normal NT_010542.13 GGGTGACTGTGACCA 798263 CDH15 795984 819722 2279 795984 819722 2279 796061 819386 2202
Chr2 Complement NT_005120.13 AGATCAGCCTGACCA 4262110 LOC285110 4264389 4260534 2279 4264389 4260534 2279 4261257 4260653 -853
Chr8 Complement NT_007995.13 GGGTGGGAGTGACCC 4145949 LOC349198 4148230 4146986 2281 4148230 4146986 2281 4148170 4147853 2221
Chr1 Normal NT_004559.10 AGGTCACCGTGAACA 2161408 HIST3H2BB 2159126 2159577 2282 2159126 2159577 2282 2159149 2159529 2259
ChrX Normal NT_011651.13 AGGTCAACTTAACCT 23299481 LOC139319 23297199 23298617 2282 23297199 23298617 2282 23297199 23298617 2282
Chr12 Normal NT_009775.13 AGCTCAGCCTGACCA 8387504 LOC144747 8385222 8387734 2282 8385222 8387734 2282 8387370 8387648 134
Chr7 Normal NT_007819.13 GGGTCGCTCCGACCC 28899295 LOC222171 28897013 28900515 2282 28897013 28900515 2282 28899554 28899943 -259
Chr10 Normal NT_008705.14 AGGTCGCAGTGAGCC 18661699 LOC340944 18659417 18714217 2282 18659417 18714217 2282 18659417 18714217 2282



Chr2 Normal NT_022184.12 AGGACAATTTGACCC 66565258 MGC4677 66562976 66564566 2282 66562976 66564566 2282 66564312 66564470 946
Chr1 Normal NT_004536.14 GGGTGGTCTTGACCT 731641 FLJ32001 729300 831434 2341 729358 829978 2283 754417 828759 -22776
Chr12 Complement NT_009775.13 AGGTCAGAAGGACCA 10520706 CAMKK2 10522990 10462376 2284 10522990 10462376 2284 10499208 10465381 -21498
Chr2 Normal NT_022184.12 TGGTCAGAATGTCCC 66021069 LOC348700 65985217 66055700 35852 66018785 66055700 2284 66020667 66055604 402
Chr19 Complement NT_011295.10 AGGTCGCAGTGAGCT 5253576 LOC342978 5255863 5252893 2287 5255863 5252893 2287 5255858 5252893 2282
Chr11 Normal NT_033899.5 GGGTCAAAGCGAACC 32306838 KCNJ5 32304550 32331186 2288 32304550 32331186 2288 32324406 32329863 -17568
Chr12 Normal NT_009755.15 GGGTCAGTGGGACCA 855224 FLJ13491 852879 858168 2345 852934 858168 2290 854520 857473 704
Chr20 Complement NT_028392.4 AGGTCACTGTTACCA 4040965 C20orf128 4046746 4040057 5781 4043256 4040057 2291 4043249 4040859 2284
Chr20 Normal NT_011362.8 AGGTGGGGATGACCC 9713085 SLC12A5 9710743 9741697 2342 9710794 9741697 2291 9710892 9739152 2193
Chr15 Complement NT_010194.15 AGGTCATCATGACCC 23758128 FLJ10980 23760555 23663125 2427 23760420 23663472 2292 23759829 23663962 1701
Chr3 Complement NT_005612.13 AGGTCCGGCTGACCC 35741986 LOC201705 35744278 35743088 2292 35744278 35743088 2292 35743647 35743354 1661
Chr17 Normal NT_010718.13 AGGCCAGCCTGACCA 3119236 LOC350402 3116944 3163620 2292 3116944 3163620 2292 3132106 3163620 -12870
Chr5 Normal NT_023133.11 AGGTCATGATAACCT 7004583 LOC351826 7002290 7179607 2293 7002290 7179607 2293 7002290 7179607 2293
Chr3 Normal NT_005962.15 GGGCCACCCTGACCC 19107413 AP2M1 19105106 19114341 2307 19105119 19114341 2294 19107245 19113867 168
Chr15 Complement NT_010274.15 TGGTCACTGGGACCT 10168795 LOC342152 10171089 10111130 2294 10171089 10111130 2294 10171089 10111130 2294
Chr10 Normal NT_008818.14 CAGTCATTCTGACCT 1738148 LOC349606 1735854 1752907 2294 1735854 1752907 2294 1735854 1752907 2294
Chr1 Complement NT_077983.1 AGGTCATCCTGTCCA 116410 LOC350897 118704 108830 2294 118704 108830 2294 114496 110003 -1914
Chr21 Complement NT_011515.10 GGGCCGTCCTGACCT 540356 LOC284837 542980 538379 2624 542651 538379 2295 538980 538603 -1376
Chr16 Normal NT_010498.13 GGGTCTTTGTGACCC 4239316 MMP2 4147530 4264502 91786 4237021 4264069 2295 4237310 4263272 2006
Chr2 Complement NT_022135.13 GGGTCAAATTGTCCT 893932 LOC284955 896228 894638 2296 896228 894638 2296 894892 894734 960
Chr17 Normal NT_010783.13 GGGTCAGACTGACAA 14857077 LOC342537 14854781 14923947 2296 14854781 14923947 2296 14854799 14923947 2278
Chr9 Normal NT_008470.15 GGGTCATTCTAACCC 13453262 ACTL7A 13450965 13452454 2297 13450965 13452454 2297 13451022 13452329 2240
Chr11 Normal NT_008984.15 AGGACAGAATGACCC 9164 LOC349709 6867 106154 2297 6867 106154 2297 6867 106154 2297
Chr5 Normal NT_023133.11 GGGTCACTTTGACTG 16896135 LOC153232 16893837 16895925 2298 16893837 16895925 2298 16895250 16895597 885
Chr19 Complement NT_011255.13 GGGTCACTGTGTCCT 6397464 MGC2615 6399779 6376093 2315 6399762 6376093 2298 6399639 6378747 2175
Chr21 Normal NT_011515.10 TGGTCAGGCTAACCC 1252135 C21orf90 1249836 1253450 2299 1249836 1251377 2299 1250415 1251330 1720
Chr6 Normal NT_007592.13 GGGTCACGTTTACCT 2330950 LOC346100 2328651 2333274 2299 2328651 2333274 2299 2328651 2333274 2299
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791172 LOC339439 1788872 1794952 2300 1788872 1794952 2300 1788968 1789453 2204
Chr11 Normal NT_033903.5 GGGTCGTTTTGACTT 13919054 TPCN2 13916754 14030296 2300 13916754 13956381 2300 13916855 13955809 2199
Chr4 Normal NT_006238.10 AGGTTATGTTGACCT 8189715 MGC29802 8187354 8193177 2361 8187414 8193130 2301 8187545 8192922 2170
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126900 LOC348450 129204 124783 2304 129204 124783 2304 127574 125817 674
Chr13 Complement NT_009952.13 GGGTCAGCTTGGCCT 21608425 LOC349913 21610729 21609887 2304 21610729 21609887 2304 21610729 21609887 2304
Chr1 Normal NT_077386.2 GGGTCACACTCACCA 5034050 LOC149464 5031744 5049119 2306 5031744 5049119 2306 5047942 5048268 -13892
Chr8 Complement NT_023736.15 AGGTCACACTGACAT 560609 LOC352414 562917 553038 2308 562917 553038 2308 562917 553038 2308
Chr16 Normal NT_037887.3 GGGTCGGGGTCACCT 2331386 LOC283872 2329076 2330669 2310 2329076 2330669 2310 2330252 2330602 1134
Chr8 Normal NT_007995.13 AGGCCAGCCTGACCA 7942878 PROSC 7940065 7957672 2813 7940568 7956012 2310 7940568 7956012 2310
Chr1 Normal NT_004668.15 AGTTCACTGTGACCT 8108982 ATF6 8106593 8299431 2389 8106669 8299410 2313 8106710 8299003 2272
Chr22 Normal NT_011520.9 GGGTCACTCTGACAC 526465 SERPIND1 518948 532577 7517 524152 532577 2313 524170 531923 2295
Chr17 Complement NT_010755.13 TGGTCAGGGTGAACC 1978955 NR1D1 1981269 1973337 2314 1981269 1973337 2314 1980643 1973632 1688
Chr1 Normal NT_077912.1 AGGTCAGCGTGAGCC 9315 LOC339435 6998 15955 2317 6998 15955 2317 8034 8393 1281
Chr5 Normal NT_077451.2 AGGTCAGCGTGAGCC 3842641 LOC340126 3840324 3849281 2317 3840324 3849281 2317 3841360 3841719 1281
Chr11 Complement NT_035113.4 GGGTCAGCCTGGCCG 832608 IFITM1 835135 833716 2527 834926 833716 2318 834817 833875 2209
Chr6 Complement NT_007592.13 GGGTCTTTGTGACCA 41474613 LOC346223 41476931 41363620 2318 41476931 41363620 2318 41476822 41363620 2209
Chr12 Normal NT_009759.15 TGGTCAGCCTGACAT 6917099 PTPN6 6910001 6924740 7098 6914780 6924740 2319 6914937 6924344 2162
Chr1 Normal NT_077929.1 AGGTCAGTGTCACCC 423156 LGN 412204 465849 10952 420832 465522 2324 420997 465393 2159
Chr5 Normal NT_006431.13 AGCTCAGTCTGACCA 820949 LOC345635 818625 826781 2324 818625 826781 2324 818625 826781 2324
Chr1 Normal NT_077913.1 TGGTCACTGTGACCT 96465 SCNN1D 90586 101606 5879 94139 101192 2326 94139 101192 2326
ChrX Normal NT_011757.12 AAGTCGCAGTGACCT 2442235 BMX 2396836 2489118 45399 2439908 2489106 2327 2440944 2488737 1291
Chr1 Complement NT_004559.10 TGGTCAGCAAGACCC 2516624 LOC350781 2518952 2442904 2328 2518952 2442904 2328 2518952 2442904 2328
Chr4 Complement NT_022792.15 AGGTCAGCCTGGCCA 16989499 MGC10198 16991861 16972314 2362 16991828 16972314 2329 16991626 16974110 2127
Chr12 Normal NT_078089.1 GGGTCAATATTACCA 62229 MGC10702 30403 95330 31826 59899 93691 2330 60020 93245 2209
Chr14 Complement NT_026437.10 AGGTCAATCTGTCCA 48080170 RDH11 48082523 48063562 2353 48082501 48063562 2331 48082461 48065079 2291
Chr1 Normal NT_034403.3 TGGTCTTCATGACCC 45683 LOC339431 43351 58665 2332 43351 58665 2332 44977 55624 706
Chr15 Normal NT_010194.15 TGGTCAAGGTGGCCT 15795683 B2M 15793326 15799953 2357 15793350 15799953 2333 15793356 15798151 2327
Chr9 Normal NT_008413.15 TAGTCACCATGACCC 669223 KANK 460294 736103 208929 666890 736103 2333 701241 735235 -32018
Chr4 Complement NT_022853.14 AGGTCACAAAGACCT 4965326 LOC285453 4967659 4966561 2333 4967659 4966561 2333 4967534 4966968 2208
Chr12 Complement NT_009759.15 AGGTCATGGTCACCC 4985113 LOC341519 4987446 4948344 2333 4987446 4948344 2333 4987446 4948344 2333
Chr2 Normal NT_022184.12 AGCTCATTCTGACCA 47464386 LOC351182 47462052 47488814 2334 47462052 47488814 2334 47462157 47488814 2229
Chr8 Complement NT_023666.15 GGGGCGGGTTGACCC 922793 EGR3 925128 919551 2335 925128 919551 2335 924770 922299 1977
Chr16 Complement NT_024812.10 GGGTCAGAGTGTCCT 1994264 FLJ32130 1996757 1989961 2493 1996599 1993548 2335 1996599 1993548 2335
ChrX Complement NT_011651.13 GGGTCACCACGTCCT 3074297 LOC286425 3076633 3072424 2336 3076633 3072424 2336 3075791 3074349 1494
Chr21 Normal NT_011512.8 GGGTCAAGATGGCCA 7466915 RPS3AP1 7464579 7464943 2336 7464579 7464943 2336 0 0 7466915
Chr9 Normal NT_008470.15 AGGTCACTCTCACCA 804632 LOC347259 802293 821686 2339 802293 821686 2339 802293 821686 2339
Chr17 Complement NT_030843.6 AGGTCTTTGTGACCT 2291629 LOC348255 2293971 2291859 2342 2293971 2291859 2342 2293196 2292789 1567
Chr7 Normal NT_007914.12 AGGTCATAAAGACCT 4275520 LOC135944 4273177 4291201 2343 4273177 4291201 2343 4273177 4291201 2343
Chr14 Normal NT_026437.10 GGGCCAGTGTGACCA 57030625 LOC350069 57028282 57051453 2343 57028282 57051453 2343 57028371 57051453 2254
Chr20 Normal NT_028392.4 AGGTGACAGTGACCT 656942 LOC164395 654597 728853 2345 654597 728853 2345 655022 726916 1920
Chr6 Normal NT_034880.2 AGGTCAGGCTGACCA 5907744 LOC345988 5905398 5914094 2346 5905398 5914094 2346 5905398 5914094 2346
Chr9 Complement NT_008470.15 GGGTCACTCCGACCC 32437271 ENG 32439670 32399931 2399 32439619 32399931 2348 32439269 32400831 1998
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1791220 LOC339439 1788872 1794952 2348 1788872 1794952 2348 1788968 1789453 2252
Chr17 Complement NT_035414.4 TGGTCAGGCTGATCT 613348 LOC348256 615705 510134 2357 615697 510134 2349 615682 512694 2334
Chr8 Complement NT_008046.13 AGGTCCAGGTGACCA 48688100 LOC352537 48690449 48658489 2349 48690449 48658489 2349 48690449 48658489 2349
Chr17 Complement NT_010783.13 GGGTGGGAGTGACCC 4703371 LOC284082 4705722 4683170 2351 4705722 4683170 2351 4704334 4692202 963
Chr19 Complement NT_011295.10 TGGTCATGGTGATCT 10563384 MEF2B 10565763 10519179 2379 10565735 10519181 2351 10524346 10519305 -39038
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126852 LOC348450 129204 124783 2352 129204 124783 2352 127574 125817 722
Chr1 Normal NT_032977.5 GAGTCACCTTGACCT 18337602 HSOBRGRP 18335249 18347161 2353 18335249 18347161 2353 18335319 18346513 2283
Chr15 Normal NT_010194.15 AGGTCAGTGTGGCCC 46283001 LOC56905 46280647 46290259 2354 46280647 46290259 2354 0 0 46283001
Chr9 Normal NT_008470.15 TGGCCAGTGTGACCT 3918559 LOC347266 3916204 3973293 2355 3916204 3973293 2355 3916204 3973293 2355
Chr1 Normal NT_032977.5 GAGTCACCTTGACCT 18337602 LEPR 18335246 18552087 2356 18335246 18551717 2356 18480160 18551609 -142558
Chr6 Normal NT_007592.13 GGGTCAATATGACTG 24660462 LOC221495 24658105 24662307 2357 24658105 24662307 2357 24658833 24659144 1629
Chr20 Normal NT_011362.8 TGGTCAGGCTGGCCT 234378 LOC343573 232021 240631 2357 232021 240631 2357 232024 240631 2354
Chr14 Normal NT_026437.10 TGGTTAGAATGACCC 38204503 LOC350046 38202146 38306331 2357 38202146 38306331 2357 38202146 38306331 2357
Chr17 Normal NT_010783.13 GGGTCAGCGTGCCCA 16856469 ACE 16846366 16891135 10103 16854109 16866911 2360 16846388 16866659 10081
Chr22 Complement NT_011526.5 TGCTCACTCTGACCC 160957 ECGF1 163626 157294 2669 163318 159044 2361 163001 159062 2044
Chr18 Complement NT_010879.13 AGGTCAGTGTGGCCC 2231049 PARD6G 2233411 2145506 2362 2233411 2145834 2362 2233411 2145834 2362
Chr19 Normal NT_011255.13 GGGTGATTATGACCC 5230540 LOC350624 5228177 5234424 2363 5228177 5234424 2363 5228177 5234424 2363
Chr10 Normal NT_030059.10 AGGTTGCACTGACCC 23597333 PDCD11 23594969 23644608 2364 23594969 23644608 2364 23596742 23643864 591
Chr21 Complement NT_030188.2 AGGTCACTGCAACCT 1046649 WDR4 1049013 1012530 2364 1049013 1012530 2364 1032890 1019485 -13759
Chr1 Normal NT_077912.1 AGGTCAGTGTGAGCC 9364 LOC339435 6998 15955 2366 6998 15955 2366 8034 8393 1330
Chr5 Normal NT_077451.2 AGGTCAGTGTGAGCC 3842690 LOC340126 3840324 3849281 2366 3840324 3849281 2366 3841360 3841719 1330
Chr7 Normal NT_007933.12 AGGTCAGGGAGACCT 25982502 AP1S1 25980054 25987220 2448 25980135 25986924 2367 25980164 25986417 2338
Chr2 Complement NT_022135.13 AGGTAATACTGACCC 2227569 FLJ40629 2229947 2201673 2378 2229937 2203187 2368 2222215 2204143 -5354
Chr9 Complement NT_008470.15 ATGTCAGAGTGACCC 17643047 ZFP37 17645415 17630593 2368 17645415 17630593 2368 17645387 17631424 2340



Chr10 Complement NT_030059.10 TGGTCAAAATGACTC 12105405 MGC39320 12107788 12104894 2383 12107775 12106061 2370 12107274 12106498 1869
Chr16 Normal NT_010505.13 TGTTCAAGCTGACCT 2886929 CYLD 2876490 2941101 10439 2884558 2941101 2371 2892183 2939001 -5254
Chr8 Complement NT_007995.13 TGGTGAGGCTGACCC 4314786 LOC346827 4317157 4200695 2371 4317157 4200695 2371 4317157 4200695 2371
Chr22 Normal NT_011520.9 AGGTCACTGCAACCT 9486052 LOC51219 9483681 9485158 2371 9483681 9485158 2371 9484511 9484759 1541
Chr11 Complement NT_033903.5 GGGTCAGATTTACCC 11304264 MRPL11 11306637 11302895 2373 11306637 11303639 2373 11306558 11303811 2294
Chr12 Normal NT_029419.10 AGGGCATCATGACCC 13964438 SLC4A8 13928438 14034959 36000 13962063 14034959 2375 13962078 14034268 2360
Chr1 Normal NT_019273.15 GGGTCACTCCCACCC 2973348 LOC256861 2970972 2979278 2376 2970972 2979278 2376 2971333 2976949 2015
Chr17 Complement NT_010718.13 GGGTCACCTTGGCCA 13706674 LOC350419 13709050 13700283 2376 13709050 13700283 2376 13709050 13700283 2376
Chr6 Normal NT_007422.12 AGGACGGTGTGACCC 9604592 LOC352092 9602216 9626125 2376 9602216 9626125 2376 9602216 9626125 2376
Chr22 Normal NT_011520.9 GGGGCAACATGACCA 6054938 LOC343859 6052561 6060199 2377 6052561 6060199 2377 6052561 6060199 2377
Chr12 Normal NT_019546.15 GGGACAGAGTGACCA 31653527 ASCL4 31651144 31651704 2383 31651144 31651704 2383 31651183 31651704 2344
Chr12 Complement NT_009714.15 AGATCAGCCTGACCA 5259766 FLJ10298 5262248 5241173 2482 5262149 5241173 2383 5255222 5241935 -4544
Chr9 Normal NT_008413.15 AGCTCACTGTGACCT 6029583 LOC347178 6027200 6190009 2383 6027200 6190009 2383 6027200 6190009 2383
Chr5 Normal NT_023089.13 AGGTCAGTCCCACCC 10795629 LOC351815 10793246 10866170 2383 10793246 10866170 2383 10793246 10866170 2383
Chr8 Normal NT_037704.3 GGGTCCAGGTGACCT 268372 GPT 264919 269117 3453 265988 269112 2384 266251 268946 2121
Chr16 Normal NT_037887.3 GGGTCGGGGTCACCT 2331460 LOC283872 2329076 2330669 2384 2329076 2330669 2384 2330252 2330602 1208
Chr11 Normal NT_033899.5 AGGTCAGGCTGAGCA 21947978 FLJ14399 21945586 21961678 2392 21945593 21948750 2385 21946196 21948750 1782
Chr11 Normal NT_033899.5 TGGTCAGGCTGACCT 12081979 DDX10 12079592 12355362 2387 12079592 12355362 2387 12079657 12354866 2322
Chr20 Normal NT_011333.5 AGTTCAGGCTGACCG 1078952 KIAA1847 1076021 1104123 2931 1076563 1103901 2389 1076563 1103901 2389
Chr4 Normal NT_016354.15 GGGTGGTCTTGACCT 48341749 SPATA5 48339360 48730940 2389 48339360 48730940 2389 48339429 48730350 2320
Chr8 Normal NT_023736.15 TGGTCAGTTTGTCCC 8796 LOC286703 6406 32164 2390 6406 32164 2390 6406 32164 2390
Chr1 Normal NT_034471.3 TGGTCAGTTTGTCCC 35792 LOC350723 33401 48684 2391 33401 48684 2391 33401 48684 2391
Chr19 Complement NT_011109.15 GGCTCACGCTGACCT 6050988 LOC350599 6053380 6035199 2392 6053380 6035199 2392 6053380 6035199 2392
Chr10 Normal NT_008705.14 GGGTCACTCCCACCC 20161502 LOC219750 20159108 20160854 2394 20159108 20160854 2394 20159108 20160854 2394
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791269 LOC339439 1788872 1794952 2397 1788872 1794952 2397 1788968 1789453 2301
Chr16 Normal NT_010498.13 GGGTCAGGGTGCCCC 5849621 CPNE2 5847223 5902589 2398 5847223 5902587 2398 5865416 5902283 -15795
Chr7 Complement NT_007758.10 AGGTCTTTATGACCC 5189832 LOC346331 5192230 5020389 2398 5192230 5020389 2398 5192230 5020389 2398
Chr12 Normal NT_029419.10 GGGGCACAATGACCT 14841354 KRTHB6 14838955 14846251 2399 14838955 14846251 2399 14839007 14845674 2347
Chr2 Complement NT_022184.12 GGGTCAAGATGAACA 17164557 LOC285153 17166956 17165010 2399 17166956 17165010 2399 17166609 17166337 2052
Chr6 Normal NT_007592.13 GGCTCACCCTGACCT 24678406 LOC285842 24676006 24683111 2400 24676006 24683111 2400 24679066 24680011 -660
Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126803 LOC348450 129204 124783 2401 129204 124783 2401 127574 125817 771
Chr1 Complement NT_004559.10 GGGTCCACGTGACCC 1646515 WNT9A 1648917 1622015 2402 1648917 1622015 2402 1648906 1622537 2391
Chr8 Complement NT_037704.3 TGGTCACGCTGACGC 234599 LOC286099 237002 235680 2403 237002 235680 2403 236942 235743 2343
Chr15 Normal NT_037852.3 TGGTGACAGTGACCC 1231485 LOC348121 1229082 1231554 2403 1229082 1231554 2403 1229372 1230010 2113
Chr2 Complement NT_005403.13 GGGTCATGCTGGCCT 70182452 FLJ12610 70185363 70099381 2911 70184856 70099381 2404 70182417 70100436 -35
Chr17 Complement NT_010663.13 AGGTTGCAGTGACCC 582096 FLJ22222 584512 558150 2416 584502 558150 2406 584411 558324 2315
Chr1 Normal NT_032962.4 GTGTCATCATGACCA 2008943 SNX27 2006537 2093551 2406 2006537 2093551 2406 2052722 2088073 -43779
Chr9 Complement NT_008470.15 AGGTTGCAGTGACCC 16381235 FLJ32779 16383707 16275321 2472 16383642 16326592 2407 16380117 16326929 -1118
Chr12 Complement NT_029419.10 AGGTCATTGTGCCCC 14826198 KRTHB1 14853203 14823005 27005 14828605 14823005 2407 14828555 14823345 2357
Chr1 Complement NT_077959.1 GGGTCAGCGTGACAC 83297 LOC348491 85704 82869 2407 85704 82869 2407 85704 82869 2407
Chr17 Complement NT_010641.13 AGGTCAAGCAGACCT 7912727 EVPL 7915135 7894685 2408 7915135 7894685 2408 7915037 7894943 2310
Chr21 Complement NT_011515.10 TGCTCACACTGACCC 2885811 FTCD 2888219 2868919 2408 2888219 2868919 2408 2888175 2869639 2364
ChrX Normal NT_011757.12 AGGTCATTCTGACAT 23296318 LOC158730 23293910 23317978 2408 23293910 23317978 2408 23293965 23317588 2353
Chr11 Complement NT_033899.5 AGATCACTTTGACCC 29679588 SRPR 29682069 29676079 2481 29681996 29676079 2408 29681945 29677057 2357
Chr16 Normal NT_037887.3 AGGTCAAAGCAACCT 3013 MGC13005 603 4088 2410 603 4088 2410 3705 3830 -692
Chr14 Normal NT_026437.10 TGGTGATAGTGACCC 86294699 KIAA0125 86292288 86300186 2411 86292288 86300186 2411 86293850 86294083 849
Chr8 Normal NT_015280.15 GGGTCACTGTGCCCA 249240 LOC286029 246829 249812 2411 246829 249812 2411 246978 247376 2262
Chr3 Normal NT_005962.15 AGGTCAGAATGATCT 24052546 LOC344897 24050135 24073052 2411 24050135 24073052 2411 24050135 24073052 2411
Chr5 Normal NT_023089.13 GGGTCAATTTGTCCT 13148044 LOC345715 13145631 13172866 2413 13145631 13172866 2413 13145631 13172866 2413
Chr15 Complement NT_010194.15 AGATCAGCCTGACCA 5422559 NOLA3 5424972 5423530 2413 5424972 5423530 2413 5424885 5423780 2326
Chr1 Normal NT_077912.1 AGGTCAGCGTGACCC 9412 LOC339435 6998 15955 2414 6998 15955 2414 8034 8393 1378
Chr5 Normal NT_077451.2 AGGTCAGCGTGACCC 3842738 LOC340126 3840324 3849281 2414 3840324 3849281 2414 3841360 3841719 1378
Chr11 Complement NT_008984.15 AGTTCACAGTGACCC 4491300 LOC341200 4493714 4492896 2414 4493714 4492896 2414 4493714 4492896 2414
Chr17 Complement NT_010663.13 AGGTTGCAGTGACCC 582096 FLJ22222 584512 558150 2416 584512 558150 2416 584411 558324 2315
Chr1 Complement NT_004852.15 AAGTCACGTTGACCT 2367775 PRDX1 2370268 2357729 2493 2370192 2359367 2417 2367358 2359644 -417
Chr9 Normal NT_008470.15 AGGTCACAGTGACCC 32303412 FLJ32780 32300993 32316514 2419 32300993 32316514 2419 32301060 32316319 2352
Chr7 Complement NT_007819.13 GGGTAACTTTGACCT 26511032 HOXA10 26513451 26503819 2419 26513451 26503819 2419 26507482 26505126 -3550
Chr22 Normal NT_011520.9 AGGTCACTCGGACCC 7408027 LOC348624 7405607 7428969 2420 7405607 7428969 2420 7417178 7428969 -9151
Chr16 Normal NT_024812.10 AGGGCGTGCTGACCT 1438320 FLJ25404 1435899 1440301 2421 1435899 1437267 2421 1435920 1436792 2400
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1490735 1482290 2421 1484562 1483085 -3752
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1490735 1482290 2421 1489823 1483085 1509
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1490735 1482290 2421 1493309 1484152 4995
Chr3 Complement NT_006014.14 TGGCCAGGCTGACCT 1488314 RASSF1 1493440 1482290 5126 1490735 1482290 2421 1493309 1483085 4995
Chr14 Complement NT_026437.10 AGGTTGCAATGACCT 72505631 NDUFB1 72508194 72502511 2563 72508054 72502513 2423 72504022 72502578 -1609
Chr18 Complement NT_024983.9 AGGTAGTATTGACCC 210659 C21orf94 213102 203349 2443 213083 203629 2424 203851 203663 -6808
Chr19 Normal NT_011109.15 TGATCAAGGTGACCC 22439015 BCL2L12 22436589 22445362 2426 22436589 22445362 2426 22437271 22445195 1744
Chr16 Complement NT_024812.10 TGGGCAGACTGACCT 5519948 LOC339133 5522374 5463243 2426 5522374 5463243 2426 5522374 5463243 2426
Chr16 Normal NT_037887.3 GGGTCGGGGTCACCT 2331503 LOC283872 2329076 2330669 2427 2329076 2330669 2427 2330252 2330602 1251
Chr5 Normal NT_077451.2 TGGTCAACTTGAACT 3585849 LOC340048 3583422 3610389 2427 3583422 3610389 2427 3583422 3610389 2427
Chr1 Normal NT_028050.12 AGGTCATTCTGTCCA 2691737 LOC343124 2689310 2773382 2427 2689310 2773382 2427 2689310 2773382 2427
Chr2 Complement NT_022184.12 CGGTCAGGGAGACCC 12960027 LOC344372 12962454 12901504 2427 12962454 12901504 2427 12962454 12901504 2427
Chr9 Complement NT_008413.15 TGGTCAGGCTGGCCT 11429013 LOC347186 11431440 11134806 2427 11431440 11134806 2427 11431440 11134806 2427
Chr7 Normal NT_007933.12 AGGTGGCAGTGACCC 64083981 CGI-59 64081162 64144744 2819 64081552 64144744 2429 64081552 64143659 2429
Chr10 Complement NT_030059.10 GGGGCAGCCTGACCA 18642796 HPS1 18645225 18614514 2429 18645225 18614514 2429 18641555 18615879 -1241
Chr20 Complement NT_011333.5 GGGGCAGCCTGACCA 171140 LOC284733 173570 167445 2430 173570 167445 2430 169040 168735 -2100
Chr18 Normal NT_010859.12 GGGTCAGAGCGTCCC 14440685 LOC348270 14438255 14439627 2430 14438255 14439627 2430 14438325 14439338 2360
Chr17 Normal NT_010663.13 CGGTCTCTGTGACCT 688077 ILF1 685644 768331 2433 685644 768312 2433 685815 767410 2262
ChrX Normal NT_011669.13 GGGTCACTCCCACCC 5768118 LOC254287 5765685 5796800 2433 5765685 5796800 2433 5765685 5796800 2433
Chr20 Complement NT_011387.8 GGGTCAGTGTCACCC 1700404 LOC343638 1702837 1615806 2433 1702837 1615806 2433 1702837 1615806 2433
Chr16 Normal NT_010393.13 GGGGCAAAGTGACCA 15123085 PRKCB1 15120578 15505066 2507 15120651 15500184 2434 15120715 15499353 2370
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCT 8871574 POLR2I 8874449 8872830 2875 8874011 8872830 2437 8873976 8872875 2402
Chr17 Complement NT_010783.13 AGGTCACAGTGAGCT 13446980 FLJ22087 13449418 13413527 2438 13449418 13413527 2438 13443586 13413906 -3394
Chr9 Normal NT_008470.15 GGGTAGGGGTGACCC 3472625 LOC352733 3470185 3514771 2440 3470185 3514771 2440 3470266 3514771 2359
Chr6 Normal NT_007422.12 AGGTCGCAGTGAGCC 3587501 LOC346072 3585060 3639819 2441 3585060 3639819 2441 3585060 3639819 2441
Chr11 Normal NT_033903.5 GGGTCAGACCCACCT 13182961 LRP5 13180465 13317126 2496 13180520 13317126 2441 13180568 13316923 2393
Chr12 Normal NT_029419.10 AGGTCAGGGAGACCT 17394069 LOC118430 17376466 17395476 17603 17391627 17395409 2442 17391673 17395332 2396
Chr13 Complement NT_009799.12 GGGACGCTCTGACCC 163373 LOC197049 165815 164438 2442 165815 164438 2442 165744 164727 2371
Chr17 Normal NT_010718.13 AGGTCACTGCAACCT 7084767 ODF4 7082325 7088500 2442 7082325 7088500 2442 7082507 7088307 2260
Chr8 Normal NT_030032.8 TGGGCACGGTGACCC 279608 LOC352437 277165 305011 2443 277165 305011 2443 277165 305011 2443
Chr11 Normal NT_009237.15 TGGTCAGGCTGGCCT 35036525 LOC341251 35034081 35062700 2444 35034081 35062700 2444 35034081 35062700 2444
Chr18 Normal NT_010859.12 GGCTCACTGCGACCT 150997 USP14 148520 202601 2477 148553 202601 2444 148699 201284 2298
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1791317 LOC339439 1788872 1794952 2445 1788872 1794952 2445 1788968 1789453 2349
Chr17 Complement NT_010783.13 AGGTCAGGCTGACTC 10258741 LOC342601 10261187 10255200 2446 10261187 10255200 2446 10261187 10255200 2446



Chr12 Complement NT_029419.10 AGGTGGCTATGACCT 11104688 LALBA 11107135 11104774 2447 11107135 11104774 2447 11107109 11105046 2421
Chr6 Normal NT_025741.12 AGGTCAGGACGACTT 18074542 LOC154337 18072094 18072630 2448 18072094 18072614 2448 18072132 18072611 2410
Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126754 LOC348450 129204 124783 2450 129204 124783 2450 127574 125817 820
Chr5 Normal NT_023133.11 TGGTCAGCCTGCCCT 565962 SGCD 354446 996169 211516 563512 996169 2450 566145 995959 -183
Chr1 Normal NT_004668.15 TGGTCATGTTGGCCT 7584255 USP21 7581660 7587908 2595 7581804 7587908 2451 7582832 7587638 1423
Chr6 Complement NT_025741.12 GGGTCACTGTAACCT 10940642 APG5L 10943124 10801780 2482 10943095 10801780 2453 10933512 10803844 -7130
Chr5 Complement NT_006576.13 AGGACATAATGACCA 16467677 LOC285573 16470130 16467131 2453 16470130 16467131 2453 16469756 16469100 2079
Chr11 Complement NT_033903.5 AGGTCGTCCTGGCCT 13882500 LOC349678 13884953 13881681 2453 13884953 13881681 2453 13884953 13881681 2453
Chr17 Normal NT_010783.13 AGATCAGCCTGACCA 471878 LOC350437 469425 470846 2453 469425 470846 2453 469425 470846 2453
ChrX Complement NT_011757.12 AGGTTGCAGTGACCC 20058557 DMD 20272193 18051812 213636 20061012 18051812 2455 18199413 18054417 -1859144
ChrX Complement NT_011812.12 GGGTCAATCTGGCCT 4387894 LOC347567 4390350 4166040 2456 4390350 4166040 2456 4390350 4166040 2456
Chr2 Normal NT_005058.13 AGATCAGCCTGACCA 1450633 LOC285054 1448176 1456492 2457 1448176 1456492 2457 1456186 1456485 -5553
ChrX Complement NT_011786.13 AGGTCATGTTCACCT 15755265 LOC352833 15757722 15692893 2457 15757722 15692893 2457 15757722 15692893 2457
Chr15 Normal NT_077661.1 AGGTAACTTTGACCA 439323 LOC283692 436865 481914 2458 436865 481914 2458 436964 437263 2359
Chr20 Normal NT_011387.8 AGGTGGCTCTGACCT 24601981 LOC350972 24599522 24607170 2459 24599522 24607170 2459 24599522 24607170 2459
Chr16 Normal NT_037887.3 GGGTCGGGGTCACCT 2331536 LOC283872 2329076 2330669 2460 2329076 2330669 2460 2330252 2330602 1284
Chr19 Normal NT_011295.10 AGGTCACTGCAACCT 2077393 TGT 2074932 2086842 2461 2074933 2086842 2460 2074939 2086748 2454
Chr12 Normal NT_009714.15 TGGTCAGGCTGGCCT 4993671 BCLG 4961772 5122992 31899 4991207 5122921 2464 4991214 5050863 2457
Chr19 Complement NT_011109.15 TGGTCAGGTTGAGCC 22665873 LOC348317 22668337 22661101 2464 22668337 22661101 2464 22667607 22661117 1734
Chr8 Complement NT_008046.13 GGTTCAGAGTGACCT 9454488 LOC352488 9456952 9398111 2464 9456952 9398111 2464 9456952 9398111 2464
Chr20 Normal NT_011387.8 AGGTCTGCCTGACCC 19812710 RIN2 19810246 19923100 2464 19810246 19921580 2464 19810246 19921580 2464
Chr21 Normal NT_011512.8 GGGTCAATACTACCT 341829 LOC284812 339363 348856 2466 339363 348856 2466 348634 348822 -6805
Chr2 Normal NT_005058.13 AGGTAAAGGTGACCT 3819831 LOC151162 3817362 3821090 2469 3817362 3821090 2469 3820613 3820885 -782
Chr8 Complement NT_008183.16 GTGTCATTCTGACCA 6774868 TCEA1 6777637 6701558 2769 6777337 6721665 2469 6777233 6723212 2365
Chr3 Complement NT_029928.10 AGGTCATGATGGCCG 1377862 LOC339866 1380332 1379073 2470 1380332 1379073 2470 1380332 1379073 2470
Chr13 Complement NT_009952.13 TGTTCAGTCTGACCT 16106953 LOC283480 16109425 16034713 2472 16109425 16034713 2472 16109308 16035944 2355
Chr16 Complement NT_024773.11 ATGTCACAGTGACCC 703071 LOC348189 705546 703901 2475 705546 703901 2475 705546 703901 2475
Chr1 Complement NT_004668.15 GGGGCAGAGTGACCT 3160849 MRPL24 3163464 3155362 2615 3163324 3159495 2475 3160897 3159591 48
Chr21 Normal NT_011512.8 GGGTCAAATTTACCC 23165276 LOC284833 23162800 23164609 2476 23162800 23164603 2476 23163182 23164069 2094
Chr1 Normal NT_019273.15 TGGTCATGATGAGCT 3602758 CAPZA1 3599648 3652483 3110 3600281 3652483 2477 3600281 3651003 2477
Chr19 Normal NT_011109.15 GTGTCAGACTGACCT 28300316 LOC284298 28297839 28298640 2477 28297839 28298640 2477 28298037 28298555 2279
Chr15 Normal NT_010194.15 GGGTCACAGTGAGCA 48959888 LOC342111 48957411 48983038 2477 48957411 48983038 2477 48957411 48983038 2477
Chr10 Complement NT_078085.1 GGGGCATTGTGACCA 70813 LOC347785 73290 52430 2477 73290 52430 2477 73290 52430 2477
Chr1 Complement NT_004391.15 AGGTCAGTTCGTCCC 463795 GALE 467618 462436 3823 466273 462437 2478 465844 462786 2049
Chr1 Complement NT_004391.15 CGGTCTCAGCGACCT 1080058 LOC90529 1082537 1022603 2479 1082537 1022603 2479 1066969 1024146 -13089
ChrX Complement NT_011786.13 AGGCCAGCCTGACCA 4810478 ELF4 4812961 4767353 2483 4812961 4767400 2483 4783799 4769191 -26679
Chr3 Normal NT_022517.15 AGGACAGTTTGACCA 14097804 LOC285260 14095321 14095698 2483 14095321 14095698 2483 14095321 14095698 2483
Chr17 Complement NT_010755.13 AGGTCTTACTGACCT 3404790 KRT19 3407274 3402592 2484 3407274 3402592 2484 3407221 3402717 2431
Chr1 Normal NT_004836.14 GGGTCAGACAGACCT 9166719 LOC200159 9164235 9200674 2484 9164235 9200674 2484 9176287 9200655 -9568
Chr2 Normal NT_005120.13 TGGTCACTGTGAGCT 3839853 LOC344243 3837369 3857375 2484 3837369 3857375 2484 3837369 3857375 2484
Chr6 Complement NT_025741.12 AGCTCATCATGACCT 43797683 CITED2 43800214 43797825 2531 43800169 43797827 2486 43799510 43798698 1827
Chr10 Complement NT_077569.2 GGATCAGCCTGACCA 380552 IL15RA 383046 353934 2494 383038 357230 2486 371178 357954 -9374
Chr10 Complement NT_008705.14 GGGTCAACTTGATCT 12290239 KIAA1462 12292726 12279433 2487 12292726 12279433 2487 12292679 12282137 2440
Chr7 Normal NT_033968.4 GGGTCACCCCCACCC 6199338 LOC222031 6196851 6200946 2487 6196851 6200946 2487 6197176 6197544 2162
Chr9 Normal NT_008470.15 GGGTCAAGCTGGCCT 18168053 RGS3 18047005 18182644 121048 18165566 18182643 2487 18086483 18181859 81570
Chr17 Complement NT_010755.13 TGGTCACATGGACCC 3395373 KRT15 3400748 3392720 5375 3397862 3392720 2489 3397801 3392997 2428
Chr17 Complement NT_010755.13 GGGCCATTCTGACCT 4548884 FLJ21019 4551861 4542658 2977 4551374 4542658 2490 4551304 4544233 2420
Chr5 Normal NT_023089.13 AGGTAGTATTGACCT 2023739 LOC345423 2021249 2099780 2490 2021249 2099780 2490 2021249 2099780 2490
Chr3 Normal NT_005825.15 TGGCCATCCTGACCT 6199572 TREX1 6178772 6199680 20800 6197082 6199680 2490 6198527 6199636 1045
Chr15 Complement NT_010194.15 TGCTCACTGTGACCC 46789004 CSPG4 46791566 46753094 2562 46791496 46753365 2492 46791496 46754292 2492
Chr18 Normal NT_025028.13 GGGTCATCATGACTC 19609183 HSPC154 19606608 19617050 2575 19606691 19616934 2492 19606890 19616561 2293
Chr15 Normal NT_037852.3 TGGTGACAGTGACCC 1231574 LOC348121 1229082 1231554 2492 1229082 1231554 2492 1229372 1230010 2202
Chr9 Complement NT_008470.15 GGGTCAGGGTGACCA 32513207 LOC349364 32515699 32512690 2492 32515699 32512690 2492 32515666 32512975 2459
Chr2 Complement NT_022184.12 GAGTCAACCTGACCT 43330492 LOC344433 43332985 43308772 2493 43332985 43308772 2493 43332985 43308772 2493
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791366 LOC339439 1788872 1794952 2494 1788872 1794952 2494 1788968 1789453 2398
Chr11 Complement NT_009237.15 AGGTCATTCTGACGC 25194683 FBXO3 25197178 25163596 2495 25197178 25163596 2495 25197147 25164558 2464
Chr4 Complement NT_022792.15 AGGTCAGGATGCCCT 17128445 LOC351708 17130941 17086221 2496 17130941 17086221 2496 17130941 17086221 2496
Chr7 Complement NT_033968.4 AGGTCATAAGGACCT 6522589 LOC352198 6525085 6467057 2496 6525085 6467057 2496 6525085 6467057 2496
Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126705 LOC348450 129204 124783 2499 129204 124783 2499 127574 125817 869
Chr16 Normal NT_010498.13 GGGTCACGGTCACCA 4416963 SLC6A2 4414464 4461705 2499 4414464 4460494 2499 4414513 4460261 2450
Chr3 Complement NT_006014.14 TGGCCACACTGACCC 1653600 CACNA2D2 1656101 1515306 2501 1656101 1515306 2501 1655927 1517170 2327
Chr2 Normal NT_022171.13 TGGTTATAATGACCC 9408096 LOC344536 9405595 9477548 2501 9405595 9477548 2501 9405595 9477548 2501
Chr14 Normal NT_026437.10 AGATCAATGTGACCA 58792635 NRXN3 58790134 60248862 2501 58790134 60248820 2501 59666676 60248347 -874041
Chr1 Normal NT_004852.15 AGGTCTTGTTGACCC 558362 SIAT6 555845 779473 2517 555861 779473 2501 584577 778536 -26215
ChrX Complement NT_011568.12 AGGCCAGCCTGACCA 11777577 T54 11780149 11770344 2572 11780078 11770344 2501 11780070 11770557 2493
Chr6 Normal NT_007583.11 CCGTCAGGGTGACCC 254092 LOC285805 251590 259003 2502 251590 259003 2502 253400 253837 692
Chr6 Complement NT_025741.12 AGGTCATCCTGGCCT 19039739 LOC345890 19042241 18931874 2502 19042241 18931874 2502 19042241 18931874 2502
Chr1 Normal NT_032977.5 CGTTCAGGATGACCC 6377312 DMRTB1 6374809 6382895 2503 6374809 6382895 2503 6374864 6382072 2448
Chr4 Complement NT_016354.15 ATGTCACACTGACCA 30300738 LOC348852 30303242 30302578 2504 30303242 30302578 2504 30303242 30302578 2504
ChrX Complement NT_011568.12 TGGACATTCTGACCT 10981646 SSX9 10985543 10974753 3897 10984150 10976123 2504 10984150 10976123 2504
Chr4 Complement NT_006316.15 TAGTCAATGTGACCT 2074592 HS3ST1 2106747 2075734 32155 2077097 2075801 2505 2076987 2076064 2395
Chr4 Complement NT_006316.15 AGGACAGTCTGACCA 10435239 LOC351761 10437744 10171584 2505 10437744 10171584 2505 10437744 10171584 2505
Chr15 Normal NT_010194.15 AGGTCATCCTAACCT 22765666 SCG3 22763161 22802833 2505 22763161 22802833 2505 22763564 22801334 2102
Chr16 Normal NT_037887.3 AGGTTGCAGTGACCC 169186 HBA1 166679 167520 2507 166679 167520 2507 166716 167410 2470
Chr8 Complement NT_023684.15 AGGTCAGTAGGACCC 581480 LOC286073 584984 581429 3504 583988 581429 2508 582308 581847 828
Chr1 Complement NT_032977.5 GGCTCACTGCGACCT 6965513 C1orf8 6968086 6946261 2573 6968023 6946261 2510 6967773 6946735 2260
Chr4 Normal NT_006316.15 GGGTCACCACAACCT 15787047 LOC351770 15784537 15791159 2510 15784537 15791159 2510 15784537 15791159 2510
Chr1 Normal NT_004668.15 GGGTCACTGCAACCT 3497900 LOC149501 3495374 3497139 2526 3495388 3496965 2512 3495450 3496274 2450
Chr10 Normal NT_030059.10 AGGTAGTGATGACCT 40628837 LOC349513 40626325 40651745 2512 40626325 40651745 2512 40626325 40651745 2512
Chr10 Normal NT_077567.2 GGCTCACTTTGACCT 1472723 LOC340805 1470209 1493982 2514 1470209 1493982 2514 1470209 1493982 2514
Chr1 Normal NT_004610.15 GGCTCAAGGTGACCT 2561277 LOC115051 2558762 2561962 2515 2558762 2561962 2515 0 0 2561277
Chr5 Normal NT_023089.13 GGGTCATCGAGACCA 1186964 LOC340024 1184448 1206123 2516 1184448 1206123 2516 1184504 1199436 2460
Chr9 Complement NT_019501.12 GGGTCCTGCTGACCT 1615382 LOC157918 1617899 1614405 2517 1617899 1614405 2517 1617051 1616692 1669
ChrX Normal NT_011726.10 AGGTAAGAGTGACCC 411452 MTMR1 408935 480656 2517 408935 480656 2517 409092 478290 2360
Chr20 Complement NT_011333.5 CGGTCACCATCACCT 933540 PRIC285 936057 926070 2517 936057 926094 2517 935633 927229 2093
Chr1 Normal NT_004668.15 GGGTCAACATAACCT 6227125 LOC343413 6224606 6245650 2519 6224606 6245650 2519 6224616 6245650 2509
Chr8 Complement NT_030737.7 GGGCCATTTTGACCT 4407876 LOC352450 4410398 4379843 2522 4410398 4379843 2522 4410398 4379843 2522
Chr17 Complement NT_010663.13 TGGTTATGATGACCC 608590 MGC4368 616696 608515 8106 611112 608570 2522 610386 609381 1796
Chr5 Normal NT_023089.13 TGGTCACTGTGCCCT 5811531 LOC351802 5809007 5850053 2524 5809007 5850053 2524 5809007 5850053 2524
Chr12 Normal NT_009714.15 AGGACATTATGACCT 2583824 LLT1 2580296 2608125 3528 2581299 2606698 2525 2581305 2606444 2519
ChrY Normal NT_011875.9 TGGTCACATTGACAT 2018810 TMSB4Y 2016285 2018236 2525 2016285 2018236 2525 2017054 2017977 1756
Chr13 Complement NT_009799.12 AGGTCACGGTCACCT 11575410 LOC283538 11577937 11576160 2527 11577937 11576160 2527 11577683 11577258 2273
Chr16 Complement NT_024812.10 AGGTGATGCTGACCT 2544290 PRSS8 2546818 2542423 2528 2546818 2542423 2528 2546486 2542998 2196



ChrX Normal NT_025965.11 TGGTCTCGCTGACCT 534772 LOC352853 532243 533379 2529 532243 533379 2529 532318 533379 2454
ChrX Complement NT_011757.12 AGGTCACAGTGAGCT 21060500 LOC158724 21063030 21062336 2530 21063030 21062336 2530 21062786 21062487 2286
Chr22 Complement NT_011520.9 AGGTCACTATGTCCG 15337613 LOC284911 15340144 15337513 2531 15340144 15337513 2531 15340103 15339774 2490
Chr19 Normal NT_077812.1 AGGTCTCTGTGACCT 992912 RPS28 990038 995696 2874 990380 991274 2532 990411 990955 2501
Chr5 Complement NT_006713.13 AGTTCAGGGTGACCC 12056165 LOC133762 12058699 12049292 2534 12058699 12049292 2534 12058699 12049292 2534
Chr1 Normal NT_032962.4 TGGTCAGGCTGGCCT 1563084 MGC3180 1560513 1564769 2571 1560550 1563603 2534 1560625 1563557 2459
Chr12 Complement NT_009714.15 GGGTCATAGTTACCA 24235511 TERA 24238107 24192492 2596 24238047 24192492 2536 24210112 24194620 -25399
Chr15 Complement NT_037852.3 GGGTCACAGTTACCA 172216 LOC283757 174753 174307 2537 174753 174307 2537 174753 174307 2537
Chr10 Complement NT_008583.15 AGGTTGCAGTGACCT 18146530 JDP1 18149070 18107576 2540 18149070 18107576 2540 18148917 18108022 2387
Chr10 Normal NT_024040.14 TGGTCACAGGGACCT 420672 KIAA1674 418132 465895 2540 418132 465895 2540 419502 461219 1170
Chr15 Complement NT_010194.15 AGGTCATGCCGTCCT 32914127 LOC342069 32916667 32895757 2540 32916667 32895757 2540 32916667 32895757 2540
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1791414 LOC339439 1788872 1794952 2542 1788872 1794952 2542 1788968 1789453 2446
Chr13 Complement NT_024498.11 AGTTCACAATGACCA 234994 LOC122076 237537 211643 2543 237537 211643 2543 237537 211643 2543
Chr7 Complement NT_007933.12 GGGTAAAGCTGACCT 55970109 LOC154970 55972653 55969997 2544 55972653 55969997 2544 55972653 55969997 2544
Chr5 Complement NT_023133.11 AGGTCATGTTGTCCA 14388086 LOC345430 14390630 14351101 2544 14390630 14351101 2544 14390630 14351101 2544
Chr9 Normal NT_008470.15 CGGTCATTATTACCT 20220665 LOC347309 20218121 20235334 2544 20218121 20235334 2544 20218121 20235334 2544
Chr1 Complement NT_004836.14 AGGTCAGCCCGCCCT 1416850 LOC343509 1419395 1397702 2545 1419395 1397702 2545 1419395 1397702 2545
Chr1 Complement NT_004610.15 AGGTCGCAGTGAGCT 2238580 EIF4G3 2307064 1936226 68484 2241126 1936226 2546 2132485 1937062 -106095
Chr2 Complement NT_022184.12 AGGTCAGACTGATCG 25434692 LOC348683 25437238 25435368 2546 25437238 25435368 2546 25437115 25435539 2423
Chr18 Complement NT_010966.13 TGATCACTATGACCT 26163417 DKFZP564D1378 26165964 26122884 2547 26165964 26122884 2547 26151912 26124155 -11505
Chr11 Normal NT_009237.15 TGGTCAATTTGAACT 28777898 LOC341241 28775351 28983398 2547 28775351 28983398 2547 28775351 28983398 2547
Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126656 LOC348450 129204 124783 2548 129204 124783 2548 127574 125817 918
Chr11 Normal NT_033899.5 AGGTGGCTTTGACCT 33864655 ADAMTS15 33862106 33886953 2549 33862106 33886953 2549 33862106 33886953 2549
Chr20 Complement NT_030871.1 GGTTCACCCCGACCC 995591 LAMA5 998141 939894 2550 998141 939894 2550 998074 940167 2483
Chr10 Complement NT_030059.10 AGGTCACTTTCACCA 15265189 CYP2C8 15267812 15235087 2623 15267740 15235087 2551 15267717 15235443 2528
Chr16 Normal NT_037887.3 AGGCCGAGCTGACCC 1974185 LOC283868 1971634 1972919 2551 1971634 1972919 2551 1971812 1972312 2373
Chr16 Normal NT_037887.3 AGGTCAGCCTGTCCC 641865 KIAA1924 639312 657830 2553 639312 651076 2553 639418 643846 2447
Chr11 Normal NT_033899.5 AGGTCAGAGGGACCA 30859294 LOC338668 30856740 30908713 2554 30856740 30908713 2554 30856740 30908713 2554
ChrX Complement NT_011568.12 AGGTCGCAGTGAGCC 10159296 ZNF41 10162480 10126271 3184 10161852 10126271 2556 10146748 10126697 -12548
Chr1 Normal NT_077967.1 TTGTCACTGTGACCT 456329 LOC348504 453772 454775 2557 453772 454775 2557 454230 454502 2099
Chr7 Complement NT_007933.12 TGGACATTTTGACCT 26060841 CLDN15 26064469 26057742 3628 26063399 26059444 2558 26063230 26058059 2389
Chr2 Complement NT_005403.13 AGGTCAACATGCCCG 3677459 FNBP3 3686172 3671182 8713 3680017 3671182 2558 3678938 3672159 1479
Chr19 Normal NT_011109.15 TGGCCAGGCTGACCT 13493817 ITPKC 13491259 13514977 2558 13491259 13513683 2558 13491259 13513683 2558
Chr10 Complement NT_008705.14 GGGTGGGTCTGACCC 3758960 LOC338612 3761518 3758747 2558 3761518 3758747 2558 3761068 3759854 2108
Chr1 Normal NT_004321.15 AGGTCATGGTTACCA 295096 PRDM16 292536 661958 2560 292536 657632 2560 292599 657150 2497
ChrX Normal NT_011568.12 AGATCAAGATGACCA 10264266 TIMP1 10261511 10266055 2755 10261705 10266055 2561 10262683 10265958 1583
Chr3 Normal NT_005927.15 GGGTCGTTATGACAT 14097957 MGC3222 14095311 14114029 2646 14095395 14114029 2562 14095544 14112145 2413
Chr19 Normal NT_011109.15 TGGTCAGGCTGGCCT 9612572 ZNF345 9609485 9652161 3087 9610010 9637721 2562 9635951 9637417 -23379
Chr3 Normal NT_005612.13 AGGTCACCTTGACGG 66342135 LOC344770 66339572 66343706 2563 66339572 66343706 2563 66339572 66343706 2563
Chr7 Normal NT_007933.12 AGGTCAGTACCACCT 30357956 FLJ11785 30355335 30390841 2621 30355388 30390813 2568 30355394 30390476 2562
Chr11 Normal NT_028310.10 GGGTCACTGCAACCT 6512816 LOC120061 6510248 6511108 2568 6510248 6511108 2568 6510248 6511108 2568
Chr2 Normal NT_022184.12 GGGTGGTCTTGACCT 64623219 VAMP8 64620548 64625087 2671 64620651 64625087 2568 64620704 64624773 2515
Chr16 Normal NT_019609.11 GGGTCACAGGGACCC 992046 FOXF1 989443 993366 2603 989477 993366 2569 989570 992010 2476
Chr11 Normal NT_028310.10 AGGTCAGGATCACCT 5387755 ILK 5385157 5392275 2598 5385185 5392270 2570 5385675 5392015 2080
Chr10 Complement NT_033985.5 AGGTCAGGCTGACAG 882111 LOC221002 884681 812298 2570 884681 812298 2570 823719 814006 -58392
Chr19 Normal NT_011109.15 GGCTCACTGCGACCT 13243838 SPTBN4 13241268 13350582 2570 13241268 13350582 2570 13246747 13349693 -2909
Chr17 Complement NT_010641.13 AGGTGGCTCTGACCC 11058444 LOC350391 11061016 11060489 2572 11061016 11060489 2572 11061016 11060489 2572
Chr2 Normal NT_022184.12 TGGTCAAATTCACCT 39038104 LOC344420 39035531 39143901 2573 39035531 39143901 2573 39035531 39143901 2573
Chr1 Complement NT_021877.15 GGTTCACCCTGACCC 6021568 FLJ10874 6024143 5973179 2575 6024143 5973179 2575 6024005 5974463 2437
Chr7 Normal NT_007933.12 AGGTCAGCCTGAGCC 53469774 LOC349156 53467199 53471174 2575 53467199 53471174 2575 53467362 53471136 2412
Chr7 Complement NT_007819.13 TGGTCAAGTTCACCT 15170303 LOC221814 15172879 15170414 2576 15172879 15170414 2576 15171536 15171225 1233
Chr20 Complement NT_011333.5 AGGTCATTGTCACCA 355758 LOC343565 358334 353598 2576 358334 353598 2576 358334 353598 2576
Chr20 Normal NT_011333.5 AGCTCACTGTGACCT 1351707 C20orf14 1349079 1401081 2628 1349130 1401080 2577 1349229 1400976 2478
Chr1 Normal NT_021877.15 AGGTCAGAGTGATCT 3378939 ADORA2BP 3376361 3378139 2578 3376361 3378139 2578 0 0 3378939
Chr7 Normal NT_007914.12 AGGCCAGCCTGACCA 543154 LOC340292 540572 551353 2582 540572 551353 2582 540572 551353 2582
Chr22 Normal NT_011520.9 TGGTCAGGCTGGCCT 17661357 POLR2F 17658749 17693391 2608 17658772 17672860 2585 17658849 17672776 2508
Chr9 Complement NT_019501.12 AGTTCAGCTCGACCT 1809834 LHX3 1812420 1803567 2586 1812420 1803590 2586 1810350 1804636 516
Chr6 Complement NT_034880.2 TGGTCAGGTTGGCCT 1192751 LOC345966 1195337 1162811 2586 1195337 1162811 2586 1195337 1162811 2586
Chr16 Complement NT_010393.13 GGGTCAGGATGATCT 3255055 DKFZP564M182 3257642 3241257 2587 3257642 3241257 2587 3257584 3243859 2529
Chr7 Complement NT_007933.12 AGGTCACTGTGCCCC 53868382 TRN-SR 53871331 53770390 2949 53870969 53773458 2587 53870969 53773458 2587
Chr6 Normal NT_025741.12 AGGTCAGAGTGATCA 18113205 LOC340141 18110617 18160494 2588 18110617 18160494 2588 18110617 18160494 2588
Chr13 Normal NT_024524.12 AGGCCAAATTGACCA 1557703 PRO0297 1555115 1576634 2588 1555115 1576634 2588 1555583 1555864 2120
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791463 LOC339439 1788872 1794952 2591 1788872 1794952 2591 1788968 1789453 2495
Chr2 Complement NT_022171.13 GGGACACAACGACCC 9624111 LOC339819 9626702 9623576 2591 9626702 9623576 2591 9626702 9623576 2591
Chr22 Complement NT_011520.9 CTGTCAATGTGACCT 17282400 LGALS2 17285130 17275310 2730 17284992 17275320 2592 17284966 17275324 2566
Chr12 Complement NT_019546.15 TGGTCAGCTTGACTT 22330447 LOC121456 22333040 22329809 2593 22333040 22329809 2593 22332088 22331204 1641
Chr10 Normal NT_033985.5 TGGCCATCTTGACCC 491876 LOC283030 489283 491820 2593 489283 491820 2593 491363 491641 513
Chr12 Normal NT_009775.13 GGGACAAACCGACCC 3912560 LOC341531 3909966 4120280 2594 3909966 4120280 2594 3909966 4120280 2594
Chr1 Normal NT_004668.15 AGGTCACTGCAACCT 2539496 LMNA 2504770 2562272 34726 2536899 2562272 2597 2537111 2561298 2385
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126607 LOC348450 129204 124783 2597 129204 124783 2597 127574 125817 967
Chr9 Normal NT_008470.15 GGGTCATCATGAACA 12748985 LOC352748 12746388 12767793 2597 12746388 12767793 2597 12746388 12767793 2597
Chr6 Complement NT_025741.12 AGGTCACAATGACTA 42022313 LOC345925 42024912 41969463 2599 42024912 41969463 2599 42024912 41969463 2599
Chr19 Complement NT_011295.10 GGGTCGCTGTTACCC 4206432 RTBDN 4209044 4199099 2612 4209032 4199099 2600 4208714 4199322 2282
Chr6 Normal NT_007302.11 AGGTCAGAGCTACCC 1230390 LOC349031 1227788 1238122 2602 1227788 1238122 2602 1227788 1238122 2602
Chr2 Normal NT_022184.12 GGGTCAGGGTGACTG 53699927 SEMA4F 53697325 53725116 2602 53697325 53725116 2602 53697436 53723267 2491
Chr17 Normal NT_010799.13 AGGTCGCAGTGAGCT 5207261 MIRO-1 5204493 5286578 2768 5204657 5270589 2604 5204720 5269165 2541
Chr17 Complement NT_010755.13 TGGTAACAATGACCT 1978664 NR1D1 1981269 1973337 2605 1981269 1973337 2605 1980643 1973632 1979
Chr16 Normal NT_024797.13 GGGTCCCCATGACCC 11668534 LOC123862 11665928 11666328 2606 11665928 11666328 2606 11665928 11666328 2606
Chr2 Normal NT_022135.13 AGGCCATCATGACCT 2189412 LOC284958 2186806 2208195 2606 2186806 2208195 2606 2186857 2207770 2555
Chr3 Normal NT_022517.15 AGGTCACTGTGTCCT 3376828 LOC351415 3374222 3437717 2606 3374222 3437717 2606 3374222 3437717 2606
Chr3 Complement NT_005999.15 AGGCCAGTGTGACCT 1209458 PTK9L 1212206 1196686 2748 1212066 1201560 2608 1211962 1201980 2504
Chr3 Complement NT_005999.15 AGGTTGCAGTGACCT 2054960 LOC344915 2057569 2036728 2609 2057569 2036728 2609 2057569 2036728 2609
Chr17 Complement NT_010718.13 GGGTCAGAGTGACCT 13706440 LOC350419 13709050 13700283 2610 13709050 13700283 2610 13709050 13700283 2610
Chr11 Normal NT_033903.5 AGATCAGCCTGACCA 11417391 ACTN3 11414780 11431186 2611 11414780 11431186 2611 11414798 11431053 2593
Chr3 Normal NT_005962.15 AGGTCGTCATGACTT 21598873 HRG 21596261 21608485 2612 21596261 21608485 2612 21596284 21608135 2589
Chr5 Normal NT_034772.4 AGGTCATCATCACCC 16186859 KCNN2 16113036 16247217 73823 16184247 16247217 2612 16213809 16246899 -26950
Chr18 Normal NT_025028.13 TGGTCACCCTGACTC 4531039 LOC342781 4528426 4580634 2613 4528426 4580634 2613 4528426 4580634 2613
Chr1 Complement NT_032977.5 TTGTCATTTTGACCT 7799188 DHCR24 7801803 7751134 2615 7801803 7764220 2615 7801704 7766818 2516
Chr14 Normal NT_026437.10 GGGTCTTTGTGACCT 71503686 FLJ20950 71500448 71611737 3238 71501071 71611737 2615 71546680 71611218 -42994
Chr7 Normal NT_007933.12 GGGTCAGCCTGCCCT 41344145 CAV1 41341529 41377920 2616 41341529 41377920 2616 41341807 41376031 2338
Chr8 Complement NT_037704.3 TGCTCACGCTGACCC 288399 LOC286100 291015 289168 2616 291015 289168 2616 290863 289289 2464
Chr8 Complement NT_007995.13 TGGACAATTTGACCT 6864982 LOC347014 6867598 6804122 2616 6867598 6804122 2616 6867598 6804122 2616
Chr16 Complement NT_037887.3 AGGTCAGGTCGAGCT 1781093 IGFALS 1783733 1780417 2640 1783710 1780422 2617 1783654 1780602 2561



Chr9 Normal NT_008413.15 ATGTCAGTCTGACCA 34322122 NUDT2 34319505 34333697 2617 34319505 34333697 2617 34329039 34333439 -6917
Chr11 Complement NT_033903.5 TGGTCAGAGTAACCT 6783647 RAB3IL1 6789008 6766041 5361 6786264 6766041 2617 6786106 6767017 2459
Chr3 Complement NT_005825.15 CGGTCACGCTGACCA 6387811 CELSR3 6390429 6364536 2618 6390429 6364536 2618 6390148 6366278 2337
Chr12 Normal NT_029419.10 AGATCAGCCTGACCA 27364335 KIAA0984 27318279 27415717 46056 27361716 27415389 2619 27361966 27412874 2369
Chr2 Complement NT_005334.13 AGGTCAGGATGGCCC 5029800 LOC344351 5032419 5025674 2619 5032419 5025674 2619 5032419 5025674 2619
Chr16 Normal NT_037887.3 GGGTCGGGGTGTCCT 2331697 LOC283872 2329076 2330669 2621 2329076 2330669 2621 2330252 2330602 1445
Chr7 Normal NT_007933.12 AGGTCAGCCTGAGCC 53469823 LOC349156 53467199 53471174 2624 53467199 53471174 2624 53467362 53471136 2461
Chr7 Complement NT_007819.13 AGGTAGTGGTGACCT 3836358 LOC352244 3838983 3715190 2625 3838983 3715190 2625 3838983 3715190 2625
Chr8 Normal NT_030032.8 AGGTCACTGTGGCCT 677649 BAI1 675022 756012 2627 675022 756012 2627 675205 755423 2444
Chr2 Complement NT_005120.13 AGGTCAGGATGAGCA 4250662 COL6A3 4253488 4163131 2826 4253290 4163131 2628 4235930 4163881 -14732
Chr4 Complement NT_006216.14 AGGTCTTTATGACCT 3469294 CXCL2 3471998 3469687 2704 3471922 3469766 2628 3471847 3470483 2553
Chr15 Normal NT_010194.15 TAGTCAAGGTGACCT 14420133 LOC161823 14417505 14433754 2628 14417505 14433754 2628 14417547 14433754 2586
Chr7 Complement NT_007933.12 AGGTGATGTTGACCT 41100779 LOC286009 41103408 41092352 2629 41103408 41092352 2629 41093444 41093001 -7335
Chr3 Normal NT_005999.15 TGGGCATGATGACCT 483394 LOC344912 480765 482238 2629 480765 482238 2629 480765 482238 2629
Chr11 Complement NT_033903.5 GAGTCAACTTGACCA 8430569 LOC92148 8433198 8431276 2629 8433198 8431276 2629 8431959 8431507 1390
Chr19 Complement NT_011295.10 GGGTCATAATGACTC 12129065 LOC90906 12131695 12123371 2630 12131695 12123371 2630 12129386 12128199 321
Chr8 Normal NT_023666.15 AGGTCATCTTGGCCC 337500 LOC254756 334868 336722 2632 334868 336722 2632 334887 336186 2613
Chr6 Complement NT_007422.12 GGATCAGTTTGACCT 1350446 TCTEL1 1353109 1344848 2663 1353079 1344848 2633 1353079 1345198 2633
Chr1 Normal NT_004671.15 GGGTCAAGATGGCCT 13456802 LOC284570 13454168 13455537 2634 13454168 13455537 2634 13455043 13455420 1759
Chr7 Normal NT_007758.10 AGCTCACTGTGACCT 2874272 FLJ34299 2871613 2898890 2659 2871637 2898831 2635 2871754 2897631 2518
Chr9 Normal NT_008470.15 GCGTCACAGTGACCT 33043703 ODF2 33040971 33085873 2732 33041067 33085873 2636 33042320 33079645 1383
Chr9 Normal NT_008470.15 GCGTCACAGTGACCT 33043703 ODF2 33040971 33085873 2732 33041067 33085873 2636 33045473 33085169 -1770
Chr6 Normal NT_034874.2 CGGTCAGGGAGACCC 1146844 LOC347990 1144206 1154618 2638 1144206 1154618 2638 1144206 1154618 2638
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1791511 LOC339439 1788872 1794952 2639 1788872 1794952 2639 1788968 1789453 2543
Chr1 Complement NT_031730.8 GTGTCATTTTGACCT 116201 LOC284532 118841 117912 2640 118841 117912 2640 118841 117912 2640
Chr3 Normal NT_005927.15 AGGTTGCAGTGACCT 13612212 LOC285374 13609571 13611439 2641 13609571 13611439 2641 13610011 13610289 2201
Chr6 Complement NT_007592.13 AGATCACACTGACCC 20627409 LOC221557 20630051 20629473 2642 20630051 20629473 2642 20630051 20629473 2642
Chr6 Complement NT_034874.2 AGATCACACTGACCC 1072529 LOC282907 1075171 1074593 2642 1075171 1074593 2642 1075171 1074593 2642
Chr6 Complement NT_033951.3 AGATCACACTGACCC 1221534 LOC347661 1224176 1223598 2642 1224176 1223598 2642 1224176 1223598 2642
Chr9 Complement NT_023935.15 TGGTCACAGTTACCT 10553682 LOC352604 10556324 10553519 2642 10556324 10553519 2642 10556324 10553519 2642
Chr7 Complement NT_007933.12 TGGACATTTTGACCT 26060841 CLDN15 26064469 26057742 3628 26063484 26057742 2643 26063230 26058059 2389
Chr6 Normal NT_007302.11 AGGTCAGAACGGCCC 1230432 LOC349031 1227788 1238122 2644 1227788 1238122 2644 1227788 1238122 2644
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126559 LOC348450 129204 124783 2645 129204 124783 2645 127574 125817 1015
Chr22 Complement NT_011519.10 GGGTCACAAGGACCT 1463082 LOC284857 1465728 1464100 2646 1465728 1464100 2646 1464910 1464617 1828
Chr5 Complement NT_034772.4 AGGTCACCTCTACCC 37643890 IL9 37646537 37642956 2647 37646537 37642956 2647 37646526 37643101 2636
Chr19 Complement NT_011109.15 AGCTCACTGCGACCT 21132737 FLJ10922 21135418 21103186 2681 21135385 21103186 2648 21135367 21116791 2630
Chr1 Complement NT_021937.15 TGCTCAGGCTGACCT 2224024 FBXO2 2227776 2220359 3752 2226673 2220384 2649 2226331 2220685 2307
Chr19 Normal NT_011295.10 AGGTCACCCCCACCC 2722672 LOC126075 2720022 2728421 2650 2720022 2728421 2650 2720085 2728355 2587
Chr12 Normal NT_009775.13 GGGTCACACTGAGCC 3635547 LOC255480 3632897 3637515 2650 3632897 3637515 2650 3636060 3636359 -513
Chr17 Normal NT_010783.13 GAGTCATTTTGACCA 2506180 GALGT2 2503528 2540435 2652 2503528 2540321 2652 2503587 2540289 2593
Chr19 Complement NT_011255.13 GGGTCAGAGCAACCT 6270910 LOC125981 6273562 6246725 2652 6273562 6246725 2652 6273562 6246725 2652
Chr4 Complement NT_022792.15 TGGTAAAAGTGACCC 17206948 LOC351709 17209600 17191972 2652 17209600 17191972 2652 17209600 17191972 2652
Chr15 Complement NT_010194.15 CAGTCATTCTGACCC 2405883 LOC342172 2408536 2382792 2653 2408536 2382792 2653 2408536 2382792 2653
Chr10 Normal NT_008583.15 TGGTCACTTTCACCT 14285685 LOC221030 14283031 14289550 2654 14283031 14289550 2654 14283031 14289550 2654
Chr6 Normal NT_034880.2 CCGTCACCGTGACCC 297405 LOC340154 294750 296145 2655 294750 296145 2655 295732 296137 1673
Chr2 Normal NT_022184.12 GGGTCATCTCGTCCC 16130250 FLJ38348 16127527 16140201 2723 16127594 16139635 2656 16131510 16139339 -1260
Chr19 Complement NT_011255.13 AGGTCACAGTGAGCT 2173672 GNRPX 2177703 2170018 4031 2176328 2173155 2656 2176247 2173839 2575
Chr4 Normal NT_022792.15 CGGTTAGAATGACCT 15493031 LOC351704 15490375 15512164 2656 15490375 15512164 2656 15490375 15512164 2656
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 127095 LOC339436 129752 128007 2657 129752 128007 2657 129483 128103 2388
Chr19 Complement NT_011255.13 GGGCCACTCCGACCT 3550918 NY-REN-24 3553576 3550643 2658 3553576 3550643 2658 3553218 3551921 2300
Chr12 Normal NT_029419.10 TGGTCATTGTGAGCC 14772993 KRT7 14770260 14789757 2733 14770334 14785850 2659 14770387 14785850 2606
Chr2 Complement NT_022184.12 GGGTCACTCTGAGCT 53188305 LOC285008 53190964 53178476 2659 53190964 53178476 2659 53190933 53178581 2628
Chr7 Complement NT_007933.12 AGGTCATTTTGACTC 60448548 SLC13A4 60451208 60404271 2660 60451208 60404271 2660 60450530 60404597 1982
Chr1 Normal NT_077957.1 TGGTCAGAATGCCCC 21910 LOC149563 19249 21700 2661 19249 21700 2661 19317 21359 2593
Chr12 Normal NT_009775.13 TGGTCAGGCTGATCT 2413097 FLJ14827 2410244 2417045 2853 2410434 2416998 2663 2411431 2416501 1666
Chr11 Complement NT_008984.15 AGGGCAATATGACCT 401350 LOC253659 404013 402969 2663 404013 402969 2663 404013 402969 2663
Chr6 Normal NT_007583.11 CCGTCAGGGTGACCC 254253 LOC285805 251590 259003 2663 251590 259003 2663 253400 253837 853
Chr2 Complement NT_022184.12 GGGTCAGTATGAACA 2423386 LOC344298 2426049 2384119 2663 2426049 2384119 2663 2426049 2384119 2663
Chr7 Normal NT_007914.12 AGGTCAGATTGTCCT 11270972 ABCB8 11268301 11285423 2671 11268308 11285423 2664 11268374 11285207 2598
Chr12 Complement NT_009714.15 AGGTGACCCTGACCC 3931480 TAS2R48 3934144 3933245 2664 3934144 3933245 2664 3934144 3933245 2664
Chr9 Normal NT_008470.15 ATGTCAACTTGACCA 5776402 FLJ20300 5773708 5913835 2694 5773736 5913832 2666 5774196 5912758 2206
Chr10 Complement NT_008583.15 TTGTCACTTTGACCT 26020977 LOC340857 26023643 26000466 2666 26023643 26000466 2666 26023643 26000466 2666
Chr5 Normal NT_023148.11 TGGTCAGGCTGATCT 919639 LOC345497 916973 918165 2666 916973 918165 2666 916973 918165 2666
Chr9 Normal NT_024000.15 TGGTCACCCTGCCCC 498588 DKFZp434M1411 495921 506328 2667 495921 506328 2667 502713 504550 -4125
Chr6 Complement NT_007592.13 AGGTCAATGTGGCCT 1070186 LOC221721 1072853 1072370 2667 1072853 1072370 2667 1072853 1072370 2667
Chr9 Normal NT_023935.15 AGGTCACTGCAACCT 14021938 LOC347129 14019269 14192651 2669 14019269 14192651 2669 14019269 14192651 2669
Chr7 Complement NT_007933.12 AGGTCAAGGTGAGCA 24997106 GAL3ST-4 24999800 24990451 2694 24999776 24990451 2670 24998302 24991135 1196
Chr20 Complement NT_011387.8 GGGTGGATCTGACCC 4167623 LOC128665 4170293 4168963 2670 4170293 4168963 2670 4169298 4168963 1675
Chr3 Complement NT_006014.14 GGGCCGGGGTGACCT 1471302 HYAL2 1475273 1470313 3971 1473973 1470313 2671 1472993 1470633 1691
Chr8 Normal NT_008183.16 TGGTCAACATGACAT 1909302 LOC352542 1906631 1958830 2671 1906631 1958830 2671 1906631 1958830 2671
Chr19 Complement NT_011109.15 CGGTCTGTGTGACCT 15298144 CEACAM1 15300848 15279677 2704 15300816 15279677 2672 15300744 15281479 2600
Chr5 Complement NT_034772.4 TGCTCAGCCTGACCT 38105422 TRPC7 38108094 37964020 2672 38108094 37964144 2672 38108094 37964144 2672
ChrX Complement NT_011568.12 GGGTCGGGATCACCT 11728987 JM4 11731699 11728816 2712 11731660 11728816 2673 11731644 11729526 2657
Chr7 Normal NT_007933.12 AGGTCAGTGTGAGCC 53469872 LOC349156 53467199 53471174 2673 53467199 53471174 2673 53467362 53471136 2510
Chr17 Normal NT_010641.13 TGGTCAGGCTGATCT 10074838 LOC125061 10072164 10092370 2674 10072164 10092370 2674 10087340 10091739 -12502
Chr1 Normal NT_032977.5 TGGTCAGGCTGGCCT 4974213 MGC23908 4971539 5003827 2674 4971539 5003827 2674 4975257 5002167 -1044
Chr9 Normal NT_008470.15 TGGTCACTCTGAGCC 18089007 RGS3 18047005 18182644 42002 18086333 18182643 2674 18086483 18181859 2524
Chr18 Complement NT_010966.13 GGGTCAGTGTGTCCA 5614569 LOC284252 5618493 5524040 3924 5617244 5524040 2675 5617239 5524809 2670
ChrX Normal NT_025965.11 TGGTCACCCTGCCCT 1028577 PLXN3 1025902 1041263 2675 1025902 1040544 2675 1027805 1040307 772
Chr21 Complement NT_030188.2 AAGTCAGACTGACCT 93449 C21orf25 96125 54548 2676 96125 54548 2676 91433 58559 -2016
Chr16 Complement NT_010542.13 AGGACAGCCCGACCT 272572 CYBA 275360 267498 2788 275249 267498 2677 275221 267561 2649
Chr11 Complement NT_028310.10 GGGTCGCAGTGGCCC 950781 TH 954035 945583 3254 953458 945583 2677 953439 945886 2658
Chr19 Complement NT_011109.15 AGGTCACAGAGACCC 31157897 LOC116412 31160579 31147181 2682 31160579 31147181 2682 31148889 31147294 -9008
Chr1 Complement NT_004610.15 TGGTCACCTTGACTT 3245986 LOC284668 3248669 3247050 2683 3248669 3247050 2683 3248587 3248192 2601
Chr20 Complement NT_011387.8 TGGTCAGTGTGACTC 23744628 CST2 23747312 23744404 2684 23747312 23744404 2684 23747297 23744657 2669
Chr9 Normal NT_078055.1 TGGTCATTAGGACCT 147523 LOC352649 144838 150664 2685 144838 150664 2685 144838 150664 2685
Chr5 Complement NT_029289.9 AGCTCACCCTGACCT 2824167 LOC351860 2826854 2713383 2687 2826854 2713383 2687 2826854 2713383 2687
Chr3 Normal NT_005612.13 GGGTCCTCCTGACCC 35561191 WDR10 35558504 35638886 2687 35558504 35638726 2687 35558710 35638644 2481
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1791560 LOC339439 1788872 1794952 2688 1788872 1794952 2688 1788968 1789453 2592
Chr14 Normal NT_026437.10 GGTTCAACTTGACCT 40688699 LOC341884 40686011 40730409 2688 40686011 40730409 2688 40686043 40730409 2656
Chr5 Complement NT_023148.11 AGTTCACTGTGACCT 2265468 MGC34713 2268156 2169036 2688 2268156 2169036 2688 2186703 2169820 -78765
Chr19 Normal NT_011295.10 GGGTCACACAGACCA 7872715 FLJ21742 7870026 7894962 2689 7870026 7894962 2689 7874406 7890914 -1691
Chr10 Normal NT_008583.15 GGGTCATTTTGAGCA 25807034 LOC340855 25804345 25817588 2689 25804345 25817588 2689 25804345 25817588 2689



Chr1 Complement NT_004391.15 GAGTCACACCGACCT 729492 FLJ35961 733610 721638 4118 732182 721638 2690 731811 722967 2319
Chr19 Normal NT_011255.13 TGGACAGTTTGACCC 2862081 LOC342954 2859390 2867236 2691 2859390 2867236 2691 2859390 2867236 2691
Chr12 Normal NT_024477.12 AGGTCGGCGTGGCCC 284600 MGC5352 281830 302704 2770 281909 290225 2691 281936 289869 2664
Chr10 Complement NT_008583.15 TGGTCAGGCTGATCT 25774801 LOC340854 25777494 25749225 2693 25777494 25749225 2693 25777494 25749225 2693
Chr14 Complement NT_026437.10 TGGTCATGGTGAACT 40986553 LOC348045 40989246 40988905 2693 40989246 40988905 2693 40989246 40988905 2693
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126510 LOC348450 129204 124783 2694 129204 124783 2694 127574 125817 1064
Chr16 Normal NT_010393.13 AGGTCAGAGTGCCCT 15041861 LOC63928 15039166 15043474 2695 15039166 15043474 2695 15039589 15042122 2272
Chr7 Normal NT_007933.12 GGGACAGGATGACCT 25554704 EPO 25552007 25554905 2697 25552007 25554905 2697 25552188 25554340 2516
Chr6 Normal NT_025741.12 AGATCAAGGCGACCC 27207886 FABP7 27205081 27209651 2805 27205189 27209651 2697 27205375 27209347 2511
Chr16 Normal NT_037887.3 CGGTCCTCCTGACCT 2198116 GBL 2195129 2199337 2987 2195419 2199337 2697 2196011 2198660 2105
Chr6 Complement NT_007299.12 TGGTGACTATGACCT 18901760 LOC349017 18904457 18903903 2697 18904457 18903903 2697 18904457 18903903 2697
Chr4 Normal NT_016354.15 GGCTCACTGTGACCT 27768228 LOC351618 27765530 27863172 2698 27765530 27863172 2698 27765530 27863172 2698
Chr1 Complement NT_028054.12 AGGTCAGCACGTCCT 420391 ICMT 423091 408314 2700 423091 408314 2700 420758 412199 367
Chr10 Normal NT_030059.10 AGGTAACTGTGACCA 20931933 LOC340678 20929233 20938553 2700 20929233 20938553 2700 20929233 20938553 2700
Chr2 Complement NT_005403.13 GGGTCAAACTGCCCA 84125942 LOC344566 84128642 84112413 2700 84128642 84112413 2700 84128642 84112413 2700
Chr17 Normal NT_010718.13 CGGTCATGATGAACT 6126001 TNK1 6123301 6131974 2700 6123301 6131947 2700 6125137 6131294 864
Chr18 Normal NT_010966.13 AGTTCAGGATGACCA 10116278 LOC342702 10113577 10129725 2701 10113577 10129725 2701 10113577 10129725 2701
Chr10 Complement NT_030059.10 TGGTCATACTGACCA 14155529 LOC282985 14158231 14157011 2702 14158231 14157011 2702 14158211 14157123 2682
Chr7 Normal NT_007933.12 CAGTCATAGTGACCC 27281159 LOC285999 27278457 27279921 2702 27278457 27279921 2702 27278506 27278805 2653
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 127047 LOC339436 129752 128007 2705 129752 128007 2705 129483 128103 2436
Chr15 Normal NT_010194.15 TGGTCAGGCTGAACT 13656662 LOC146060 13653955 13654242 2707 13653955 13654242 2707 13653955 13654242 2707
Chr9 Complement NT_024000.15 AGGTCAGGTTGATCT 757536 DPP7 760265 756072 2729 760244 756179 2708 760244 756179 2708
Chr6 Normal NT_007422.12 AGGTAAAATTGACCT 9702865 FOP 9700157 9741432 2708 9700157 9741144 2708 9700242 9740807 2623
Chr10 Normal NT_030059.10 TGCTCACCTTGACCT 23597677 PDCD11 23594969 23644608 2708 23594969 23644608 2708 23596742 23643864 935
Chr1 Normal NT_030561.9 AGGTCACTGCGTCCT 497255 LOC127133 494546 505886 2709 494546 505886 2709 494582 504681 2673
Chr6 Complement NT_007592.13 AGGTGAATGTGACCC 34752435 LOC352137 34755144 34705559 2709 34755144 34705559 2709 34753053 34705559 618
Chr11 Normal NT_033903.5 AGGTCAGCCTGGCCA 12325918 CABP4 12320275 12327074 5643 12323207 12326913 2711 12323284 12326519 2634
Chr19 Normal NT_011295.10 AGGTCGCAGTGAGCT 5253576 LOC342977 5250865 5251422 2711 5250865 5251422 2711 5250865 5251422 2711
Chr11 Complement NT_033903.5 GGCTCAGGGTGACCG 7412827 MGC5395 7415599 7302281 2772 7415538 7302281 2711 7404827 7302610 -8000
Chr15 Complement NT_035325.4 CGGTCTTGCTGACCT 3684963 FLJ25005 3706407 3635880 21444 3687675 3635880 2712 3684292 3636522 -671
Chr19 Normal NT_011255.13 GGGTGACCTTGACCC 4911846 KIAA0876 4909132 5093605 2714 4909132 5093605 2714 4972902 5091522 -61056
Chr17 Normal NT_010663.13 AGATCAGCCTGACCA 627337 NARF 624135 654191 3202 624622 654191 2715 624730 654083 2607
Chr16 Complement NT_010542.13 AGGCCAGAGCGACCC 357764 KIAA0233 360480 339576 2716 360480 339576 2716 360478 339837 2714
Chr11 Normal NT_033903.5 AGGCCAGCTTGACCA 4386367 LOC219987 4383651 4384595 2716 4383651 4384595 2716 4383651 4384595 2716
Chr19 Normal NT_011295.10 AGGTGACCGTGACCC 6939954 LOC284431 6937238 6958482 2716 6937238 6958482 2716 6956994 6958209 -17040
Chr6 Complement NT_007592.13 CGGTCAAGCTGACCC 24061182 RAB2L 24063912 24056380 2730 24063898 24056598 2716 24063547 24057039 2365
Chr6 Complement NT_033951.3 CGGTCAAGCTGACCC 4644163 RAB2L 4646893 4639361 2730 4646879 4639579 2716 4646528 4640020 2365
Chr1 Complement NT_037485.3 AGGCCAAGCTGACCT 1589893 SLC9A1 1592610 1536516 2717 1592610 1536516 2717 1592034 1538007 2141
ChrX Complement NT_011786.13 GGGTGGGAGTGACCC 11633408 LOC347480 11636127 11634099 2719 11636127 11634099 2719 11636127 11634099 2719
Chr3 Complement NT_005927.15 GGGCCATGATGACCA 15092406 LOC285379 15095126 15093367 2720 15095126 15093367 2720 15094924 15094592 2518
Chr2 Normal NT_022184.12 TGGTCATGCTGATCT 53528867 FLJ12788 53526132 53537616 2735 53526146 53537616 2721 53526155 53536051 2712
Chr10 Normal NT_030059.10 TGGTCATTATGGCCT 41914402 LOC340729 41911679 41940608 2723 41911679 41940608 2723 41911679 41940608 2723
Chr12 Complement NT_009714.15 GGGTCACTGCAACCT 7847705 FLJ32115 7850990 7825948 3285 7850429 7825953 2724 7850416 7826643 2711
Chr6 Complement NT_025741.12 AGGACAGGCTGACCT 23291317 LOC345897 23294045 23173460 2728 23294045 23173460 2728 23294045 23173460 2728
Chr6 Normal NT_007299.12 GGGTCACTGCAACCT 14281951 MYO6 14279098 14446116 2853 14279221 14446116 2730 14347437 14444901 -65486
Chr2 Complement NT_026970.9 GGGACAGTCTGACCA 1545662 STARD7 1548392 1524434 2730 1548392 1524434 2730 1547776 1526297 2114
Chr13 Normal NT_024498.11 GGGTCACTGCAACCT 330154 C13orf8 327423 340388 2731 327423 340388 2731 336910 339348 -6756
Chr22 Normal NT_011520.9 AGGTCACTGCAACCT 21009352 RoXaN 21006621 21065205 2731 21006621 21065205 2731 21025719 21062487 -16367
Chr3 Complement NT_037565.3 CGGTCACTATGGCCT 306835 LOC339884 309568 299725 2733 309568 299725 2733 309568 299725 2733
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791609 LOC339439 1788872 1794952 2737 1788872 1794952 2737 1788968 1789453 2641
Chr14 Complement NT_026437.10 GGGTCAAATCGACTT 55510928 NEK9 55513771 55468867 2843 55513665 55471308 2737 55513665 55471308 2737
Chr5 Complement NT_029289.9 GGGTCACAGTGAGCT 12311213 LOC348947 12313952 12312390 2739 12313952 12312390 2739 12313204 12312872 1991
Chr12 Complement NT_019546.15 AGGTCTTACTGACCA 24039406 LOC92497 24042145 24039227 2739 24042145 24039227 2739 24039791 24039411 385
Chr13 Complement NT_009799.12 GGCTCAACATGACCA 1694686 GJA3 1697427 1696120 2741 1697427 1696120 2741 1697427 1696120 2741
ChrX Complement NT_025302.11 AGGTCACACCCACCC 1360350 PRKX 1363091 1253855 2741 1363091 1253855 2741 1362736 1261683 2386
Chr1 Complement NT_077913.1 AGCTCACCGTGACCA 39370 Cab45 42143 27021 2773 42113 27021 2743 38905 27624 -465
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126461 LOC348450 129204 124783 2743 129204 124783 2743 127574 125817 1113
Chr5 Normal NT_006713.13 TGGTCAGGCTGATCT 5509741 F2RL1 5506986 5523272 2755 5506996 5521865 2745 5507140 5521758 2601
Chr7 Normal NT_007819.13 GGGCCAGGCTGACCA 17642877 LOC346386 17640131 17697438 2746 17640131 17697438 2746 17640131 17697438 2746
Chr15 Complement NT_010280.15 AGGTCACTGCAACCT 187934 LOC350214 190680 164852 2746 190680 164852 2746 190680 164852 2746
ChrX Complement NT_078107.1 AAGTCATGTTGACCT 2104948 LOC352865 2107694 2063671 2746 2107694 2063671 2746 2107694 2063671 2746
Chr18 Normal NT_010966.13 TGGTCATTTTCACCC 23773317 SETBP1 23749955 24133875 23362 23770571 24133875 2746 23770576 24132765 2741
Chr10 Normal NT_008583.15 AGGTCACAAAGACCC 24490363 ADK 24462157 25019953 28206 24487616 25019953 2747 24487804 25019375 2559
Chr8 Normal NT_008046.13 AGGTCATCCTGGCCA 4135013 C8orf1 4132266 4158268 2747 4132266 4158268 2747 4140054 4155932 -5041
Chr5 Complement NT_077451.2 GGGTCATTCTAACCC 1082202 COL23A1 1112762 759825 30560 1084949 759827 2747 1084233 760905 2031
Chr3 Complement NT_006014.14 GGGTCTTGCTGACCG 838418 MST1 841165 836454 2747 841165 836461 2747 841155 836534 2737
ChrX Complement NT_078111.1 TGGTCAGGCTGATCT 87978 HCBP6 90727 37744 2749 90727 38209 2749 90635 38643 2657
Chr10 Complement NT_008705.14 GGGTCACACTTACCT 14450359 LOC134530 14453108 14448309 2749 14453108 14452378 2749 14453070 14452573 2711
Chr10 Complement NT_008583.15 GGGTCATTTGGACCA 21102678 LOC338611 21105427 21105071 2749 21105427 21105071 2749 21105427 21105071 2749
Chr5 Complement NT_029289.9 TGGTCATTTTGAACT 2113753 DIAPH1 2123378 2058424 9625 2116507 2059346 2754 2116507 2059346 2754
Chr20 Normal NT_028392.4 GGGTCAAGGTGTCCA 301116 HM13 298348 353460 2768 298362 353460 2754 298447 353114 2669
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126998 LOC339436 129752 128007 2754 129752 128007 2754 129483 128103 2485
Chr17 Complement NT_010718.13 AGGCCAGCCTGACCA 2443719 P2RX5 2446473 2422173 2754 2446473 2423414 2754 2446189 2424052 2470
Chr7 Normal NT_007914.12 GGGTCAGTGTGATCC 10108367 LOC349135 10105611 10107338 2756 10105611 10107338 2756 10106612 10106908 1755
Chr5 Normal NT_034772.4 AGGTTGCAGTGACCT 25299108 CSNK1G3 25262907 25367483 36201 25296349 25366161 2759 25296379 25365111 2729
Chr5 Normal NT_006713.13 TGTTCAAGGTGACCT 17350378 LOC345802 17347619 17363144 2759 17347619 17363144 2759 17347619 17363144 2759
Chr1 Normal NT_031730.8 AGGCCAGCCTGACCA 544981 OR2M4 542222 543157 2759 542222 543157 2759 542222 543157 2759
Chr7 Normal NT_007933.12 AGGTCACAGCGAGCT 63425810 LOC202789 63423050 63424345 2760 63423050 63424345 2760 63423050 63424345 2760
Chr5 Normal NT_023089.13 TGGTCACAATAACCC 2737749 LOC153571 2734986 2738245 2763 2734986 2738245 2763 2735117 2737893 2632
Chr10 Complement NT_077569.2 AGGTCACGATGGCCC 6210450 LOC349545 6213213 6188291 2763 6213213 6188291 2763 6213213 6188291 2763
Chr14 Normal NT_026437.10 TGGTCAGGCTGGCCT 2030266 LOC350008 2027503 2031959 2763 2027503 2031959 2763 2027503 2031959 2763
Chr1 Complement NT_028050.12 TGGTCAATCAGACCC 4625019 LOC350681 4627783 4556240 2764 4627783 4556240 2764 4627783 4556240 2764
Chr1 Normal NT_077965.1 AGGTTGTGGTGACCC 15800 LOC348496 13035 16426 2765 13035 16426 2765 13047 13337 2753
Chr4 Normal NT_006051.15 AGGTCTCTGTGACCC 638699 LOC285483 635932 638411 2767 635932 638411 2767 637026 637430 1673
Chr1 Complement NT_022071.12 GGGTCATTCAGACCA 90128 LOC283099 92899 86914 2771 92899 86914 2771 90644 87152 516
Chr8 Complement NT_023684.15 AGCTCACTGCGACCT 85048 LOC346931 87819 72156 2771 87819 72156 2771 87819 72156 2771
Chr1 Complement NT_077913.1 AGCTCACCGTGACCA 39370 Cab45 42143 27021 2773 42143 27044 2773 38905 27624 -465
Chr2 Complement NT_022184.12 AGGGCAGCCTGACCC 53505664 GCS1 53508450 53504129 2786 53508438 53504129 2774 53508306 53504337 2642
Chr17 Complement NT_024871.10 AGCTCATGGTGACCA 313040 FLJ20748 315816 310900 2776 315816 310900 2776 314531 314090 1491
Chr1 Complement NT_004391.15 AGATCAGAGTGACCA 223540 ID3 226663 224765 3123 226316 224779 2776 226316 225798 2776
Chr4 Complement NT_016354.15 CTGTCAAAATGACCT 25363360 H2AFZ 25366249 25363920 2889 25366137 25363946 2777 25366031 25364323 2671
Chr17 Complement NT_010718.13 CGGTCTTCTTGACCC 2039990 OR3A1 2042767 2041820 2777 2042767 2041820 2777 2042767 2041820 2777
Chr13 Normal NT_009799.12 CGGTCACCGGGACCC 4929392 LOC283531 4926614 4927936 2778 4926614 4927936 2778 4926791 4927105 2601



Chr3 Normal NT_005612.13 AGGTCAACGTGACTT 52060273 LOC344794 52057495 52093297 2778 52057495 52093297 2778 52057495 52093297 2778
Chr2 Normal NT_005079.12 GGATCACAGTGACCC 4087025 LOC348732 4084247 4091189 2778 4084247 4091189 2778 4084247 4091189 2778
Chr17 Normal NT_010783.13 GGGTCGCAAAGACCT 2583566 NESH 2580788 2593786 2778 2580788 2593786 2778 2581286 2593276 2280
Chr11 Complement NT_033899.5 TGGCCAGGCTGACCT 25662227 LOC341050 25665006 25627838 2779 25665006 25627838 2779 25665006 25627838 2779
Chr7 Normal NT_007933.12 TGGTCAGGCTGATCT 30969669 LOC346620 30966890 31004116 2779 30966890 31004116 2779 30966890 31004116 2779
Chr8 Complement NT_030737.7 AGGTCACACTGAGCC 1959732 LOC349182 1962511 1962119 2779 1962511 1962119 2779 1962511 1962119 2779
Chr22 Normal NT_011520.9 TGGTCATAGTCACCT 1404929 LOC351029 1402150 1405879 2779 1402150 1405879 2779 1402150 1405879 2779
Chr16 Complement NT_010393.13 GGGCCAGGCCGACCC 14839123 KIAA1970 14841903 14806555 2780 14841903 14809561 2780 14841882 14809666 2759
Chr6 Normal NT_025741.12 AGGTCACAGTGAGCT 43251083 LOC285737 43248302 43250124 2781 43248302 43250124 2781 43248313 43249365 2770
Chr3 Normal NT_005927.15 TTGTCATTCTGACCC 6043120 LOC351542 6040339 6060724 2781 6040339 6060724 2781 6040339 6060724 2781
Chr17 Normal NT_010641.13 GGGTCAGGATGATCT 1995938 KCNJ16 1963548 2023910 32390 1993156 2023905 2782 2020390 2021646 -24452
ChrX Normal NT_011651.13 TGGTTAAAATGACCT 18082651 LOC139891 18079868 18154759 2783 18079868 18154759 2783 18079868 18154759 2783
Chr10 Normal NT_008705.14 CGGGCATTCTGACCC 11556132 MGC33408 11553315 11582582 2817 11553349 11575479 2783 11553372 11575313 2760
Chr14 Normal NT_026437.10 AGGTTGTGGTGACCC 83540726 LOC341973 83537942 83606867 2784 83537942 83606867 2784 83537942 83606867 2784
Chr5 Complement NT_006713.13 AGGTCATACTGAACC 3739020 LOC345689 3741804 3734169 2784 3741804 3734169 2784 3741804 3734169 2784
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1791657 LOC339439 1788872 1794952 2785 1788872 1794952 2785 1788968 1789453 2689
Chr10 Normal NT_078086.1 GTGTCACAACGACCC 78950 LOC347790 76163 88388 2787 76163 88388 2787 76163 88388 2787
Chr2 Complement NT_022327.12 ATGTCACTCTGACCC 888349 LOC200491 891137 885902 2788 891137 885902 2788 887398 885996 -951
Chr20 Complement NT_011362.8 TGGTCAGGCTGATCT 457963 LOC149670 460753 458767 2790 460753 458767 2790 460712 460302 2749
Chr6 Normal NT_007592.13 TGGTCAGGCTGATCT 1495026 LOC340183 1492236 1514582 2790 1492236 1514582 2790 1492251 1514582 2775
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126412 LOC348450 129204 124783 2792 129204 124783 2792 127574 125817 1162
Chr5 Normal NT_029289.9 AGGTCGGTGGGACCC 905517 SLC4A9 902715 917651 2802 902723 917515 2794 902750 915311 2767
Chr7 Complement NT_007933.12 AGGTCAGGAAGACCA 25655526 EPHB4 25658705 25633771 3179 25658321 25633771 2795 25658236 25634667 2710
Chr14 Complement NT_026437.10 TGGTCAACAAGACCC 70750798 LOC338922 70753605 70753020 2807 70753593 70753038 2795 70753564 70753082 2766
Chr8 Complement NT_008046.13 GGCTCACCGCGACCT 12344796 UK114 12347591 12332745 2795 12347591 12332745 2795 12347497 12333243 2701
Chr1 Complement NT_077960.1 GGGTCTCACTGACCG 79704 LOC126796 82502 78683 2798 82502 78683 2798 79432 78683 -272
Chr10 Normal NT_008583.15 AGGACAACTTGACCT 12957577 LOC338609 12954779 12970175 2798 12954779 12970175 2798 12954834 12968926 2743
Chr12 Normal NT_029419.10 GAGTCAGAATGACCA 29889165 LOC341324 29886365 29919514 2800 29886365 29919514 2800 29886365 29919514 2800
Chr17 Normal NT_010799.13 AGGTCACAATGAGCT 1438920 SARM 1436089 1465047 2831 1436120 1465047 2800 1436148 1460299 2772
Chr16 Normal NT_010498.13 AGGTGAAGCTGACCG 4417264 SLC6A2 4414464 4461705 2800 4414464 4460494 2800 4414513 4460261 2751
Chr2 Normal NT_022184.12 TGGTCTGTCTGACCC 17331286 LOC348679 17328485 17329491 2801 17328485 17329491 2801 17328485 17329491 2801
Chr8 Normal NT_007995.13 GTGTCAAACTGACCC 7728153 LOC346804 7725351 7759937 2802 7725351 7759937 2802 7725351 7759937 2802
ChrX Complement NT_011568.12 AGGTCATCATTACCT 7219144 MGC51029 7222115 7202773 2971 7221946 7203312 2802 7221946 7203312 2802
Chr17 Normal NT_010783.13 AGGTCGCAGTGAGCC 582715 MYL4 571011 598249 11704 579913 594244 2802 579988 593607 2727
Chr9 Complement NT_023935.15 AGGTTGCAGTGACCC 19706348 LOC158107 19709151 19708047 2803 19709151 19708047 2803 19708905 19708216 2557
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126949 LOC339436 129752 128007 2803 129752 128007 2803 129483 128103 2534
Chr2 Complement NT_015926.13 TGGTCACCCTGGCCT 4033896 LOC351089 4036700 4010394 2804 4036700 4010394 2804 4036700 4010394 2804
Chr9 Normal NT_023935.15 AGGTCATTTCCACCT 19783422 LOC158104 19780617 19824275 2805 19780617 19781204 2805 19780654 19781040 2768
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 93790 89107 -13875
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 94420 89107 -13245
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 95320 89107 -12345
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 95821 89107 -11844
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 102583 89107 -5082
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 108984 89112 1319
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 163742 89107 56077
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 107665 CDC2L2 165501 88586 57836 110472 89081 2807 163963 89107 56298
Chr17 Complement NT_010783.13 GTGTCAGGATGACCT 17373230 ICAM2 17389927 17371888 16697 17376039 17371888 2809 17375983 17372039 2753
Chr20 Normal NT_011387.8 TGGTCAGGCTGGCCT 5050292 CDS2 5047432 5111987 2860 5047482 5111987 2810 5047739 5110880 2553
Chr3 Normal NT_006014.14 TGGTCATTATGAACC 1506190 101F6 1503370 1520701 2820 1503377 1506558 2813 1503938 1506248 2252
Chr17 Normal NT_010663.13 GGGTCACCTTGGCCC 273178 LOC350394 270364 273401 2814 270364 273401 2814 270364 273401 2814
Chr16 Normal NT_024797.13 AGATCAGCCTGACCA 11448243 USP10 11445429 11525370 2814 11445429 11525014 2814 11445542 11524533 2701
Chr7 Complement NT_023629.12 GGGTCACTGGGACCT 705914 LOC346254 708730 672726 2816 708730 672726 2816 708723 672726 2809
Chr7 Normal NT_007933.12 GGGTCAGTGTTACCT 54007676 SMO 54004859 54029539 2817 54004859 54029539 2817 54005139 54028448 2537
Chr8 Normal NT_030737.7 GGGTCAGTGTGACAG 2895251 FLJ20967 2892352 2974538 2899 2892431 2974538 2820 2898283 2973377 -3032
Chr2 Complement NT_005403.13 CGGTCACGGTGACCC 70248168 FLJ22169 70253687 70243436 5519 70250988 70243436 2820 70249128 70246500 960
Chr15 Normal NT_010194.15 AGGTCTTTATGACCT 43479881 LOC338949 43477060 43487107 2821 43477060 43487107 2821 43485443 43486633 -5562
Chr17 Normal NT_010783.13 AGATCAGCTTGACCA 4240063 LOC146953 4237239 4238931 2824 4237239 4238931 2824 4238205 4238525 1858
Chr16 Normal NT_037887.3 GGGGCGCCGTGACCT 658306 LOC197336 651066 657830 7240 655482 657828 2824 655572 657590 2734
Chr7 Complement NT_007819.13 AGGTTAGGATGACCC 26728237 LOC346420 26731061 26697648 2824 26731061 26697648 2824 26731061 26697648 2824
Chr10 Complement NT_030059.10 AGGTCAGGATGGCCC 18569876 LOC349489 18572704 18496807 2828 18572704 18496807 2828 18572704 18496807 2828
Chr2 Normal NT_005403.13 AGGTCAGCTCCACCC 69244285 ARPC2 69241178 69278406 3107 69241456 69278406 2829 69241530 69277974 2755
Chr19 Normal NT_011255.13 GGGTGAACTTGACCA 4286380 FLJ14981 4283551 4300140 2829 4283551 4300078 2829 4283591 4299999 2789
ChrX Complement NT_019686.7 AGGTAGAAATGACCC 1298869 LOC158819 1301699 1299293 2830 1301699 1299293 2830 1300450 1300151 1581
Chr10 Normal NT_008818.14 CAGTCAAAATGACCC 531823 LOC340952 528993 684654 2830 528993 684654 2830 528993 684654 2830
Chr6 Normal NT_034880.2 TGGTCAGGTTGGCCT 8797302 LOC346000 8794472 8807266 2830 8794472 8807266 2830 8794472 8807266 2830
Chr5 Normal NT_029289.9 GGGACACTCTGACCA 10397570 LOC153346 10394739 10397521 2831 10394739 10397521 2831 10396264 10396644 1306
Chr10 Complement NT_008705.14 TGGTCAAGGTCACCT 13119171 LOC220929 13296179 13109036 177008 13122002 13109036 2831 13121940 13109215 2769
Chr5 Complement NT_029289.9 AGGTCGCAGTGAGCT 22450 LOC340061 25282 18046 2832 25282 18046 2832 24216 18773 1766
ChrX Complement NT_011651.13 TGGTCACCCTGACCC 26176567 MORF4L2 26180835 26168232 4268 26179400 26168237 2833 26169759 26168893 -6808
Chr1 Complement NT_004610.15 GGGCCGGATTGACCT 1107326 PLA2G2A 1110208 1105179 2882 1110159 1105184 2833 1108516 1105444 1190
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1791706 LOC339439 1788872 1794952 2834 1788872 1794952 2834 1788968 1789453 2738
Chr9 Complement NT_008470.15 GGGACATTTTGACCA 416972 LOC347257 419807 403804 2835 419807 403804 2835 419807 403804 2835
Chr21 Normal NT_030188.2 GAGTCATCACGACCT 489104 LOC343816 486268 515167 2836 486268 515167 2836 487980 515167 1124
Chr10 Complement NT_008705.14 GGGTCAGAATGCCCG 12891145 LOC119180 12894016 12876043 2871 12893982 12876043 2837 12893959 12876209 2814
Chr14 Complement NT_026437.10 AGGTCGCGGTGAGCC 1862412 RAB2B 1865249 1847308 2837 1865249 1847314 2837 1865159 1849483 2747
Chr5 Complement NT_034772.4 GTGTCAGATTGACCA 8326831 LOC348952 8329669 8293814 2838 8329669 8293814 2838 8329669 8293814 2838
Chr2 Normal NT_015926.13 AGGTCAGCTCAACCT 141402 LOC351080 138564 291938 2838 138564 291938 2838 138564 291938 2838
Chr9 Complement NT_035014.3 CGGTGAGGGTGACCT 2734013 LOC349251 2736852 2732227 2839 2736852 2732227 2839 2734226 2733636 213
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126363 LOC348450 129204 124783 2841 129204 124783 2841 127574 125817 1211
Chr1 Complement NT_077964.1 AGATCAGTCTGACCA 76294 LOC348495 79135 49401 2841 79135 49401 2841 78886 49507 2592
Chr15 Normal NT_010194.15 AGGTCAGAATGACCT 35180414 SNX1 35175453 35219574 4961 35177573 35219574 2841 35177585 35219189 2829
Chr17 Normal NT_010755.13 AGGTCACAATGAGCC 4778380 G6PC 4775538 4788109 2842 4775538 4788109 2842 4775617 4786166 2763
Chr19 Normal NT_077812.1 GGGTTGAGGTGACCC 596221 LOC339391 593379 594881 2842 593379 594881 2842 593566 594132 2655
Chr17 Normal NT_010755.13 AGTTCAAGGTGACCA 1898827 CSF3 1895910 1898362 2917 1895984 1898361 2843 1896024 1897508 2803
Chr4 Normal NT_022792.15 AGGTCAACATAACCC 19601644 F11 19598799 19621489 2845 19598799 19621455 2845 19599812 19621289 1832
Chr19 Normal NT_011109.15 AGGTCACTGTGACTG 22984858 LOC199796 22982013 23042939 2845 22982013 23042939 2845 23038355 23042862 -53497
Chr5 Normal NT_077451.2 TGGTCAGACTGATCT 3743069 TRIM41 3739282 3751800 3787 3740224 3751800 2845 3740247 3750767 2822
Chr2 Normal NT_005058.13 AAGTCACACTGACCT 845521 H2-ALPHA 842675 849514 2846 842675 849508 2846 842782 849430 2739
Chr1 Complement NT_077915.1 AGATCAGTCTGACCA 55128 LOC348454 57974 40877 2846 57974 40877 2846 51341 44239 -3787
Chr8 Complement NT_008046.13 GGGTGAAGTTGACCC 24333399 LOC349209 24336245 24335505 2846 24336245 24335505 2846 24336245 24335505 2846
Chr8 Complement NT_023684.15 GGGTCGTTGTGAGCC 221884 LOC346933 224731 201831 2847 224731 201831 2847 224731 201831 2847
Chr17 Normal NT_010755.13 GGGTCTTATTGACCA 3547388 LOC339200 3544540 3547005 2848 3544540 3547005 2848 3546316 3546591 1072
Chr11 Normal NT_033903.5 AGGTCACAGTGAGCT 5901819 LOC341117 5898969 5951140 2850 5898969 5951140 2850 5898969 5951140 2850



Chr6 Complement NT_025741.12 CTGTCAGACTGACCT 49317960 LOC352031 49320811 49309027 2851 49320811 49309027 2851 49320811 49309027 2851
Chr13 Normal NT_024524.12 AGGTCTTTATGACCC 46079544 BTF3L1 46076692 46077327 2852 46076692 46077327 2852 46076692 46077327 2852
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126900 LOC339436 129752 128007 2852 129752 128007 2852 129483 128103 2583
Chr2 Complement NT_005403.13 GGGTGAGAGTGACCC 7792144 LOC130402 7794997 7793626 2853 7794997 7793626 2853 7794997 7793626 2853
Chr7 Normal NT_007914.12 AGGTCACAGTGAGCG 9136857 LOC346536 9134004 9227836 2853 9134004 9227836 2853 9134004 9227836 2853
Chr17 Normal NT_010718.13 AGGTCGCAATGAGCT 17697470 FLJ25217 17694615 17763140 2855 17694615 17763140 2855 17701688 17762881 -4218
Chr12 Normal NT_019546.15 AGGTCACAGTGAGCC 18558497 LOC349776 18555642 18583818 2855 18555642 18583818 2855 18555642 18583818 2855
ChrX Normal NT_011757.12 CGGTAAATCTGACCC 246315 LOC347506 243457 248636 2858 243457 248636 2858 243457 248636 2858
Chr11 Normal NT_028310.10 GGGTCAGGTTGCCCT 637938 LSP1 635080 674266 2858 635080 674265 2858 635148 669566 2790
Chr5 Normal NT_023089.13 GGGTCACTGCAACCT 598058 FLJ10565 595125 639944 2933 595199 636402 2859 616677 636006 -18619
Chr3 Complement NT_005825.15 GGCTCACCGCGACCT 5110704 LOC285230 5113563 5111222 2859 5113563 5111222 2859 5112821 5112504 2117
Chr1 Complement NT_077913.1 GGGTCACCCCCACCT 155889 DVL1 158962 144861 3073 158750 145703 2861 158647 145724 2758
Chr1 Complement NT_077965.1 GGGTCACCCCCACCT 75908 LOC348497 78981 64880 3073 78769 65722 2861 78666 65743 2758
Chr12 Normal NT_029419.10 AGGTCATGGGGACCT 26522474 SRGAP1 26519611 26680866 2863 26519611 26680866 2863 26521086 26679758 1388
Chr18 Complement NT_010966.13 GGGTCACGTTGGCCG 11839212 KIAA1384 11842076 11741740 2864 11842076 11741740 2864 11839656 11743722 444
Chr8 Complement NT_030737.7 AGGTCACGCTGACAC 1659933 ASAH1 1663718 1635158 3785 1662800 1635158 2867 1662791 1636270 2858
Chr19 Normal NT_011295.10 TGTTCAAAGTGACCT 5906168 GPSN2 5889727 5939594 16441 5903299 5939594 2869 5903311 5939485 2857
Chr1 Complement NT_028050.12 AGGTTAATATGACCA 1668974 LOC343118 1671843 1671337 2869 1671843 1671337 2869 1671843 1671337 2869
Chr12 Normal NT_009482.13 GGCTCACTGCGACCT 2742078 RAN 2739209 2744004 2869 2739209 2744004 2869 2739780 2743112 2298
Chr8 Complement NT_007995.13 TGGTCAAGGGGACCC 5366406 LOC352476 5369277 5286310 2871 5369277 5286310 2871 5369277 5286310 2871
Chr19 Normal NT_011109.15 AGCTCACTATGACCA 8307633 NIFIE14 8304720 8306646 2913 8304762 8306646 2871 8304860 8306567 2773
Chr17 Complement NT_010641.13 GGGACAGGGTGACCT 6431214 CMRF35 6434086 6429051 2872 6434086 6429051 2872 6433725 6429532 2511
Chr2 Normal NT_005079.12 GGGTCATGCTGTCCA 4051273 LOC344228 4048401 4071616 2872 4048401 4071616 2872 4048401 4071616 2872
Chr8 Complement NT_030737.7 AGGTTGCAGTGACCC 4119710 LOC352449 4122583 4092874 2873 4122583 4092874 2873 4122583 4092874 2873
Chr4 Complement NT_037622.3 GGGTTACCACGACCC 1229747 CTBP1 1233606 1195078 3859 1232621 1195118 2874 1232573 1195858 2826
Chr22 Complement NT_011520.9 GGGTCAGGGTGACCA 10906209 LOC351050 10909084 10894239 2875 10909084 10894239 2875 10908953 10894239 2744
Chr17 Normal NT_010783.13 AGGTCATCCTGCCCA 1205174 MGC16309 1202199 1207889 2975 1202299 1207889 2875 1202555 1207685 2619
Chr16 Normal NT_010552.13 GGGTCAGTTTGGCCC 2466149 HMT-1 2425395 2477021 40754 2463271 2476763 2878 2463285 2476316 2864
Chr9 Normal NT_008413.15 TGCTCATCATGACCT 20284035 LOC347212 20281157 20282332 2878 20281157 20282332 2878 20281157 20282332 2878
Chr8 Normal NT_030737.7 AGGTCACTGCAACCT 3778807 ATP6V1B2 3775928 3800429 2879 3775928 3800429 2879 3776142 3799136 2665
Chr17 Normal NT_010755.13 AGGTCGCAGTGAGCC 4884427 IFI35 4881517 4889195 2910 4881548 4889195 2879 4881688 4889039 2739
Chr2 Normal NT_005403.13 AGGACACTCTGACCC 19341225 LOC344281 19338346 19461348 2879 19338346 19461348 2879 19338346 19461348 2879
Chr16 Normal NT_010552.13 AGGTCACACCAACCC 211470 PRSS21 208590 213146 2880 208590 213146 2880 208696 213032 2774
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791755 LOC339439 1788872 1794952 2883 1788872 1794952 2883 1788968 1789453 2787
ChrX Normal NT_011726.10 GGGTCAGAGTGGCCA 2767982 MGC15827 2765099 2767633 2883 2765099 2767633 2883 2765680 2766879 2302
Chr22 Normal NT_011520.9 AGGTCAGTCTGTCCC 21483990 MGC40042 21457518 21504511 26472 21481107 21504511 2883 21481305 21499003 2685
Chr8 Complement NT_077531.2 AGGTTGCAGTGACCC 546338 DKFZp761P0423 549222 485299 2884 549222 485299 2884 549023 485709 2685
Chr2 Complement NT_005079.12 AGGTCAGTGTGACTT 4014604 LOC112714 4017489 4010769 2885 4017489 4010775 2885 4017382 4010853 2778
Chr11 Normal NT_035113.4 TGGTCCACATGACCC 649529 RNH 642951 655701 6578 646644 655701 2885 648052 655523 1477
ChrY Normal NT_011875.9 TGGTCATCATGACTC 303923 LOC286545 301037 310706 2886 301037 310706 2886 307661 309514 -3738
Chr11 Complement NT_033899.5 GGGTCAGGCTGAACT 22834647 THY1 22838517 22832566 3870 22837533 22832567 2886 22833076 22832648 -1571
Chr11 Complement NT_033899.5 GGGTCAGGCTGAACT 22834647 THY1 22838517 22832566 3870 22837533 22832567 2886 22835294 22833797 647
Chr20 Complement NT_011362.8 GGGTCAGGATGACAT 11593949 LOC343596 11596836 11572318 2887 11596836 11572318 2887 11596836 11572318 2887
Chr21 Complement NT_011512.8 AGATCAGCCTGACCA 12766964 ATP5J 12769854 12758661 2890 12769854 12758682 2890 12763975 12758821 -2989
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126314 LOC348450 129204 124783 2890 129204 124783 2890 127574 125817 1260
Chr15 Complement NT_010194.15 AGGTCAGGCTGAACA 46846588 LOC342104 46849479 46837121 2891 46849479 46837121 2891 46849479 46837121 2891
Chr8 Complement NT_077531.2 AGGTCGCAGTGAGCC 3290714 C8orf15 3293607 3290924 2893 3293607 3290924 2893 3291635 3291330 921
Chr10 Normal NT_008583.15 AGCTCAAAATGACCC 14395402 LOC340884 14392508 14468811 2894 14392508 14468811 2894 14392508 14468811 2894
ChrX Complement NT_025302.11 TGGTCACCATGATCT 230742 LOC347522 233637 169062 2895 233637 169062 2895 233637 169062 2895
Chr2 Normal NT_078004.1 TGGTCACCCTGACAC 3296 LOC348768 401 2013 2895 401 2013 2895 996 1529 2300
Chr20 Normal NT_011387.8 AAGTCAGTGTGACCG 23363219 CSTL1 23360322 23365567 2897 23360322 23365567 2897 23360905 23365515 2314
Chr7 Normal NT_007819.13 AGGTCATGAGGACCC 7683123 LOC285930 7680226 7683325 2897 7680226 7683325 2897 7681781 7682140 1342
Chr21 Complement NT_011512.8 AGGACAGACTGACCC 9516108 LOC254665 9519006 9471771 2898 9519006 9471771 2898 9519006 9471771 2898
Chr2 Normal NT_005403.13 GCGTCGCTGTGACCT 25352991 LOC285084 25350093 25354709 2898 25350093 25354709 2898 25351136 25351432 1855
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126852 LOC339436 129752 128007 2900 129752 128007 2900 129483 128103 2631
Chr7 Normal NT_007914.12 TGGTCACACTGGCCC 11302410 SLC4A2 11299479 11316380 2931 11299510 11316380 2900 11301846 11316225 564
Chr2 Complement NT_005403.13 AGGTTGCAGTGACCC 3677116 FNBP3 3686172 3671182 9056 3680017 3671182 2901 3678938 3672159 1822
Chr1 Complement NT_077959.1 TGGTAACTGTGACCT 155564 LOC348492 158466 156852 2902 158466 156852 2902 157838 157341 2274
Chr12 Normal NT_024477.12 TGGCCACAATGACCT 755370 ZNF268 752468 773934 2902 752468 773934 2902 753057 773934 2313
Chr16 Complement NT_010498.13 AGGTCACAGTGAACC 18925973 LOC348176 18928878 18914387 2905 18928878 18914387 2905 18915282 18915004 -10691
Chr11 Normal NT_033903.5 AGGTGAGCCTGACCA 10447018 DKFZp762C186 10444106 10460646 2912 10444106 10460641 2912 10444300 10460299 2718
Chr7 Normal NT_007933.12 GGGTGAGTTTGACCT 37276164 IFRD1 37245917 37299290 30247 37273252 37298501 2912 37273462 37298312 2702
Chr11 Complement NT_033899.5 GGGTCAGGCTGAACT 22834647 THY1 22838517 22832566 3870 22837559 22832568 2912 22835294 22833797 647
Chr1 Complement NT_077960.1 AGGTCATTCTGCCCC 79589 LOC126796 82502 78683 2913 82502 78683 2913 79432 78683 -157
Chr19 Complement NT_011255.13 GGGTCACTATGACCC 645452 LOC348331 648366 631123 2914 648366 631123 2914 648366 631123 2914
Chr1 Complement NT_077950.1 GGGTGAACCTGACCT 7629 DKFZp547I048 10545 8518 2916 10545 8518 2916 10134 9859 2505
Chr11 Normal NT_033903.5 GGGTCAGCCTGGCCA 6352775 FLJ32771 6349859 6359666 2916 6349859 6359666 2916 6350549 6359309 2226
ChrX Complement NT_011568.12 AGGTCGCAGTGAGCC 10159296 ZNF41 10162480 10126271 3184 10162213 10126271 2917 10146748 10126697 -12548
Chr20 Normal NT_011362.8 AGGTCGCAGTGAGCC 17880466 PFDN4 17877548 17889400 2918 17877548 17889400 2918 17877548 17888597 2918
Chr2 Normal NT_015926.13 AGGTCACCCTGACAT 4223328 LOC351090 4220409 4288898 2919 4220409 4288898 2919 4220409 4288898 2919
Chr10 Complement NT_030059.10 AAGTCAACTTGACCC 19815739 MRS3 19818726 19808840 2987 19818658 19808840 2919 19810873 19809164 -4866
Chr1 Complement NT_004668.15 AGGTCACTGCAACCT 1356377 PMVK 1359299 1347042 2922 1359299 1347042 2922 1358993 1347437 2616
Chr12 Complement NT_029419.10 AGGTTGCAGTGACCC 12559605 RACGAP1 12562584 12526251 2979 12562527 12526251 2922 12553804 12527357 -5801
Chr19 Complement NT_011295.10 AGATCAGCCTGACCA 10290064 COPE 10292988 10273126 2924 10292988 10273141 2924 10292959 10273290 2895
Chr7 Normal NT_030008.6 GGGTCCCCTTGACCA 1290221 LOC346259 1287297 1446135 2924 1287297 1446135 2924 1315092 1446135 -24871
Chr5 Complement NT_034772.4 AGATCAGCCTGACCA 28617392 LOC153277 28620317 28618428 2925 28620317 28618428 2925 28619960 28619610 2568
Chr6 Normal NT_025741.12 TTGTCAGGTTGACCC 29411874 MGC26996 29408949 29509299 2925 29408949 29509096 2925 29434858 29508478 -22984
Chr6 Complement NT_007592.13 GGGTCAGCCTGAACT 43422506 GSTA2 43425469 43411995 2963 43425432 43412289 2926 43419853 43412483 -2653
ChrX Normal NT_011568.12 TAGTCAATCTGACCC 11433004 LOC347347 11430078 11451713 2926 11430078 11451713 2926 11430078 11451713 2926
Chr17 Normal NT_024862.12 GGATCAAGATGACCA 145215 LOC284123 142288 143416 2927 142288 143416 2927 142482 143218 2733
Chr10 Normal NT_024040.14 AGGCCGGGCTGACCC 534094 LOC170393 530304 535374 3790 531166 535374 2928 531227 534038 2867
Chr1 Complement NT_004668.15 AGGTCAATTTGACCT 2240783 FLJ23040 2279406 2206588 38623 2243712 2206588 2929 2243710 2207361 2927
Chr4 Normal NT_016606.15 AGGTCAGTCTGCCCT 8686048 LOC345052 8683119 8685584 2929 8683119 8685584 2929 8683119 8685584 2929
Chr2 Complement NT_022171.13 GGGTCAGGGTGTCCA 7524924 LOC351118 7527853 7524927 2929 7527853 7524927 2929 7527853 7524927 2929
Chr1 Complement NT_077386.2 GGGTCAGAGTGACTC 1741802 NT5C1A 1744731 1731814 2929 1744731 1731814 2929 1744731 1731814 2929
Chr11 Normal NT_033903.5 AGTTCAGAGTGACCA 2613019 SELH 2610090 2611775 2929 2610090 2611775 2929 2610333 2610954 2686
Chr7 Complement NT_007819.13 GGGTCAGGTTGTCCG 44408796 LOC349117 44411726 44409519 2930 44411726 44409519 2930 44411492 44410128 2696
Chr19 Complement NT_011295.10 GGCTCATGATGACCG 6237918 LOC126439 6240849 6225646 2931 6240849 6225646 2931 6238230 6225646 312
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1791803 LOC339439 1788872 1794952 2931 1788872 1794952 2931 1788968 1789453 2835
Chr7 Normal NT_007819.13 AGGTCAAGATGAGCA 28887707 LOC346429 28884776 28885060 2931 28884776 28885060 2931 28884776 28885060 2931
Chr8 Normal NT_008183.16 AGGCCAACCTGACCA 28097613 LOC352574 28094680 28162749 2933 28094680 28162749 2933 28132009 28157563 -34396
Chr3 Normal NT_005612.13 AGATCAGCCTGACCA 27691649 LOC344702 27688715 27704601 2934 27688715 27704601 2934 27688715 27704601 2934
Chr5 Normal NT_023133.11 AGGTTGCAGTGACCC 3488028 LOC345474 3485094 3499750 2934 3485094 3499750 2934 3485094 3499750 2934



Chr9 Normal NT_035014.3 GGCTCACTGCGACCT 310089 LOC352622 307154 315853 2935 307154 315853 2935 307154 315853 2935
Chr19 Normal NT_011109.15 AGGTCAGCGTGGCCG 26737420 CACNG8 26734484 26754329 2936 26734484 26754329 2936 26734587 26754293 2833
Chr21 Complement NT_011512.8 AGGTCCTGGTGACCT 26023273 LOC343794 26026209 26013531 2936 26026209 26013531 2936 26026209 26013531 2936
Chr11 Normal NT_028310.10 AGGCCGGGGTGACCC 42360 MUC5B 39424 49820 2936 39424 49820 2936 39469 49550 2891
Chr14 Complement NT_026437.10 AGGTCAGCCTGCCCA 84230907 PPP1R13B 84233937 84120130 3030 84233843 84120130 2936 84233685 84121532 2778
Chr12 Complement NT_029419.10 TGGTCATATTCACCT 19175501 BAZ2A 19178438 19132686 2937 19178438 19132686 2937 19152311 19135171 -23190
Chr19 Normal NT_011295.10 TGTTCAAAGTGACCT 5906168 GPSN2 5889727 5939594 16441 5903231 5939593 2937 5903311 5939485 2857
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126266 LOC348450 129204 124783 2938 129204 124783 2938 127574 125817 1308
Chr16 Normal NT_010542.13 GGGCCAGCCTGACCC 430947 CDT1 428007 433486 2940 428007 433486 2940 428061 432507 2886
Chr3 Normal NT_029928.10 GGGACAGTGTGACCT 8402 LOC255812 5457 36251 2945 5462 33428 2940 11050 25132 -2648
Chr8 Complement NT_023666.15 GGGACAGGGCGACCC 4274036 COE2 4276979 4263251 2943 4276979 4263251 2943 4276660 4264882 2624
Chr22 Normal NT_011520.9 GGGTCATCACGTCCC 17513171 H1F0 17510159 17512497 3012 17510228 17512497 2943 17510606 17511190 2565
Chr17 Normal NT_010755.13 GGGTCACCTTTACCA 1551947 PNMT 1548550 1551020 3397 1549002 1551020 2945 1549025 1550938 2922
Chr9 Normal NT_008413.15 GGGGCACAGTGACCC 34646880 IL11RA 34643933 34651897 2947 34643933 34651884 2947 34645216 34651496 1664
Chr4 Normal NT_022792.15 AGATCAAACTGACCC 21475066 LOC339976 21472119 21480413 2947 21472119 21480413 2947 21472234 21480047 2832
Chr7 Complement NT_023629.12 TGGTCAGCCTGATCT 322640 LOC346252 325587 294728 2947 325587 294728 2947 325587 294728 2947
Chr18 Normal NT_024983.9 GGGCCACCACGACCT 16487 LOC147515 13539 16072 2948 13539 16072 2948 14041 14370 2446
Chr10 Complement NT_008583.15 AGGTCAGCATCACCT 6328296 LOC340867 6331244 6239883 2948 6331244 6239883 2948 6331244 6239883 2948
Chr17 Complement NT_010755.13 GGGTCACACTGAACT 3300883 KRTHA7 3303832 3299531 2949 3303832 3299531 2949 3303497 3299766 2614
Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126803 LOC339436 129752 128007 2949 129752 128007 2949 129483 128103 2680
Chr3 Complement NT_029928.10 AGGTCACACTGTCCC 333938 LOC348791 336898 306362 2960 336887 309714 2949 331305 318033 -2633
Chr15 Normal NT_010274.15 TAGTCACACTGACCC 9545400 LOC350203 9542449 9542996 2951 9542449 9542996 2951 9542449 9542996 2951
Chr12 Normal NT_009755.15 AGGTCGCAGTGAGCC 2862036 FLJ12389 2859022 2936970 3014 2859084 2936958 2952 2859228 2935872 2808
Chr3 Normal NT_022517.15 AGGTCGCAGTGAGCC 13579446 LOC344787 13576494 13578344 2952 13576494 13578344 2952 13576494 13578344 2952
Chr10 Complement NT_030059.10 GGGTCAAACTGATCC 14076956 LOC347766 14079909 14079601 2953 14079909 14079601 2953 14079909 14079601 2953
Chr21 Complement NT_011512.8 AGGTTGCAGTGACCC 16024140 LOC348572 16027093 16000594 2953 16027093 16000594 2953 16020425 16002163 -3715
Chr1 Normal NT_004559.10 AGGGCAGAGTGACCT 1844290 GUK1 1841103 1849969 3187 1841335 1849962 2955 1846532 1849716 -2242
Chr11 Normal NT_033899.5 AGGTCTTGATGACCT 15707623 LOC143909 15704667 15706166 2956 15704667 15706166 2956 15705657 15705935 1966
Chr2 Normal NT_005403.13 TGGTCAAATTAACCT 68671108 LOC344494 68668152 68738229 2956 68668152 68738229 2956 68668152 68738229 2956
Chr13 Normal NT_024524.12 TGGTCAGGCTGACCT 28610832 LOC349959 28607876 28641171 2956 28607876 28641171 2956 28607876 28641171 2956
Chr14 Complement NT_026437.10 GGGTCAGCCTGCCCC 3793994 MYH6 3805065 3771277 11071 3796953 3771326 2959 3796560 3771377 2566
ChrX Complement NT_011568.12 AGCTCACTGCGACCT 11658135 GRIPAP1 11661096 11649996 2961 11661096 11649996 2961 11661063 11650467 2928
Chr12 Normal NT_009714.15 GGCTCACTGTGACCT 1379581 LOC283326 1376620 1394536 2961 1376620 1394536 2961 1376620 1394536 2961
Chr15 Complement NT_026446.12 AGGTCACAGTGACAC 2803014 LOC342223 2805976 2749394 2962 2805976 2749394 2962 2805976 2749394 2962
Chr10 Normal NT_024115.14 AGGTCGCAGTGAGCC 2254433 LOC349473 2251470 2276260 2963 2251470 2276260 2963 2251470 2276260 2963
Chr3 Normal NT_005612.13 TGGGCACAATGACCT 33750559 PODLX2 33747563 33791181 2996 33747596 33791181 2963 33747599 33790859 2960
Chr17 Normal NT_010718.13 AGGTCAAGCTAACCA 12218246 LOC350416 12215281 12228019 2965 12215281 12228019 2965 12215281 12228019 2965
Chr21 Complement NT_011512.8 AGGTCGTGGTGGCCC 403686 LOC284814 406652 404117 2966 406652 404117 2966 406153 405824 2467
Chr4 Complement NT_016606.15 AGGTCACTGTGGCCT 15008207 LOC348867 15011174 14992133 2967 15011174 14992133 2967 15011174 14992133 2967
Chr2 Normal NT_022171.13 AGGTTACAGTGACCC 11007686 LOC151234 11004718 11036276 2968 11004718 11036276 2968 11004863 11034870 2823
Chr18 Normal NT_010966.13 GGGTCATCCTGAGCT 13296215 LOC342712 13293247 13349405 2968 13293247 13349405 2968 13293247 13349405 2968
Chr3 Complement NT_029928.10 AGGTCACACTGTCCC 1971531 LOC220729 1974500 1965777 2969 1974500 1965777 2969 1968908 1966341 -2623
Chr19 Complement NT_011109.15 AGTTCATTCCGACCT 22130934 TEAD2 22133904 22112042 2970 22133904 22112047 2970 22131522 22112771 588
Chr9 Complement NT_008470.15 GGGTCATTGAGACCA 18704322 LOC349358 18707294 18706708 2972 18707294 18706708 2972 18707294 18706708 2972
Chr17 Complement NT_010783.13 AGGTCACGTCCACCC 11899638 PNUTL2 11902635 11890815 2997 11902610 11890815 2972 11899734 11890986 96
Chr17 Complement NT_010783.13 AGGTCACGTCCACCC 11899638 PNUTL2 11902635 11890815 2997 11902610 11890815 2972 11902523 11892442 2885
Chr19 Complement NT_011295.10 TGGTCAGGCTGGCCT 11220369 LOC199744 11223344 11216031 2975 11223344 11216031 2975 11223344 11216031 2975
Chr22 Normal NT_011523.9 AGCTCACACTGACCC 2321476 LOC129223 2318500 2357781 2976 2318500 2357781 2976 2318500 2357781 2976
Chr8 Complement NT_008046.13 AGTTCGAACTGACCT 32989665 LOC286091 32992641 32992202 2976 32992641 32992202 2976 32992616 32992269 2951
Chr7 Normal NT_007819.13 GGGTCATGGTGAGCA 11927797 SCIN 11905876 11988900 21921 11924821 11988900 2976 11958174 11988013 -30377
Chr6 Complement NT_007592.13 AGATCAGCCTGACCA 27415457 LOC346188 27418435 27385810 2978 27418435 27385810 2978 27418435 27385810 2978
Chr13 Complement NT_009799.12 GGGTCACTGCAACCT 2373029 XPO4 2422840 2333015 49811 2376007 2337847 2978 2364091 2337861 -8938
ChrX Normal NT_011786.13 AGGTCACAAAGACCT 4577371 LOC347465 4574392 4579585 2979 4574392 4579585 2979 4574392 4579585 2979
Chr5 Complement NT_006576.13 AGGTCATCCAGACCT 27685300 LOC285581 27688280 27686104 2980 27688280 27686104 2980 27687869 27687564 2569
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1791852 LOC339439 1788872 1794952 2980 1788872 1794952 2980 1788968 1789453 2884
Chr15 Normal NT_010194.15 GGGTCACTCCCACCC 15821320 RNF36 15818338 15849634 2982 15818338 15849634 2982 15840463 15849581 -19143
Chr20 Normal NT_011362.8 GGGGCACATTGACCC 1587405 C20orf102 1584421 1626660 2984 1584421 1626660 2984 1584668 1625570 2737
Chr4 Complement NT_037622.3 TGGTCAGGCTGATCT 762465 LOC152860 765451 763825 2986 765451 763825 2986 765053 764649 2588
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126217 LOC348450 129204 124783 2987 129204 124783 2987 127574 125817 1357
Chr6 Normal NT_007592.13 AGCTCATAGTGACCC 34902885 DKFZp434P0531 34892503 34920382 10382 34899897 34920382 2988 34901226 34919747 1659
Chr4 Normal NT_016354.15 AGGTCCATGTGACCA 26766629 LOC90024 26763641 26764743 2988 26763641 26764743 2988 26764242 26764634 2387
Chr7 Complement NT_007933.12 AGGTCATACTCACCT 24508199 CYP3A5 24511205 24479401 3006 24511190 24479401 2991 24511103 24479512 2904
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCC 25590084 LOC253839 25593076 25572917 2992 25593076 25572917 2992 25589401 25573016 -683
Chr2 Complement NT_005079.12 AGGTCGTGGTGAGCC 3850729 LOC339763 3853769 3830954 3040 3853721 3845025 2992 3853335 3845096 2606
Chr10 Normal NT_033985.5 TGGTCAGGCTGATCT 346609 LOC340754 343615 355160 2994 343615 355160 2994 343615 355160 2994
Chr16 Normal NT_010393.13 AGGTTGCAGTGACCT 16380789 LOC342355 16377795 16380278 2994 16377795 16380278 2994 16377795 16380278 2994
ChrX Normal NT_078110.1 AGGCCATCATGACCA 29495 LOC349431 26501 29303 2994 26501 29303 2994 28196 29303 1299
Chr11 Normal NT_033899.5 GCGTCAATTTGACCA 31031969 LOC341076 31028974 31044220 2995 31028974 31044220 2995 31028974 31044220 2995
Chr6 Normal NT_007592.13 AGGTCATAAGGACCT 45289605 LOC349052 45286610 45295684 2995 45286610 45295684 2995 45286610 45295684 2995
Chr16 Complement NT_010542.13 GGGTCAGTGTGACCA 478165 GALNS 481161 437964 2996 481161 437964 2996 481106 438668 2941
Chr4 Complement NT_022792.15 AGGTCAGGGTGACTG 6859119 HAND2 6862115 6857641 2996 6862115 6857641 2996 6861961 6859949 2842
Chr3 Complement NT_006014.14 AGGACACATTGACCA 1470977 HYAL2 1475273 1470313 4296 1473973 1470313 2996 1472993 1470633 2016
Chr15 Normal NT_010194.15 CGGCCAGCCTGACCT 38276689 DKFZP586N0721 38273691 38276876 2998 38273691 38276876 2998 38275598 38276023 1091
Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126754 LOC339436 129752 128007 2998 129752 128007 2998 129483 128103 2729
Chr19 Normal NT_011109.15 GGGCCGTGCTGACCT 28066723 KIAA1811 28063523 28092091 3200 28063724 28092091 2999 28064001 28091626 2722
Chr1 Complement NT_004511.15 TGGTCGGGGTGACCC 2671265 LOC343338 2674264 2649364 2999 2674264 2649364 2999 2674264 2649364 2999
Chr2 Normal NT_022184.12 AGCTCACTGCGACCT 23189106 LOC344126 23186107 23211445 2999 23186107 23211445 2999 23186107 23211445 2999
Chr15 Normal NT_010274.15 AGGTTGTTTTGACCT 5202554 LOC56964 5199555 5252395 2999 5199555 5252395 2999 5210505 5252149 -7951
Chr19 Normal NT_011109.15 AGGTCAACATGGCCA 22652023 FLJ12168 22648992 22660196 3031 22649019 22660190 3004 22649171 22660071 2852
Chr3 Normal NT_005927.15 GGGTCACTGTGCCCT 16216635 LOC344877 16213631 16228784 3004 16213631 16228784 3004 16213631 16228784 3004
Chr11 Complement NT_028310.10 AGGTCAACATGACCC 5197467 APBB1 5200817 5176528 3350 5200473 5176528 3006 5192750 5176937 -4717
Chr3 Complement NT_005927.15 AGGTCGCAGTGAGCC 12631256 RAF1 12634445 12553957 3189 12634263 12553957 3007 12589069 12554862 -42187
Chr12 Normal NT_009482.13 TGGTCAGGCTGATCT 2742216 RAN 2739209 2744004 3007 2739209 2744004 3007 2739780 2743112 2436
Chr6 Normal NT_007592.13 TGGTCAGGCTGATCT 1955533 LOC221710 1952297 1994301 3236 1952524 1994301 3009 1993603 1994199 -38070
Chr14 Complement NT_026437.10 TGATCAACTTGACCT 15777057 LOC122589 15780068 15771566 3011 15780068 15771566 3011 15780068 15771566 3011
Chr20 Complement NT_011387.8 GGGTCAGAGTGAACC 20285616 LOC350960 20288627 20284488 3011 20288627 20284488 3011 20288627 20284488 3011
Chr12 Normal NT_019546.15 AGGACACATTGACCT 29214975 LOC341375 29211962 29293988 3013 29211962 29293988 3013 29211962 29293988 3013
Chr9 Complement NT_019501.12 GGCTCAGGGTGACCT 1612840 LOC157919 1615854 1613850 3014 1615854 1613850 3014 1614813 1614286 1973
Chr11 Normal NT_033903.5 AGGTCAAGATGTCCC 12160253 LOC338692 12157238 12170343 3015 12157238 12170343 3015 12157321 12170192 2932
Chr2 Normal NT_022184.12 AGGACACACTGACCC 45481871 MEIS1 45478449 45615822 3422 45478856 45615545 3015 45478921 45612171 2950
Chr19 Complement NT_011109.15 AGGTCACAGTGAGCC 6849447 LOC126235 6852466 6781751 3019 6852466 6781751 3019 6852466 6781751 3019
Chr1 Complement NT_028054.12 GGGTCAGGTTGCCCA 3381080 LOC350684 3384099 3369239 3019 3384099 3369239 3019 3384099 3369239 3019
Chr10 Complement NT_030059.10 CGGTCTCCCTGACCC 16554598 TMP10 16557617 16541537 3019 16557617 16541537 3019 16557211 16544256 2613



Chr13 Complement NT_009799.12 AGGTCAGTGTGACTT 732917 TUBA2 735936 727914 3019 735936 727920 3019 735887 728003 2970
Chr4 Normal NT_016354.15 AGGTCGGCCTGACCA 979001 LOC152816 975980 984710 3021 975980 984710 3021 975998 984354 3003
Chr6 Complement NT_007592.13 AGGTCATAGTGACCT 24565898 MLN 24568920 24559576 3022 24568920 24559576 3022 24566067 24559729 169
Chr8 Complement NT_030737.7 GTGTCAGGTTGACCC 4407375 LOC352450 4410398 4379843 3023 4410398 4379843 3023 4410398 4379843 3023
Chr19 Complement NT_011109.15 TGGTCAGGCTGGCCT 10350867 HSPC059 10353891 10323374 3024 10353891 10323384 3024 10345795 10323718 -5072
Chr12 Complement NT_019546.15 AGGTCAGGTTTACCA 14984461 LUM 14987629 14979519 3168 14987485 14979519 3024 14984947 14980133 486
Chr2 Normal NT_077995.1 GGGTCACGACGCCCT 54216 FLJ33590 51190 55283 3026 51190 55283 3026 51218 54735 2998
Chr17 Normal NT_010718.13 AGGTGACGGTGACCT 3870647 LOC284016 3867620 3870489 3027 3867620 3870489 3027 3869699 3869980 948
Chr12 Normal NT_019546.15 GGATCACTGCGACCT 19353140 METAP2 19350079 19390729 3061 19350113 19390310 3027 19350147 19389871 2993
ChrX Normal NT_025965.11 TGGTCAGGGTGGCCC 402400 SSR4 398250 403233 4150 399373 403233 3027 399422 403167 2978
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1791900 LOC339439 1788872 1794952 3028 1788872 1794952 3028 1788968 1789453 2932
Chr3 Complement NT_005962.15 AGGCCATGTCGACCT 4007350 LOC344680 4010380 3885943 3030 4010380 3885943 3030 4010380 3885943 3030
Chr3 Normal NT_005612.13 AGGTCATTTTAACCT 4653063 GPR15 4650032 4651114 3031 4650032 4651114 3031 4650032 4651114 3031
Chr4 Normal NT_006051.15 AGGTCACGTTTACCA 2322963 WFS1 2319931 2353346 3032 2319931 2353346 3032 2327537 2352548 -4574
Chr16 Complement NT_010542.13 CGGACAGCCTGACCC 819375 LOC146429 822767 819992 3392 822408 819992 3033 820916 820230 1541
Chr2 Normal NT_005079.12 GGGTCCCGGTGACCC 720975 LOC339760 717909 721115 3066 717942 721115 3033 717946 720429 3029
Chr10 Complement NT_008583.15 TGGTCATAATCACCT 14350129 LOC340883 14353162 14347370 3033 14353162 14347370 3033 14353162 14347370 3033
Chr20 Complement NT_028392.4 TGGTCAGACTGATCT 2278462 LOC350976 2281495 2211863 3033 2281495 2211863 3033 2281495 2211863 3033
Chr17 Complement NT_010799.13 AGGTTGCAGTGACCC 1659993 SPAG5 1663037 1641582 3044 1663027 1641588 3034 1662958 1642286 2965
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126169 LOC348450 129204 124783 3035 129204 124783 3035 127574 125817 1405
Chr2 Complement NT_005403.13 AGGTCAGCTTGCCCA 3676980 FNBP3 3686172 3671182 9192 3680017 3671182 3037 3678938 3672159 1958
Chr6 Normal NT_007592.13 AGGTCAGTATGTCCT 25657207 KIAA0229 25654168 25856304 3039 25654168 25856304 3039 25654307 25853513 2900
Chr17 Complement NT_010783.13 AGGTCACGCTCACCT 13389272 LOC201201 13392312 13390570 3040 13392312 13390570 3040 13392264 13390605 2992
Chr17 Normal NT_010718.13 AGGTCGCAATGAGCC 6081799 CENTB1 6078757 6093688 3042 6078757 6093688 3042 6078945 6093605 2854
ChrY Normal NT_011875.9 AGGTCAGGGTCACCT 867914 LOC347571 864872 976306 3042 864872 976306 3042 864872 976306 3042
Chr1 Normal NT_037485.3 AAGTCGCATTGACCT 2676896 ATPIF1 2673832 2684619 3064 2673853 2675818 3043 2673904 2675698 2992
Chr1 Complement NT_004487.15 AGGTCACAGTGAGCT 172248 LOC343142 175291 167784 3043 175291 167784 3043 175291 167784 3043
Chr2 Complement NT_005416.10 AGGTGAGGGTGACCA 1092425 LOC151512 1095469 1090912 3044 1095469 1090912 3044 1095371 1092769 2946
Chr15 Normal NT_010274.15 AGATCAGCCTGACCA 6467183 MGC14386 6463627 6471098 3556 6464139 6471098 3044 6466437 6470526 746
Chr15 Complement NT_010194.15 AGGTGGCGATGACCC 16192925 DUOX2 16195970 16174464 3045 16195970 16174464 3045 16195220 16175959 2295
Chr1 Normal NT_077915.1 AGGTCGTCGTCACCC 14770 MMP23B 11724 13595 3046 11724 13595 3046 11724 13566 3046
Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126705 LOC339436 129752 128007 3047 129752 128007 3047 129483 128103 2778
Chr10 Complement NT_077569.2 AGATCAGCCTGACCA 2425542 LOC340825 2428589 2418610 3047 2428589 2418610 3047 2428589 2418610 3047
Chr14 Complement NT_026437.10 GGGACATTCTGACCA 1113090 LOC341800 1116137 1109063 3047 1116137 1109063 3047 1116137 1109063 3047
Chr4 Complement NT_016606.15 AGGACATCTTGACCT 8959664 DKFZP566M114 8962781 8694802 3117 8962712 8882487 3048 8962534 8883555 2870
Chr5 Normal NT_023133.11 GCGTCGGGATGACCT 16896886 LOC153232 16893837 16895925 3049 16893837 16895925 3049 16895250 16895597 1636
Chr12 Complement NT_009755.15 AGATCAGCCTGACCA 2726358 LOC256441 2729407 2729123 3049 2729407 2729123 3049 2729407 2729123 3049
Chr20 Complement NT_011362.8 AGGTCACACAGACCC 14256404 LOC284752 14259457 14255557 3053 14259457 14255557 3053 14256699 14256328 295
Chr3 Complement NT_022517.15 AGGTCAATATGACAC 5709986 LOC285229 5713039 5709566 3053 5713039 5709566 3053 5710587 5710063 601
Chr21 Complement NT_011512.8 CAGTCACGCTGACCT 26023156 LOC343794 26026209 26013531 3053 26026209 26013531 3053 26026209 26013531 3053
Chr1 Normal NT_077989.1 GGGTCAGGGCTACCC 55864 OPTC 52783 68008 3081 52810 67485 3054 54646 62360 1218
Chr11 Complement NT_009237.15 TGGTCAGGCTGGCCT 18926369 LIN7C 18929424 18917551 3055 18929424 18919543 3055 18929403 18921300 3034
Chr12 Complement NT_009775.13 AGGTCTTTATGACCT 5781128 LOC283451 5784183 5782867 3055 5784183 5782867 3055 5784160 5783882 3032
Chr1 Normal NT_037485.3 GGGTAATGGTGACCT 1829658 LOC350725 1826602 1830338 3056 1826602 1830338 3056 1826602 1830338 3056
ChrX Complement NT_011638.11 AGGTCAGTGTGGCCA 804863 LOC347377 807920 797359 3057 807920 797359 3057 807920 797359 3057
Chr4 Complement NT_006051.15 AGGTCGCAGTGACCC 273918 OTOP1 276975 238884 3057 276975 238884 3057 276945 238884 3027
Chr11 Complement NT_033899.5 GGCTCACTGTGACCT 20248958 APOA1 20252017 20250148 3059 20252017 20250148 3059 20251782 20250203 2824
Chr10 Normal NT_008583.15 TGGACAGATTGACCT 24104174 KIAA0913 24101115 24112722 3059 24101115 24110841 3059 24101918 24110531 2256
Chr1 Complement NT_004433.15 TGGACAGAGTGACCT 285832 KIAA1389 288891 172172 3059 288891 172172 3059 288868 173328 3036
Chr13 Normal NT_009799.12 AGGCCAGAATGACCA 550919 LOC348020 547859 554059 3060 547859 554059 3060 547859 554059 3060
Chr17 Complement NT_010783.13 AGGTCTCTGTGACCT 3075421 SLC35B1 3078724 3071547 3303 3078481 3071889 3060 3078394 3072019 2973
Chr13 Normal NT_024524.12 AGGTCAGACTGAGCT 14853999 FLJ35810 14850938 14863185 3061 14850938 14863185 3061 14851018 14862999 2981
Chr10 Complement NT_030059.10 GGGACAGAATGACCC 3882135 LOC340742 3885196 3862021 3061 3885196 3862021 3061 3885196 3862021 3061
Chr12 Complement NT_029419.10 AGGTCAGTCTGACCC 4772242 YAF2 4775355 4696142 3113 4775303 4697460 3061 4775288 4697697 3046
Chr11 Complement NT_033903.5 GGGTAGTGGTGACCT 4711160 GIF 4714237 4698013 3077 4714223 4698013 3063 4714191 4698222 3031
Chr3 Normal NT_029928.10 AGCTCACTGCGACCT 797072 LOC351442 794008 817110 3064 794008 817110 3064 794008 817110 3064
Chr4 Normal NT_006307.14 TGGTCTGCTTGACCC 572676 FLJ35725 554072 591749 18604 569611 591749 3065 569982 591196 2694
Chr2 Complement NT_005058.13 AGATCAGCCTGACCA 5472226 LOC344150 5475292 5434747 3066 5475292 5434747 3066 5475270 5434747 3044
Chr2 Complement NT_022171.13 GGGTCTTTTTGACCG 11786891 LOC344545 11789957 11699285 3066 11789957 11699285 3066 11789957 11699285 3066
Chr6 Normal NT_025741.12 GGGTCACTTTGCCCA 12154768 LOC345869 12151701 12190625 3067 12151701 12190625 3067 12151701 12190625 3067
Chr5 Normal NT_023133.11 GGCTCACTACGACCT 7745251 MAT2B 7739790 7755886 5461 7742183 7755886 3068 7742251 7754927 3000
Chr4 Complement NT_016354.15 GGGACATACTGACCA 33354472 LOC153077 33357541 33352310 3069 33357541 33352310 3069 33357493 33357212 3021
Chr11 Complement NT_009237.15 TGGTCAATATGGCCC 10653960 FLJ23311 10663611 10646714 9651 10657030 10646714 3070 10652941 10647309 -1019
Chr19 Complement NT_011109.15 AGGCCAGACTGACCA 20812423 CABP5 20815494 20801400 3071 20815494 20801400 3071 20815369 20802004 2946
Chr3 Normal NT_005612.13 AGGTCGTGGTGAGCC 18207464 FLJ23186 18204393 18236197 3071 18204393 18236197 3071 18211424 18234647 -3960
Chr16 Normal NT_024797.13 AGTTCATTGTGACCA 6539336 LOC342480 6536265 6546217 3071 6536265 6546217 3071 6536265 6546217 3071
Chr5 Normal NT_006576.13 GGGTCATATTGACAA 14640363 LOC202122 14637289 14648646 3074 14637289 14648646 3074 14637289 14648646 3074
Chr2 Normal NT_005403.13 AGGTCAGCTCCACCC 69244285 ARPC2 69241178 69278406 3107 69241210 69278406 3075 69241530 69277974 2755
Chr1 Normal NT_077382.2 AGGTCACAGTTACCA 110876 LOC339553 107801 109607 3075 107801 109607 3075 107949 109113 2927
Chr17 Normal NT_010718.13 AGGTCGCAGTGAGCC 3463750 ARRB2 3460674 3471684 3076 3460674 3471684 3076 3460907 3471224 2843
Chr15 Complement NT_035325.4 GGGTCACAGCAACCT 3230798 CHSY1 3233874 3157670 3076 3233874 3157670 3076 3233398 3159330 2600
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1791949 LOC339439 1788872 1794952 3077 1788872 1794952 3077 1788968 1789453 2981
ChrY Normal NT_011875.9 AGGTCATAAAGACCT 817374 LOC340616 814296 820993 3078 814296 820993 3078 814296 820993 3078
Chr16 Normal NT_024812.10 TGGTGACCTTGACCC 1491706 PPP4C 1488543 1497941 3163 1488628 1497939 3078 1488943 1497627 2763
Chr4 Complement NT_006316.15 TGGTCAGGTTGGCCT 4301607 FLJ33215 4304686 4280787 3079 4304686 4281411 3079 4304569 4286389 2962
Chr14 Normal NT_026437.10 AGGTCACGATCACCA 79371277 LOC341964 79368197 79465968 3080 79368197 79465968 3080 79368197 79465968 3080
Chr12 Normal NT_019546.15 AGGTCACTATGACCT 19990051 LOC349777 19986971 20070145 3080 19986971 20070145 3080 19986971 20070145 3080
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126120 LOC348450 129204 124783 3084 129204 124783 3084 127574 125817 1454
Chr3 Complement NT_005612.13 GGGTCAGGGTGTCCA 40432760 LOC351501 40435844 40399638 3084 40435844 40399638 3084 40435844 40399638 3084
Chr19 Normal NT_011295.10 TGGTCAGGCTGGCCT 2305311 LOC90580 2302226 2303716 3085 2302226 2303716 3085 2302301 2303180 3010
Chr7 Complement NT_007933.12 AGGTGGCAGTGACCC 24909829 ZNF3 24912943 24895054 3114 24912914 24901373 3085 24906784 24902350 -3045
Chr11 Normal NT_008984.15 AGGTCAGTGTTACCA 7087681 KIAA0830 7084595 7127416 3086 7084595 7127416 3086 7084701 7124352 2980
Chr17 Normal NT_010663.13 GGGCCAGCATGACCC 77351 NPB 74095 74890 3256 74264 74734 3087 74264 74734 3087
Chr19 Complement NT_011109.15 GGGTCAGAGTGACCT 1764623 LOC342863 1767711 1759590 3088 1767711 1759590 3088 1767711 1759590 3088
Chr5 Complement NT_077451.2 AGGTCAGTATTACCC 3103712 LOC351978 3106800 3099268 3088 3106800 3099268 3088 3106800 3099268 3088
Chr12 Complement NT_009775.13 AGGTTGTAATGACCC 907529 BRAP 910664 868775 3135 910618 868775 3089 910475 868882 2946
Chr1 Complement NT_004873.14 TGGTAACTGTGACCT 44293 LOC339545 47382 45576 3089 47382 45576 3089 47234 46070 2941
Chr17 Complement NT_010641.13 AGGTCAGAGAGACCT 8853844 LOC348211 8856937 8850703 3093 8856937 8850703 3093 8851855 8850719 -1989
Chr6 Normal NT_078023.1 TGGTCAACATGTCCT 128049 LOC349062 124956 126105 3093 124956 126105 3093 125417 125996 2632
Chr3 Normal NT_005612.13 ATGTCAACCTGACCT 17663104 TACTILE 17660010 17770370 3094 17660010 17770370 3094 17660250 17767807 2854
Chr10 Normal NT_030059.10 TGGTCACACTGACCT 450070 LOC349477 446975 451302 3095 446975 451302 3095 446985 451302 3085
Chr19 Normal NT_011109.15 AGGTCGCAGTGAACC 31061603 ZNF8 31058508 31075444 3095 31058508 31075444 3095 31058638 31075092 2965
Chr13 Complement NT_009799.12 TGGGCAATTTGACCC 11684067 LOC219563 11687163 11677923 3096 11687163 11677923 3096 11687163 11677923 3096



Chr1 Complement NT_077402.1 GGCTCGGGCTGACCT 126656 LOC339436 129752 128007 3096 129752 128007 3096 129483 128103 2827
Chr1 Normal NT_004686.15 GGCTCAGTCTGACCA 506977 LOC350809 503881 561783 3096 503881 561783 3096 503881 561783 3096
Chr16 Normal NT_010505.13 AGGTCAAGATGTCCA 11642 LOC254259 8545 106075 3097 8545 106075 3097 8545 106075 3097
Chr19 Complement NT_011295.10 AGGTCGCAGTGAGCT 3527235 LOC90589 3530348 3505734 3113 3530332 3518499 3097 3519834 3518914 -7401
Chr1 Complement NT_004511.15 AGGTCGCAGTGAGCC 7798356 SNIP1 7801454 7783694 3098 7801454 7783694 3098 7801381 7784900 3025
Chr7 Normal NT_007933.12 GGGTCTTCCTGACCC 26541567 LOC352359 26538466 26637954 3101 26538466 26637954 3101 26538466 26637954 3101
Chr16 Complement NT_010498.13 GGGTCAACTTGACTG 3928087 LOC350282 3931190 3737057 3103 3931190 3737057 3103 3931190 3737057 3103
Chr5 Normal NT_023133.11 AGGTCAAATCCACCT 15549059 TLX3 15545868 15548722 3191 15545955 15548188 3104 15545955 15548188 3104
Chr7 Normal NT_007741.12 AGGTCACGGCAACCT 867099 LOC346305 863994 898029 3105 863994 898029 3105 863994 898029 3105
Chr16 Complement NT_010393.13 AGGTTGCAGTGACCC 10157628 SMG1 10210956 10092300 53328 10160734 10092300 3106 10157164 10094109 -464
Chr2 Normal NT_005079.12 GGGTCATGCTGTCCT 3951750 LOC285103 3948643 3958437 3107 3948643 3958437 3107 3957889 3958242 -6139
Chr10 Complement NT_030059.10 TGGTGAGAATGACCT 22039127 KCNIP2 22042235 22024289 3108 22042235 22024289 3108 22038155 22025668 -972
Chr10 Complement NT_030059.10 TGGTGAGAATGACCT 22039127 KCNIP2 22042235 22024289 3108 22042235 22024289 3108 22041883 22025956 2756
Chr3 Complement NT_022459.12 AGGTCATGCTGACAA 4287214 LOC256317 4290323 4238347 3109 4290323 4238347 3109 4290323 4238347 3109
Chr1 Complement NT_032977.5 TGGTCAGGCTGATCT 6964912 C1orf8 6968086 6946261 3174 6968023 6946261 3111 6967773 6946735 2861
Chr3 Complement NT_022517.15 GGGTCACTGTCACCC 18409805 KIAA0342 18412916 18380853 3111 18412916 18380853 3111 18411972 18382308 2167
Chr9 Complement NT_024000.15 AGGACAGGCTGACCC 674531 FUT7 678541 675705 4010 677644 675705 3113 677522 676241 2991
Chr7 Normal NT_007741.12 TGGGCAGCCTGACCT 990922 LOC352206 987809 1013349 3113 987809 1013349 3113 987809 1013349 3113
Chr20 Complement NT_011387.8 AGGTGAGTGTGACCA 3624661 SN 3627775 3607623 3114 3627775 3609207 3114 3627775 3609207 3114
Chr7 Complement NT_033968.4 AGGTCAGAAGGACCC 4015805 LOC346280 4018921 3842177 3116 4018921 3842177 3116 4018921 3842177 3116
Chr2 Complement NT_026970.9 AGGTCATCCTGCCCT 2150371 LOC130643 2153488 2151808 3117 2153488 2151808 3117 2153196 2151821 2825
Chr1 Complement NT_021953.15 TGGGCAATATGACCT 2548499 LOC284499 2551617 2549704 3118 2551617 2549704 3118 2551426 2551091 2927
Chr2 Normal NT_005403.13 AGGTCATAAAGACCC 8464235 LOC344259 8461117 8475385 3118 8461117 8475385 3118 8461117 8475385 3118
Chr22 Normal NT_011520.9 GGGGCAACATGACCA 6054938 LOC348620 6051819 6052525 3119 6051819 6052525 3119 6051989 6052261 2949
Chr13 Normal NT_024524.12 AGGTCACCTTGATCC 10643869 LOC341645 10640749 10712076 3120 10640749 10712076 3120 10640869 10712076 3000
Chr12 Complement NT_009775.13 AGGTCAGTTTGTCCT 590582 FLJ32356 593787 585364 3205 593705 585364 3123 588110 587361 -2472
ChrX Normal NT_011786.13 ATGTCAGCATGACCT 1007967 LOC139171 1004843 1174881 3124 1004843 1174881 3124 1102814 1174881 -94847
Chr1 Normal NT_004487.15 GGGTCACTGCAACCT 3825971 SIP 3822245 3834498 3726 3822847 3834493 3124 3822964 3832862 3007
Chr22 Complement NT_011519.10 TGGACAAGGTGACCT 2286821 GSCL 2289946 2288654 3125 2289946 2288654 3125 2289946 2288654 3125
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1791997 LOC339439 1788872 1794952 3125 1788872 1794952 3125 1788968 1789453 3029
Chr19 Complement NT_011255.13 AGGTCAGCATGACAA 4476910 LRG 4480048 4476421 3138 4480036 4477228 3126 4480025 4477952 3115
Chr18 Normal NT_025028.13 AGGTCACTGTGAGCT 16851988 LOC350585 16848861 16952195 3127 16848861 16952195 3127 16848861 16952195 3127
Chr3 Normal NT_037565.3 AGGTCACAGTGAGCC 2440899 RPL14 2437771 2442814 3128 2437771 2442814 3128 2437808 2442679 3091
Chr1 Normal NT_026943.12 GGGTGGGTTTGACCC 4137872 LMO4 4134743 4151855 3129 4134743 4151855 3129 4138291 4151071 -419
Chr8 Complement NT_023736.15 CGATCAGGGTGACCC 531692 LOC286163 534821 517922 3129 534821 517922 3129 532177 531773 485
Chr3 Normal NT_005825.15 AGCTCACTGCGACCT 2447905 FLJ14855 2444775 2455958 3130 2444775 2455958 3130 2452391 2454581 -4486
Chr7 Complement NT_007933.12 AGGTTGGGATGACCT 9376714 LOC346569 9379844 9196809 3130 9379844 9196809 3130 9379844 9196809 3130
Chr2 Complement NT_022171.13 GGGTCAGACTGTCCT 9157018 LOC344534 9160149 9152733 3131 9160149 9152733 3131 9160149 9152733 3131
Chr1 Complement NT_077402.1 GGGTCACGCTGACCT 126072 LOC348450 129204 124783 3132 129204 124783 3132 127574 125817 1502
Chr6 Complement NT_023451.12 AGATCAGCCTGACCA 37988 LOC348995 41121 18911 3133 41121 20720 3133 41088 21562 3100
Chr9 Normal NT_078055.1 AGGTCGCAGTGAGCC 74058 LOC352647 70924 80099 3134 70924 80099 3134 70924 80099 3134
Chr22 Complement NT_011520.9 GGGTCACTGCAACCT 11496165 MGC50372 11499300 11462811 3135 11499300 11462811 3135 11498852 11463303 2687
Chr5 Normal NT_023133.11 TGGTCAGGCTGATCT 16433900 LOC285588 16430764 16440033 3136 16430764 16440033 3136 16436043 16439934 -2143
Chr7 Normal NT_007933.12 AGGTCACAGTGGCCA 25420732 FBXO24 25417498 25432322 3234 25417595 25432322 3137 25417833 25432106 2899
Chr16 Normal NT_037887.3 GGGTCACTCTGACAA 2020051 SLC9A3R2 2016913 2028397 3138 2016913 2028397 3138 2017009 2028253 3042
Chr18 Normal NT_025028.13 AGGTCAATGTGACCT 19404833 LOC350587 19401694 19435419 3139 19401694 19435419 3139 19401694 19435419 3139
Chr3 Complement NT_037565.3 TGGTCAGTGTGACCT 1130936 AXUD1 1135028 1122322 4092 1134076 1122322 3140 1127148 1123521 -3788
Chr12 Complement NT_029419.10 AGGTCACACTGAGCC 15135456 KRT6 15138598 15122679 3142 15138598 15122679 3142 15138542 15123072 3086
Chr22 Normal NT_011525.5 GGGTCGGGAGGACCT 957065 ZBED4 953890 988483 3175 953922 988483 3143 983704 987219 -26639
Chr20 Normal NT_011362.8 TGGTCAAAGTGGCCT 21580587 LOC343626 21577443 21600884 3144 21577443 21600884 3144 21577443 21600884 3144
Chr2 Complement NT_022184.12 AGATCAAAGTGACCT 64601368 GGCX 64604566 64592139 3198 64604513 64592139 3145 64604485 64592991 3117
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126607 LOC339436 129752 128007 3145 129752 128007 3145 129483 128103 2876
Chr20 Complement NT_028392.4 CGGACAAGGTGACCT 4356620 C20orf124 4361966 4355145 5346 4359769 4355145 3149 4358259 4356943 1639
Chr11 Complement NT_033899.5 GGGTCGCTTTCACCT 37275372 LOC283172 37278521 37277889 3149 37278521 37277889 3149 37278521 37277889 3149
Chr19 Complement NT_011295.10 AGGTCAGCATGACCA 7351781 LOC126538 7354931 7353417 3150 7354931 7353417 3150 7354931 7353417 3150
Chr8 Complement NT_023736.15 AGGTCATGACAACCC 1656043 LOC286085 1659193 1656954 3150 1659193 1656954 3150 1658878 1658567 2835
Chr5 Complement NT_029289.9 GGGTCAGGCTGCCCT 2823704 LOC351860 2826854 2713383 3150 2826854 2713383 3150 2826854 2713383 3150
Chr5 Normal NT_006431.13 TGGTCACTGAGACCC 7368042 LOC345652 7364891 7438814 3151 7364891 7438814 3151 7364891 7438814 3151
Chr14 Normal NT_026437.10 AGCTCAGTGTGACCC 74971145 SERPINA5 74967791 74979496 3354 74967993 74979492 3152 74973741 74978617 -2596
ChrX Complement NT_011651.13 GGCTCACTGCGACCT 826030 CYSLTR1 829183 774227 3153 829183 774227 3153 775339 774326 -50691
Chr12 Normal NT_009482.13 AGCTCAGTGTGACCT 3139287 LOC347934 3136134 3155713 3153 3136134 3155713 3153 3136134 3155713 3153
Chr1 Complement NT_037485.3 TGATCACCATGACCT 954835 LOC339441 957989 957054 3154 957989 957054 3154 957989 957054 3154
Chr2 Complement NT_005403.13 AGGTCATCCTGGCCC 54096085 LOC344460 54099239 54098955 3154 54099239 54098955 3154 54099239 54098955 3154
Chr16 Normal NT_010498.13 AGGTCACCTTGGCCT 15362650 CKLFSF3 15359493 15369351 3157 15359493 15369341 3157 15360267 15368098 2383
Chr19 Complement NT_011109.15 AGATCAGCCTGACCA 24776501 LOC256447 24779658 24766097 3157 24779658 24771568 3157 24775154 24771763 -1347
Chr2 Normal NT_022135.13 AGGCCAGCCTGACCA 146725 LOC339693 143568 158105 3157 143568 158105 3157 143834 158075 2891
Chr12 Normal NT_029419.10 TGGTCAGGCTGGCCT 32818375 CNOT2 32780080 32892078 38295 32815217 32890999 3158 32815313 32890999 3062
Chr2 Complement NT_026970.9 TGGTCAGGCTGGCCT 2194394 LOC51239 2197577 2181951 3183 2197555 2187606 3161 2197553 2187892 3159
Chr10 Complement NT_008705.14 AGGTTACAGTGACCT 14608276 EPC1 14643004 14532006 34728 14611438 14533184 3162 14611168 14533316 2892
Chr20 Normal NT_011387.8 GGGCCAGCTTGACCC 18140349 LOC284781 18137186 18141157 3163 18137186 18141157 3163 18137186 18141157 3163
Chr19 Normal NT_011255.13 AGGTCATCCTGGCCA 352930 LOC350618 349766 353334 3164 349766 353334 3164 349766 353334 3164
Chr16 Complement NT_010498.13 AGATCACCCTGACCA 17124477 SMPD3 17204148 17116408 79671 17127641 17116666 3164 17127641 17116666 3164
Chr1 Complement NT_004511.15 GGGTTGCAGTGACCC 6325309 LOC343346 6328474 6317750 3165 6328474 6317750 3165 6328474 6317750 3165
Chr9 Complement NT_024000.15 GGGTCAGGCTCACCT 400653 LOC138307 403819 399917 3166 403819 401858 3166 403461 401898 2808
Chr5 Normal NT_023089.13 AAGTCGGGGTGACCC 1711177 LOC340027 1708011 1711024 3166 1708011 1711024 3166 1708974 1709414 2203
Chr4 Normal NT_016606.15 AGGTCATCTTGACCA 2701273 SCOC 2698105 2848406 3168 2698105 2823369 3168 2784458 2821923 -83185
Chr20 Normal NT_011333.5 TGGTGACCATGACCC 1290506 LOC284738 1287337 1288209 3169 1287337 1288209 3169 1287337 1288209 3169
Chr5 Normal NT_029289.9 GGGCCAGTCTGACCT 8696822 LOC345547 8693653 8756529 3169 8693653 8756529 3169 8693653 8756529 3169
Chr7 Complement NT_007758.10 GGGTCACTCAGACCA 2332619 LOC346321 2335789 2328519 3170 2335789 2328519 3170 2335789 2328519 3170
Chr20 Complement NT_011362.8 GGGTCAATTCCACCT 20016987 STK6 20020259 19997353 3272 20020157 19997353 3170 20016161 19998122 -826
Chr17 Normal NT_010799.13 AGGTCATCCTGACTC 8044535 LIG3 8041293 8065863 3242 8041364 8065603 3171 8044066 8065305 469
Chr2 Normal NT_005403.13 AGGTCAATATGACTA 73927902 FACL3 73885073 73967137 42829 73924730 73967137 3172 73932824 73965705 -4922
Chr5 Complement NT_023089.13 CCGTCACAGTGACCC 1154707 LOC348930 1157879 1156008 3172 1157879 1156008 3172 1156571 1156248 1864
Chr22 Complement NT_019197.3 CGGCCACACTGACCT 261632 HDAC10 264805 258606 3173 264805 258870 3173 264452 258927 2820
Chr2 Complement NT_022184.12 AAGTCATTATGACCT 30265483 LOC344393 30268656 30160309 3173 30268656 30160309 3173 30268656 30160309 3173
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1792046 LOC339439 1788872 1794952 3174 1788872 1794952 3174 1788968 1789453 3078
Chr11 Normal NT_033903.5 GGGCCACTGTGACCC 12174661 SSH-3 12171390 12180459 3271 12171486 12180451 3175 12171486 12179747 3175
Chr17 Complement NT_010783.13 GGCTCACCATGACCT 4200482 LOC124858 4203659 4151783 3177 4203659 4151783 3177 4203659 4151783 3177
Chr12 Complement NT_029419.10 AGGTCTCCATGACCT 9728039 LOC341563 9731216 9678150 3177 9731216 9678150 3177 9731216 9678150 3177
Chr2 Normal NT_077995.1 GGGTCACGACGCCCC 54369 FLJ33590 51190 55283 3179 51190 55283 3179 51218 54735 3151
Chr14 Complement NT_026437.10 TGGTCCAGGTGACCT 75898343 LOC283594 75901522 75899425 3179 75901522 75899425 3179 75901356 75901078 3013
Chr1 Normal NT_004487.15 AGGCCAGCCTGACCA 11083759 LOC343324 11080580 11109671 3179 11080580 11109671 3179 11080580 11109671 3179
Chr22 Complement NT_011520.9 CGGTCAGGATGATCT 18937753 PDGFB 18950114 18928418 12361 18940933 18928773 3180 18940933 18930782 3180



Chr11 Normal NT_009237.15 AGGTGGCAGTGACCC 9820396 LDHA 9817170 9830497 3226 9817215 9830497 3181 9819494 9829932 902
Chr12 Normal NT_009714.15 TGGTGACTATGACCT 1071785 LOC283321 1068604 1112569 3181 1068604 1105210 3181 1084196 1100073 -12411
Chr9 Normal NT_008470.15 GGGTCACTGCAACCT 9169849 LOC203326 9166665 9181230 3184 9166665 9181230 3184 9166665 9181230 3184
Chr1 Normal NT_004610.15 GGGTGGCCTTGACCC 4048359 LOC343386 4045175 4063036 3184 4045175 4063036 3184 4045206 4063036 3153
Chr20 Complement NT_011333.5 GGGTCCGACTGACCC 912303 SRMS 915487 908437 3184 915487 908793 3184 915446 908802 3143
Chr7 Complement NT_033968.4 GGCTCATGCCGACCT 5400842 LOC349074 5404027 5397864 3185 5404027 5397864 3185 5403962 5397982 3120
Chr8 Normal NT_078036.1 GGGGCAACCTGACCA 5044 LOC349193 1859 2643 3185 1859 2643 3185 1962 2342 3082
Chr15 Normal NT_010194.15 GGGACACGGTGACCA 44781565 B7-H3 44763062 44793248 18503 44778379 44791695 3186 44778379 44791695 3186
ChrX Normal NT_011568.12 AGGTCAGAATGTCCA 11066022 SSX4 11062836 11072653 3186 11062836 11072653 3186 11063363 11072092 2659
Chr13 Normal NT_027140.5 AGCTCACTGTGACCT 1738247 TFDP1 1735023 1791508 3224 1735061 1791508 3186 1736159 1790588 2088
Chr3 Normal NT_005825.15 TGGTCAGGCTAACCT 5538475 DDX30 5535036 5582319 3439 5535288 5582319 3187 5551385 5582247 -12910
Chr13 Normal NT_024524.12 GGGTCACTCCCACCC 41759149 LOC338863 41755962 41852774 3187 41755962 41852774 3187 41755962 41852774 3187
Chr2 Normal NT_005334.13 GGGTCATAATGAACA 6993502 FAM10A3 6990299 6993408 3203 6990314 6993408 3188 6990673 6991113 2829
Chr8 Normal NT_008183.16 AGGTCAGGTTGCCCT 14046287 MGC34646 14043083 14256751 3204 14043099 14256751 3188 14054936 14254650 -8649
Chr1 Complement NT_077916.1 AGGACAGCATGACCT 46324 LOC348456 49513 48185 3189 49513 48185 3189 49379 48888 3055
Chr3 Complement NT_005999.15 GGGACAACATGACCT 1208877 PTK9L 1212206 1196686 3329 1212066 1201560 3189 1211962 1201980 3085
Chr5 Normal NT_029289.9 GGGTCAGCACAACCC 1213937 FLJ20195 1207325 1216632 6612 1210747 1216632 3190 1211498 1212167 2439
Chr8 Complement NT_028251.10 GGGTGGCCTTGACCC 6886526 LOC286112 6889717 6887759 3191 6889717 6887759 3191 6889595 6889263 3069
Chr2 Complement NT_005403.13 CGATCATCCTGACCT 53397464 LOC351347 53400655 53399681 3191 53400655 53399681 3191 53400655 53399681 3191
Chr19 Normal NT_011255.13 AGGTTGCAGTGACCT 3671565 TJP3 3648343 3690808 23222 3668374 3690682 3191 3668374 3690682 3191
ChrX Complement NT_011651.13 GGGTCAACTGGACCA 23423607 LOC347425 23426799 23409893 3192 23426799 23409893 3192 23426799 23409893 3192
Chr4 Normal NT_006316.15 TAGTCAATGTGACCT 2074592 LOC351751 2071400 2074286 3192 2071400 2074286 3192 2071400 2074286 3192
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126559 LOC339436 129752 128007 3193 129752 128007 3193 129483 128103 2924
Chr1 Normal NT_004350.15 GGGTCATGATGCCCT 74113 RER1 70863 82779 3250 70920 82779 3193 74821 82074 -708
Chr14 Normal NT_026437.10 GGGTCACTGCAACCT 54474904 C14orf46 54471709 54587180 3195 54471709 54587180 3195 54471719 54585721 3185
Chr11 Complement NT_035113.4 TGGTCAGGGTCACCT 948909 ODF3 952104 948609 3195 952104 948609 3195 951560 948832 2651
Chr15 Complement NT_010194.15 AGCTCACTGCGACCT 45581819 LOC342098 45585015 45539893 3196 45585015 45539893 3196 45585015 45539893 3196
Chr19 Normal NT_011109.15 GGGTTACCTTGACCT 15153053 SBP1 15149857 15151131 3196 15149857 15151131 3196 15150763 15151104 2290
Chr15 Normal NT_010194.15 AGGTCAAAGTGATCT 15622141 EIF3S1 15618879 15644610 3262 15618944 15644610 3197 15619004 15642958 3137
Chr1 Complement NT_004511.15 AGGTCAAGTTGGCCT 2580214 MLP 2583411 2581026 3197 2583411 2581026 3197 2583219 2581783 3005
Chr6 Normal NT_025741.12 GGGTCAGTGTGACTG 13934592 SMPD2 13931386 13934550 3206 13931395 13934550 3197 13931754 13934537 2838
Chr10 Normal NT_030059.10 AGGTCATTCTGAACT 30699433 DUSP5 30696154 30709853 3279 30696234 30709853 3199 30696438 30708742 2995
Chr12 Normal NT_029419.10 AGGTCGCAGTGAGCC 2835814 DKFZp434H2111 2832613 2906390 3201 2832613 2906390 3201 2838163 2904873 -2349
Chr18 Normal NT_010879.13 TGGTCAGGTTGACCT 1770884 LOC342855 1767679 1777953 3205 1767679 1777953 3205 1767679 1777953 3205
Chr7 Normal NT_007819.13 AGGTCACAATGACAA 22204638 LOC346402 22201433 22215617 3205 22201433 22215617 3205 22201433 22215617 3205
Chr6 Complement NT_007592.13 GGGTCACCCTGACCA 2634119 MGC12335 2665537 2572166 31418 2637324 2572166 3205 2637250 2572969 3131
Chr6 Complement NT_007592.13 GGGTCTTCCTGACCT 37496946 PLA2G7 37500538 37469050 3592 37500151 37469387 3205 37487736 37469405 -9210
Chr2 Normal NT_005403.13 AGGTCGCAGTGAGCC 52934946 LOC344455 52931740 52980827 3206 52931740 52980827 3206 52931740 52980827 3206
Chr17 Normal NT_010718.13 GGGTCTCCCTGACCC 3493909 DKFZp434N127 3490701 3496295 3208 3490701 3496295 3208 3490734 3496175 3175
Chr12 Complement NT_029419.10 AGGTCACTCTGATCT 10292599 EPAC 10296167 10274147 3568 10295809 10274346 3210 10295047 10274656 2448
Chr21 Normal NT_011512.8 AGGACAGAGTGACCA 23204828 RPL3P1 23201614 23202878 3214 23201614 23202878 3214 0 0 23204828
Chr16 Complement NT_037887.3 CGGTCCTCCTGACCT 2198116 LOC283870 2201331 2199178 3215 2201331 2199178 3215 2200758 2199287 2642
Chr12 Complement NT_029419.10 GGGTCAAGATGATCT 11505634 WNT10B 11508849 11502430 3215 11508849 11502430 3215 11507618 11503184 1984
Chr11 Normal NT_033903.5 TGGTCACTGTCACCT 4360526 LOC219985 4357310 4361082 3216 4357310 4361082 3216 4357310 4361082 3216
Chr9 Complement NT_024000.15 AGGTCACGGCAACCT 705907 LOC349248 709124 707660 3217 709124 707660 3217 709037 708462 3130
Chr19 Normal NT_011295.10 GGGTGAGGCTGACCT 10835417 p66alpha 10832199 10880952 3218 10832199 10880591 3218 10866219 10879085 -30802
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1792095 LOC339439 1788872 1794952 3223 1788872 1794952 3223 1788968 1789453 3127
Chr9 Normal NT_035014.3 GGGGCAGCGTGACCC 2887847 LOC347152 2884623 2886799 3224 2884623 2886799 3224 2884658 2886799 3189
Chr21 Normal NT_011515.10 TGGTCAGTCTGAGCT 1675917 C21orf70 1672350 1709638 3567 1672692 1709625 3225 1672711 1709456 3206
Chr19 Complement NT_011295.10 ATGTCATAATGACCA 13554376 LOC163223 13557601 13555535 3225 13557601 13555535 3225 13557272 13556394 2896
Chr21 Complement NT_011512.8 GGGTCAAAACAACCC 21541742 KCNE1 21544968 21479384 3226 21544968 21481750 3226 21482327 21481938 -59415
Chr6 Normal NT_034880.2 GGGCCAACGTGACCA 3728023 LOC345978 3724797 3777223 3226 3724797 3777223 3226 3724797 3777223 3226
Chr15 Normal NT_010194.15 AGCTCACTGTGACCT 1989910 KIAA1018 1986612 2025865 3298 1986683 2025865 3227 1987424 2020016 2486
Chr6 Complement NT_007592.13 TGGCCACTCTGACCT 26498624 LOC285847 26501851 26484434 3227 26501851 26491667 3227 26497320 26493113 -1304
Chr5 Complement NT_034772.4 TGGTCAGGCTGATCT 40021906 GFRA3 40025381 40003092 3475 40025134 40003678 3228 40025134 40003678 3228
Chr8 Complement NT_023684.15 TGGTCAGGATGCCCC 842217 SIAHBP1 845446 832428 3229 845446 832458 3229 845382 832599 3165
Chr7 Normal NT_007819.13 TTGTCAGCTTGACCC 171045 UNC84A 167816 210213 3229 167816 210213 3229 167836 208642 3209
Chr17 Complement NT_010748.12 GGCTCACTGTGACCC 2360145 LOC147080 2363375 2351779 3230 2363375 2351779 3230 2362526 2362230 2381
Chr2 Complement NT_015926.13 AGGTTGAGCTGACCC 3197218 OSR1 3200449 3193324 3231 3200449 3193324 3231 3195643 3194113 -1575
Chr19 Normal NT_011109.15 GGATCATTGCGACCT 30193962 ZNF17 30190731 30201361 3231 30190731 30201361 3231 30193174 30201039 788
Chr7 Normal NT_007758.10 TGGTCACCATGACGC 2359561 LOC136248 2356328 2357591 3233 2356328 2357591 3233 2356328 2357591 3233
Chr5 Normal NT_029289.9 TGGTCAAAATGTCCT 12762696 LOC345616 12759462 12923522 3234 12759462 12923522 3234 12759462 12923522 3234
Chr7 Complement NT_033968.4 GGCTCACGCCGACCT 5400793 LOC349074 5404027 5397864 3234 5404027 5397864 3234 5403962 5397982 3169
Chr15 Normal NT_010194.15 AGGTCTTAATGACCT 16790241 LOC145660 16787004 17012878 3237 16787004 17012878 3237 16930457 17009817 -140216
Chr16 Complement NT_010393.13 AGGTTGCAGTGACCC 12745223 LOC339056 12748460 12744314 3237 12748460 12744314 3237 12744759 12744315 -464
Chr17 Normal NT_010755.13 AGGTCAGCTCGCCCT 3547778 LOC339200 3544540 3547005 3238 3544540 3547005 3238 3546316 3546591 1462
Chr1 Complement NT_004852.15 AGCTCAGCCTGACCT 2469132 FLJ33084 2472372 2468360 3240 2472372 2468360 3240 2472224 2468957 3092
ChrY Normal NT_011875.9 TGGTCAAATTGACAC 6204884 LOC140009 6201644 6272771 3240 6201644 6272771 3240 6201644 6272771 3240
Chr2 Complement NT_005403.13 AGGTCAACAGGACCG 70591553 KIAA0657 70595344 70574784 3791 70594794 70574784 3241 70594792 70580078 3239
Chr9 Complement NT_008413.15 AGGTCACACTAACCC 33153991 B4GALT1 33157355 33094081 3364 33157233 33100643 3242 33157168 33103453 3177
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126510 LOC339436 129752 128007 3242 129752 128007 3242 129483 128103 2973
Chr11 Complement NT_009237.15 GGGTCACTGCAACCT 38308779 LRP4 38312021 38271978 3242 38312021 38271978 3242 38311066 38274093 2287
Chr2 Normal NT_022135.13 AGGTCAGATTTACCA 2190050 LOC284958 2186806 2208195 3244 2186806 2208195 3244 2186857 2207770 3193
Chr16 Complement NT_019609.11 GGGTCACAGGGACCC 992046 LOC350310 995290 994202 3244 995290 994202 3244 995290 994202 3244
Chr22 Complement NT_011520.9 GGGTCAGAGAGACCA 22336728 DIA1 22342346 22311777 5618 22339974 22311777 3246 22329760 22312735 -6968
Chr8 Normal NT_008183.16 GGGTCATGTCAACCC 33617716 LOC157548 33614469 33615118 3247 33614469 33615118 3247 33614469 33615118 3247
Chr13 Normal NT_024524.12 AGGTCAACTTGTCCC 47174189 LOC341726 47170942 47434747 3247 47170942 47434747 3247 47170942 47434747 3247
Chr18 Normal NT_025028.13 AGGTCATAAAGACCT 5285350 LOC348292 5282103 5283342 3247 5282103 5283342 3247 5282103 5283342 3247
Chr2 Normal NT_005120.13 GGGTCAGATTCACCT 4512534 LOC351267 4509287 4530689 3247 4509287 4530689 3247 4522296 4530670 -9762
Chr6 Normal NT_007592.13 AGGTCTTTGTGACCT 17962321 HIST1H2AG 17959072 17959565 3249 17959072 17959565 3249 17959102 17959494 3219
Chr5 Normal NT_023133.11 TGGCCAGGCTGACCT 15101829 RANBP17 15098580 15536603 3249 15098580 15536603 3249 15098596 15535447 3233
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 11152400 LOC284319 11149150 11154388 3250 11149150 11154388 3250 11149161 11153254 3239
Chr7 Normal NT_007914.12 GGCTCGCTGTGACCT 11271559 ABCB8 11268301 11285423 3258 11268308 11285423 3251 11268374 11285207 3185
Chr15 Normal NT_010194.15 GGGTCACTCCCACCT 26146072 LOC342045 26142821 26237024 3251 26142821 26237024 3251 26142821 26237024 3251
Chr16 Complement NT_024812.10 AGTTCACTGCGACCT 2481919 FLJ13479 2485244 2471839 3325 2485171 2471839 3252 2475447 2472056 -6472
Chr7 Complement NT_033968.4 GGCTCACGCCGACCT 6027646 LOC222026 6030898 6029400 3252 6030898 6029400 3252 6030874 6029400 3228
Chr8 Normal NT_078037.1 GGGTCAGAGAGACCT 405425 CA2 402172 419647 3253 402172 419647 3253 402237 418944 3188
Chr1 Normal NT_021877.15 AGGTCATTTTGTCCA 324649 MAPKAPK2 321396 370733 3253 321396 369315 3253 321682 369170 2967
Chr5 Normal NT_006431.13 AAGTCATAATGACCA 6427204 LOC345648 6423950 6502813 3254 6423950 6502813 3254 6423950 6502813 3254
Chr19 Complement NT_011295.10 GGCTCACTGCGACCT 11146734 LOC284440 11149989 11130718 3255 11149989 11130718 3255 11132068 11131718 -14666
Chr14 Complement NT_026437.10 AGGTCAGCCTGACAC 85430174 G2A 85433563 85417415 3389 85433430 85418460 3256 85423433 85419007 -6741
Chr9 Normal NT_008476.14 TGGTCAGGCTGATCT 5429409 LOC347322 5426153 5466804 3256 5426153 5466804 3256 5426153 5466804 3256
Chr11 Complement NT_035113.4 TGGCCAGGCTGACCT 855046 FLJ22635 859850 853297 4804 858303 853309 3257 858246 854320 3200



Chr22 Normal NT_011520.9 TGGCCACCCTGACCT 713261 FLJ30473 710003 726218 3258 710003 726218 3258 712802 725889 459
Chr10 Complement NT_008583.15 TGGTCACACTTACCT 25397325 LOC338599 25400583 25347625 3258 25400583 25347625 3258 25400482 25347625 3157
ChrX Normal NT_011568.12 TGGTCAGGCTGGCCT 7423386 LOC158678 7420125 7421144 3261 7420125 7421144 3261 7420201 7420710 3185
Chr12 Complement NT_009714.15 GGGTCTGCTTGACCT 15973243 LOC341364 15976504 15964791 3261 15976504 15964791 3261 15976504 15964791 3261
Chr1 Complement NT_077386.2 GGGTCATTGTGAGCA 3987919 HIVEP3 3991399 3582706 3480 3991182 3582706 3263 3657489 3583143 -330430
Chr6 Complement NT_007592.13 CGGTCTCTGTGACCC 24060635 RAB2L 24063912 24056380 3277 24063898 24056598 3263 24063547 24057039 2912
Chr6 Complement NT_033951.3 CGGTCTCTGTGACCC 4643616 RAB2L 4646893 4639361 3277 4646879 4639579 3263 4646528 4640020 2912
Chr13 Complement NT_024524.12 TGGTAAGAATGACCT 18357651 LOC338853 18360915 18359396 3264 18360915 18359396 3264 18360915 18359396 3264
Chr3 Normal NT_005612.13 TGGTCACACTGAACT 36562271 FLJ35880 36559004 36603224 3267 36559004 36603224 3267 36559013 36590260 3258
Chr7 Normal NT_007819.13 CGGTCAGCTAGACCT 25488994 NFE2L3 25485569 25519544 3425 25485727 25519544 3267 25485727 25519011 3267
Chr13 Normal NT_009799.12 AGGACACCACGACCC 8534038 LOC348026 8530770 8534552 3268 8530770 8534552 3268 8530770 8534552 3268
Chr7 Complement NT_007933.12 GGGTGGTCTTGACCT 26446647 LOC93408 26449915 26438974 3268 26449915 26438974 3268 26448708 26439123 2061
Chr2 Complement NT_005403.13 TGCTCAGGGTGACCT 11212658 ITGB6 11216101 11115522 3443 11215928 11117571 3270 11215912 11117585 3254
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1792143 LOC339439 1788872 1794952 3271 1788872 1794952 3271 1788968 1789453 3175
Chr3 Complement NT_005612.13 AGGTCGTTGTGACCT 35475016 LOC351497 35478287 35465987 3271 35478287 35465987 3271 35478287 35465987 3271
Chr15 Normal NT_010194.15 AGGTCACTGCAACCT 37378304 MGC4562 37374994 37415608 3310 37375033 37415608 3271 37376809 37415023 1495
Chr16 Normal NT_010393.13 GGCTCACTGTGACCT 191819 NPD009 188548 191503 3271 188548 191503 3271 190334 190684 1485
Chr11 Normal NT_033903.5 GGGCCACTGTGACCC 12174661 SSH-3 12171390 12180459 3271 12171390 12180459 3271 12171486 12179747 3175
Chr15 Complement NT_010194.15 GGGTCAGGCCCACCC 2405262 LOC342172 2408536 2382792 3274 2408536 2382792 3274 2408536 2382792 3274
Chr2 Normal NT_022184.12 ATGTCAAAATGACCA 27903832 LOC351159 27900556 27945933 3276 27900556 27945933 3276 27900556 27945933 3276
Chr1 Complement NT_019273.15 AGGTCAGAATGGCCA 2177818 FLJ22457 2184971 2167615 7153 2181095 2167615 3277 2180895 2168041 3077
Chr10 Normal NT_024115.14 GGGTCAGCCTGTCCT 1038756 KIAA0982 1035478 1147318 3278 1035478 1118237 3278 1058096 1115284 -19340
Chr17 Complement NT_010718.13 GGGTGGGCCTGACCC 16849633 LOC147229 16852914 16849785 3281 16852914 16849785 3281 16851178 16850759 1545
Chr17 Normal NT_010783.13 AGGTCACCCTGCCCT 9857968 LOC342600 9854685 9881829 3283 9854685 9881829 3283 9854685 9881829 3283
Chr16 Normal NT_024773.11 AGGTCACCCTCACCG 208246 LOC348187 204962 206100 3284 204962 206100 3284 204991 205825 3255
Chr1 Normal NT_021937.15 GGATCACTGCGACCT 2381513 CLCN6 2378202 2415119 3311 2378228 2415119 3285 2378254 2412214 3259
Chr9 Normal NT_024000.15 GGGCCGTCCTGACCC 472342 FLJ10101 453467 486718 18875 469057 479871 3285 474057 477970 -1715
Chr5 Complement NT_077451.2 AGGTTGCAATGACCC 3682765 LOC340051 3686050 3676452 3285 3686050 3676452 3285 3686050 3676452 3285
Chr12 Complement NT_009714.15 GGGTCAAAACCACCT 13229464 LOC341475 13232749 13002473 3285 13232749 13002473 3285 13232749 13002473 3285
Chr6 Normal NT_025741.12 AGGTCATAAAGACCT 35256261 LOC285733 35252975 35262702 3286 35252975 35262702 3286 35252983 35260524 3278
Chr2 Normal NT_022184.12 TGGTCATTAAGACCT 25589379 ARHQ 25586023 25660109 3356 25586092 25624154 3287 25586092 25624152 3287
Chr11 Complement NT_035113.4 GGGGCAAGGCGACCC 312314 CD151 315602 309658 3288 315602 309658 3288 312420 310300 106
Chr17 Complement NT_010718.13 GGGTCACCGCAACCT 11866671 LOC350414 11869961 11863338 3290 11869961 11863338 3290 11869961 11863338 3290
Chr1 Complement NT_028054.12 AGGTCAGGGTGGCCC 650024 TNFRSF25 653314 648275 3290 653314 648275 3290 653226 648553 3202
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126461 LOC339436 129752 128007 3291 129752 128007 3291 129483 128103 3022
Chr16 Complement NT_010393.13 GGGTCACTGCAACCT 2144864 LOC348150 2148155 2127845 3291 2148155 2127845 3291 2148155 2127845 3291
Chr10 Complement NT_008583.15 AGGTCACAGTGAGCT 20574005 OT7T022 20577296 20565861 3291 20577296 20565861 3291 20577296 20565861 3291
Chr14 Complement NT_026437.10 AGGTCACCATGAACA 4720698 ADCY4 4724390 4707699 3692 4723992 4707699 3294 4723986 4707750 3288
Chr17 Normal NT_010718.13 AGGTCAATTTGAGCC 6053156 EIF5A 6049270 6054663 3886 6049860 6054663 3296 6051846 6053850 1310
Chr15 Normal NT_010274.15 AGGTCGAAACGACCC 5272646 MESP2 5269349 5287507 3297 5269349 5287507 3297 5273649 5287092 -1003
Chr4 Normal NT_037622.3 TGGACACTATGACCC 46510 LOC152687 43210 77408 3300 43210 77408 3300 76091 77344 -29581
Chr5 Complement NT_023133.11 AGGTTGTAGTGACCT 1838171 LOC285720 1841471 1812374 3300 1841471 1812374 3300 1841471 1812374 3300
Chr8 Normal NT_008183.16 GGGTCACTCCCACCC 21774060 LOC346987 21770760 21838097 3300 21770760 21838097 3300 21770760 21838097 3300
Chr10 Normal NT_030059.10 TGGTGAGCCTGACCT 38831116 LOC338568 38827815 38871127 3301 38827815 38871127 3301 38827815 38871127 3301
Chr7 Normal NT_007933.12 GGATCGAGATGACCT 25264140 FLJ20257 25260024 25265324 4116 25260838 25265324 3302 25262633 25264761 1507
Chr14 Normal NT_026437.10 AGGTGGGGGTGACCT 72713545 SLC24A4 72708966 72882636 4579 72710243 72882636 3302 72712315 72880013 1230
Chr11 Normal NT_033927.5 GGGCCACTCTGACCT 3131834 P2RY2 3128373 3146422 3461 3128531 3146422 3303 3144234 3145367 -12400
ChrX Normal NT_011786.13 AGGTCAGTCTGATCT 12248370 LOC203463 12245065 12311243 3305 12245065 12311243 3305 12245065 12311243 3305
Chr18 Normal NT_010966.13 TGGTCAGGCTGGCCT 30253269 LOC350554 30249964 30309103 3305 30249964 30309103 3305 30249964 30309103 3305
Chr18 Complement NT_010966.13 GGGTCACTGCAACCT 26047789 TCEB3L 26051094 26048045 3305 26051094 26048045 3305 26050737 26048476 2948
Chr1 Normal NT_077919.1 GGGTGGACCTGACCC 283563 LOC350848 280257 299406 3306 280257 299406 3306 280257 299406 3306
Chr22 Complement NT_011519.10 AGGTCAGGCTCACCA 3404505 RTN4R 3407966 3381090 3461 3407811 3381090 3306 3407765 3381384 3260
Chr17 Complement NT_010748.12 GGGTCACTGCAACCT 1643366 GFAP 1646673 1636798 3307 1646673 1636798 3307 1646659 1638520 3293
Chr20 Normal NT_011333.5 GGGTCAGTGTGACCT 644108 ARFGAP1 640796 657773 3312 640796 657773 3312 643564 655856 544
Chr19 Normal NT_011109.15 TGGTCAGGCTGACCT 21046157 MGC17986 21041546 21059053 4611 21042844 21059053 3313 21051247 21058325 -5090
Chr20 Normal NT_011362.8 AGGGCACCCTGACCT 22324117 NPEPL1 22319961 22347202 4156 22320803 22343807 3314 22322386 22343290 1731
Chr1 Complement NT_004668.15 TGGGCAGAATGACCC 5105575 SPTA1 5108889 5032897 3314 5108889 5032897 3314 5108708 5033425 3133
Chr19 Normal NT_011109.15 TGGTCCTCATGACCC 2683622 LOC126170 2680307 2680777 3315 2680307 2680777 3315 2680307 2680777 3315
Chr2 Normal NT_015926.13 GGGACACCTTGACCT 1618299 LOC343930 1614984 1640445 3315 1614984 1640445 3315 1614984 1640445 3315
Chr21 Complement NT_011515.10 GGGTCAGGCTGGCCT 505680 CSTB 508997 506284 3317 508997 506570 3317 508888 506821 3208
Chr2 Complement NT_022184.12 AGGTCAAATTGACGG 14022387 LOC344376 14025705 13772386 3318 14025705 13772386 3318 14025705 13772386 3318
Chr3 Normal NT_005962.15 AGGCCAGCCTGACCA 19050381 LOC285244 19047062 19048149 3319 19047062 19048149 3319 19047062 19048149 3319
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1792192 LOC339439 1788872 1794952 3320 1788872 1794952 3320 1788968 1789453 3224
Chr11 Normal NT_033899.5 TGGTCACACTGACAT 17322592 HTR3B 17319204 17360961 3388 17319268 17360645 3324 17319335 17360538 3257
Chr22 Normal NT_011520.9 AGGTCAGTATGGCCT 18176461 KDELR3 18173137 18188499 3324 18173137 18188499 3324 18173293 18187595 3168
Chr18 Complement NT_010859.12 TGGCCAGGCTGACCT 835467 LOC342829 838791 828208 3324 838791 828208 3324 838791 828208 3324
Chr16 Complement NT_037887.3 AGGTCATCTTGATCT 1768159 SSB3 1772596 1766715 4437 1771485 1767099 3326 1771485 1767099 3326
Chr10 Normal NT_030059.10 GGGTCATTGTGAGCC 30699562 DUSP5 30696154 30709853 3408 30696234 30709853 3328 30696438 30708742 3124
Chr1 Normal NT_077386.2 GGGTCACTCTGAGCA 4901599 ERMAP 4889822 4917680 11777 4898269 4917680 3330 4903140 4915923 -1541
Chr17 Complement NT_010783.13 AGGGCAGGCCGACCC 3929336 LOC253962 3932668 3926768 3332 3932668 3926768 3332 3927324 3926923 -2012
Chr11 Complement NT_033903.5 GGGTCGGGGTGACCC 12266310 PPP1CA 12289005 12266043 22695 12269643 12266047 3333 12269642 12266395 3332
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6027564 LOC222026 6030898 6029400 3334 6030898 6029400 3334 6030874 6029400 3310
Chr9 Normal NT_008470.15 TGGTCATGGTGACTT 3473519 LOC352733 3470185 3514771 3334 3470185 3514771 3334 3470266 3514771 3253
Chr11 Complement NT_033903.5 TGGTCACAAGGACCT 7412204 MGC5395 7415599 7302281 3395 7415538 7302281 3334 7404827 7302610 -7377
Chr22 Complement NT_011519.10 GGGTCAGGCAGACCA 3404477 RTN4R 3407966 3381090 3489 3407811 3381090 3334 3407765 3381384 3288
Chr17 Complement NT_010641.13 AGATCAGACTGACCA 7551692 RECQL5 7555027 7514683 3335 7555027 7536703 3335 7554395 7539020 2703
Chr17 Normal NT_010783.13 AGGTCACTGTAACCT 3800149 FLJ20920 3796757 3845391 3392 3796812 3845391 3337 3796822 3845112 3327
Chr17 Normal NT_010799.13 GGGTTGCATTGACCT 9128761 CCL18 9125423 9132620 3338 9125423 9132620 3338 9125483 9132181 3278
Chr16 Normal NT_024797.13 TGGTCAGGTTGGCCT 1975466 LOC146599 1971685 1973805 3781 1972128 1972908 3338 1972382 1972831 3084
Chr1 Normal NT_004671.15 AGGCCACCCTGACCG 12539246 LOC256530 12535908 12536826 3338 12535908 12536826 3338 12536216 12536539 3030
Chr3 Normal NT_006014.14 AGGGCACAGTGACCA 959099 LOC348837 955760 957536 3339 955760 957536 3339 955899 957493 3200
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126412 LOC339436 129752 128007 3340 129752 128007 3340 129483 128103 3071
Chr14 Complement NT_026437.10 CGGTCAAGATGACTC 17045677 LOC341840 17049017 16981997 3340 17049017 16981997 3340 17048665 16981997 2988
Chr19 Complement NT_011295.10 AGTTCATTATGACCT 897779 LOC342968 901119 898793 3340 901119 898793 3340 901119 898793 3340
Chr9 Complement NT_008413.15 AGTTCAGCTTGACCC 35676581 TPM2 35680047 35671990 3466 35679921 35672008 3340 35679815 35672079 3234
Chr22 Complement NT_011520.9 GGGCCACTGTGACCC 3131964 FLJ31568 3135311 3123362 3347 3135311 3123362 3347 3133063 3132560 1099
Chr17 Normal NT_024871.10 AGGTGACAGCGACCC 2053831 HGS 2050484 2068609 3347 2050484 2068609 3347 2050561 2068112 3270
Chr19 Complement NT_011295.10 AGATCAGCCTGACCA 1787090 LOC199688 1790437 1789543 3347 1790437 1789543 3347 1789942 1789643 2852
Chr1 Normal NT_004610.15 GGCTCAAGGTGACCT 2561277 LOC284667 2557930 2559983 3347 2557930 2559983 3347 2558801 2559280 2476
Chr21 Normal NT_011515.10 AGGTCGCCCCGACCC 132957 LOC351009 129610 145342 3347 129610 145342 3347 129610 145342 3347
Chr11 Complement NT_033903.5 AGGTCACTTTGATCC 9781896 KIAA0404 9785244 9762543 3348 9785244 9762543 3348 9785131 9762969 3235
Chr6 Normal NT_007422.12 TGGTCACCCTGTCCC 2619906 LOC346070 2616557 2660626 3349 2616557 2660626 3349 2616557 2660626 3349
Chr11 Complement NT_028310.10 AGGTCAACATGACCC 5197467 APBB1 5200817 5176528 3350 5200817 5176528 3350 5192750 5176937 -4717



Chr3 Complement NT_005962.15 GGGTCAGCATGACGG 18089618 LAMP3 18093133 18052467 3515 18092969 18052467 3351 18092906 18054332 3288
Chr2 Complement NT_022327.12 CTGTCAGTTTGACCC 960130 LOC351206 963482 923392 3352 963482 923392 3352 963482 923392 3352
Chr13 Complement NT_009799.12 GGGTCACTGCAACCT 2925997 FLJ25952 3013509 2908048 87512 2929350 2926717 3353 2929329 2928461 3332
Chr6 Complement NT_007592.13 AGGCCACGGTGACCT 27149167 TEL2 27152687 27119125 3520 27152520 27131099 3353 27152445 27131549 3278
Chr2 Complement NT_005403.13 AGGTCTCTCTGACCT 2302359 NMI 2305910 2286324 3551 2305713 2286324 3354 2298801 2286546 -3558
Chr11 Complement NT_033903.5 GGGTCAAGATGTCCA 2102697 AGTRL1 2106053 2102332 3356 2106053 2102332 3356 2105743 2104601 3046
Chr9 Complement NT_008470.15 AGGCCAGGATGACCA 774021 LOC352731 777378 750639 3357 777378 750639 3357 777378 750639 3357
Chr16 Normal NT_010393.13 GGGTCAAGTTAACCT 8977483 LOC350259 8974125 9080131 3358 8974125 9080131 3358 8974125 9080131 3358
Chr7 Complement NT_007914.12 AGGCCAAGGTGACCA 1992976 FLJ40852 1996337 1962445 3361 1996337 1962445 3361 1995492 1982044 2516
Chr15 Normal NT_010194.15 GGGTTACAGTGACCC 50538203 KIAA1024 50534840 50551042 3363 50534840 50551042 3363 50534890 50547126 3313
Chr10 Complement NT_035040.3 AGGTCAATTTGTCCA 177931 OAT 188044 166397 10113 181294 166397 3363 181265 167036 3334
Chr9 Normal NT_024000.15 AGGTCAAGGTGAGCT 448310 MGC15438 444790 455573 3520 444946 453271 3364 445386 451935 2924
Chr9 Complement NT_008470.15 AGGTCAATCTGTCCA 1624593 CTSL2 1627958 1621356 3365 1627958 1621356 3365 1626744 1621650 2151
Chr6 Normal NT_007592.13 AGGTTGCGGTGACCC 24987650 LOC157317 24984285 24985841 3365 24984285 24985841 3365 24984345 24984977 3305
Chr7 Normal NT_007819.13 AGGTCATAAAGACCT 28159322 LOC222174 28155957 28159113 3365 28155957 28159113 3365 28157444 28157752 1878
Chr19 Complement NT_011109.15 AGGTCACCCTGACTT 14859736 LOC284336 14863101 14860868 3365 14863101 14860868 3365 14862923 14862642 3187
Chr21 Complement NT_011515.10 AGGTTGCAGTGACCT 1603113 PTTG1IP 1606479 1582251 3366 1606479 1582251 3366 1606269 1584234 3156
Chr14 Complement NT_026437.10 TGGTCAGGCCGACCT 55305552 RPS6KL1 55309999 55292388 4447 55308918 55292388 3366 55308285 55293293 2733
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1792241 LOC339439 1788872 1794952 3369 1788872 1794952 3369 1788968 1789453 3273
Chr6 Complement NT_033951.3 CGGTCAAAATGGCCC 3187263 C6orf27 3191127 3179610 3864 3190634 3179610 3371 3190634 3179610 3371
Chr14 Normal NT_026437.10 GGGTGGCCTTGACCT 81047000 C14orf70 81043628 81059153 3372 81043628 81059153 3372 81058209 81058526 -11209
Chr6 Complement NT_034874.2 CGGTCAAAATGGCCC 3044587 C6orf27 3048452 3036919 3865 3047959 3036919 3372 3047959 3036919 3372
Chr1 Normal NT_004668.15 GGGTCAGCAGGACCA 7591978 PPOX 7588596 7600202 3382 7588606 7593407 3372 7589039 7593367 2939
Chr12 Normal NT_029419.10 AGGTCGCGGTGAGCC 16865590 COPZ1 16862180 16888939 3410 16862217 16888939 3373 16862254 16887613 3336
Chr6 Complement NT_007592.13 CGGTCAAAATGGCCC 22595734 C6orf27 22599601 22588065 3867 22599108 22588065 3374 22599108 22588065 3374
Chr17 Complement NT_010755.13 AGGTCATGTTGACAG 1794713 PRO2521 1799199 1785146 4486 1798089 1785146 3376 1797865 1785361 3152
Chr17 Normal NT_010783.13 AGCTCACTGTGACCT 13939085 LOC348238 13935708 13956966 3377 13935708 13956966 3377 13935729 13956730 3356
Chr11 Normal NT_033899.5 TTGTCAAGGTGACCT 20596954 CGI-40 20593576 20613012 3378 20593576 20611839 3378 20593659 20610347 3295
Chr1 Complement NT_037485.3 TGGTCAGGCTGATCT 255123 LOC149422 258501 256195 3378 258501 256195 3378 258463 257957 3340
Chr6 Complement NT_007592.13 GGGTCAAGATGCCCT 26274393 TULP1 26277780 26262780 3387 26277772 26262781 3379 26277762 26263231 3369
Chr8 Complement NT_028251.10 TGGTCACTGTGCCCC 5236236 KCNK9 5239616 5149121 3380 5239616 5149121 3380 5239552 5154818 3316
Chr11 Normal NT_009237.15 AGGCCAATTCGACCC 1032163 LOC283103 1028781 1029312 3382 1028781 1029312 3382 1028793 1029134 3370
Chr8 Normal NT_007995.13 CGGTCATCCTGTCCC 3666867 LOC84549 3663485 3679553 3382 3663485 3679461 3382 3663499 3676921 3368
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6027515 LOC222026 6030898 6029400 3383 6030898 6029400 3383 6030874 6029400 3359
Chr1 Normal NT_004511.15 TGGTCAGGCTGATCT 2501902 LCK 2498451 2533350 3451 2498517 2533346 3385 2521516 2532902 -19614
Chr11 Complement NT_008984.15 AGGTCAAAGAGACCT 5062210 LOC341204 5065595 5019053 3385 5065595 5019053 3385 5065595 5019053 3385
ChrX Normal NT_011651.13 GGGTCCTAGTGACCA 20919649 LOC139306 20916262 20918266 3387 20916262 20918266 3387 20916262 20918266 3387
Chr20 Normal NT_028392.4 AGGGCACCCTGACCT 1765562 LPLUNC2 1762175 1778283 3387 1762175 1778283 3387 1763149 1777957 2413
Chr19 Complement NT_011255.13 AGGTCGCAGTGAGCC 1529264 MBD3 1532791 1516678 3527 1532652 1516678 3388 1532630 1518339 3366
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126363 LOC339436 129752 128007 3389 129752 128007 3389 129483 128103 3120
Chr4 Complement NT_037622.3 AGGACAGCATGACCC 554032 LOC339993 557423 548180 3391 557423 548180 3391 557423 548180 3391
Chr13 Normal NT_009799.12 TGGCCAACGTGACCC 9477570 IPF1 9474177 9479394 3393 9474177 9479394 3393 9474276 9478838 3294
Chr4 Normal NT_016354.15 TGGTCAGAGTGGCCT 38469394 ANK2 38234348 38798398 235046 38466000 38798398 3394 38466015 38797757 3379
Chr1 Normal NT_032962.4 AGATCACGGTGACCA 1445648 FLJ20519 1442219 1445865 3429 1442254 1445865 3394 1442320 1444930 3328
Chr9 Normal NT_019501.12 TGGTCAGGCTGATCT 1090507 KIAA0649 1086398 1096204 4109 1087113 1096204 3394 1091822 1095451 -1315
Chr22 Complement NT_011521.2 AGGTCACCATCACCT 351053 SULT4A1 354449 316491 3396 354449 316491 3396 354364 317983 3311
Chr10 Complement NT_008583.15 AGGACAGGGTGACCT 25774096 LOC340854 25777494 25749225 3398 25777494 25749225 3398 25777494 25749225 3398
Chr8 Normal NT_023684.15 AGGTCAGGCCCACCC 36400 LY6E 32983 38367 3417 33000 36899 3400 35432 36281 968
Chr2 Normal NT_022139.11 AGGTAAAAATGACCT 695666 LOC343976 692265 978563 3401 692265 978563 3401 692364 978563 3302
Chr9 Normal NT_024000.15 GGGTGGAGCTGACCC 499323 DKFZp434M1411 495921 506328 3402 495921 506328 3402 502713 504550 -3390
Chr17 Complement NT_010783.13 AGGTCAGGCTGACCT 11270546 C14orf34 11273949 11231810 3403 11273949 11233536 3403 11256124 11237037 -14422
Chr3 Complement NT_005962.15 AGGGCACCATGACCA 25047778 MLAT4 25051315 24887085 3537 25051181 24887085 3403 25050983 24888164 3205
Chr8 Complement NT_008046.13 AGGACATCTTGACCC 20498903 LOC346888 20502307 20500908 3404 20502307 20500908 3404 20502307 20500908 3404
Chr17 Complement NT_010783.13 GGGTCATGGTGATCC 3568787 COL1A1 3572192 3553849 3405 3572192 3554656 3405 3572073 3556062 3286
Chr20 Complement NT_011387.8 GGGTCAGTGTGACAG 9756074 PAK7 9759515 9458037 3441 9759479 9458037 3405 9564976 9460109 -191098
Chr12 Normal NT_029419.10 TGGTCAGAGTGATCT 20313151 DKFZP586D0919 20309689 20319629 3462 20309745 20319629 3406 20311780 20317734 1371
Chr7 Normal NT_033968.4 AAGTCACTTTGACCC 4679569 EGFR 4675944 4913658 3625 4676163 4864394 3406 4676340 4862679 3229
Chr7 Normal NT_007758.10 GGGGCAGTGTGACCT 3158094 LOC285905 3154688 3192921 3406 3154688 3192921 3406 3157506 3187210 588
Chr10 Complement NT_008705.14 AGGTCTTTATGACCT 7374192 LOC340907 7377599 7312687 3407 7377599 7312687 3407 7377599 7312687 3407
Chr7 Complement NT_007819.13 TGGTCAGGCTGATCT 156685 LOC352240 160092 122561 3407 160092 122561 3407 160092 122561 3407
Chr17 Complement NT_024871.10 AGGTCAAATTCACCT 312406 FLJ20748 315816 310900 3410 315816 310900 3410 314531 314090 2125
Chr1 Complement NT_077959.1 AGGTCAGCTTGCCCT 14229 LOC350871 17639 16758 3410 17639 16758 3410 17639 16758 3410
Chr1 Complement NT_021937.15 AGGTCAGCTTGCCCT 3388208 LOC343069 3391620 3390739 3412 3391620 3390739 3412 3391620 3390739 3412
Chr1 Complement NT_004836.14 AGGTCAGGGTGGCCT 64517 KIAA0117 67930 37858 3413 67930 37858 3413 67885 38387 3368
Chr6 Normal NT_007592.13 GGGTCAGTGTGGCCA 33752867 PPP2R5D 33749428 33777205 3439 33749454 33777203 3413 33749543 33776151 3324
Chr5 Normal NT_029289.9 AGCTCAGACTGACCA 14584911 MFAP3 14581496 14597529 3415 14581496 14597529 3415 14592220 14596210 -7309
Chr22 Complement NT_011520.9 GGGTCAGAATCACCC 17220848 CARD10 17224603 17195457 3755 17224264 17195457 3416 17224261 17196251 3413
Chr11 Complement NT_033899.5 TTGTCACAGTGACCT 25527185 LOC283156 25530601 25529740 3416 25530601 25529740 3416 25530308 25529982 3123
Chr14 Normal NT_026437.10 TGGTCAGGATGACCA 53982099 FLJ31235 53978451 53983241 3648 53978682 53982509 3417 53978705 53982399 3394
Chr7 Complement NT_007933.12 AGGTCATCATGACCC 61372002 LOC352389 61375419 61215663 3417 61375419 61215663 3417 61375419 61215663 3417
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1792290 LOC339439 1788872 1794952 3418 1788872 1794952 3418 1788968 1789453 3322
Chr15 Normal NT_010194.15 GAGTCAAAATGACCT 11019379 EIF2AK4 11015960 11117402 3419 11015960 11117402 3419 11016008 11116896 3371
Chr11 Complement NT_033903.5 TGGTCCCAGCGACCT 9948631 MGC16386 9952077 9945453 3446 9952050 9945453 3419 9951976 9947105 3345
ChrX Normal NT_025302.11 AGGTCTTTATGACCT 404978 XG 401557 465410 3421 401557 465410 3421 401758 463863 3220
Chr18 Complement NT_025028.13 GGGTGACACTGACCT 3186481 ATP8B1 3199058 3106452 12577 3189903 3106584 3422 3189903 3106584 3422
Chr9 Normal NT_024000.15 AGGTTGTGGTGACCC 594214 C8G 590777 592505 3437 590792 592498 3422 590852 592312 3362
Chr7 Complement NT_007914.12 GGGCCAAACTGACCA 11676448 CRYGN 11680670 11668689 4222 11679870 11669828 3422 11679774 11669905 3326
Chr17 Normal NT_010799.13 GGGGCATGCTGACCC 8551367 LOC124760 8547945 8551614 3422 8547945 8551614 3422 8547945 8551614 3422
Chr16 Normal NT_037887.3 CTGTCACGCTGACCT 1072292 SSTR5 1068870 1069964 3422 1068870 1069964 3422 1068870 1069964 3422
Chr12 Normal NT_029419.10 AGATCAGCCTGACCA 26936519 LOC349803 26933096 26934012 3423 26933096 26934012 3423 26933096 26934012 3423
Chr2 Complement NT_022184.12 CGGGCAGTATGACCT 65830577 CD8A 65834001 65827668 3424 65834001 65827668 3424 65833882 65828977 3305
Chr18 Complement NT_010966.13 AGGTCAAGTTGAGCT 16301883 LOC90148 16305307 16303189 3424 16305307 16303189 3424 16305104 16304568 3221
Chr1 Complement NT_004668.15 AGATCAGCCTGACCA 405233 RAB13 408666 403959 3433 408660 403959 3427 408544 404407 3311
Chr20 Complement NT_011333.5 TGGTCAGGCTGATCT 1444068 RGS19 1447992 1441167 3924 1447495 1441167 3427 1444869 1441836 801
Chr4 Normal NT_006316.15 GGGTCACTGCAACCT 8295062 EG1 8291612 8305149 3450 8291633 8300999 3429 8291636 8300823 3426
Chr3 Complement NT_005612.13 AGGTCATTGTGAACA 5016258 ESDN 5019687 4913968 3429 5019687 4913968 3429 5019324 4917370 3066
Chr6 Normal NT_007592.13 GGGTCACCACCACCC 2332080 LOC346100 2328651 2333274 3429 2328651 2333274 3429 2328651 2333274 3429
Chr13 Normal NT_009952.13 TGGGCACCCTGACCT 24559159 LOC144960 24555728 24561167 3431 24555728 24561167 3431 24555781 24561072 3378
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6027466 LOC222026 6030898 6029400 3432 6030898 6029400 3432 6030874 6029400 3408
Chr18 Normal NT_025004.13 AGGTCAAACTGACAG 1877752 LOC342762 1874320 1881214 3432 1874320 1881214 3432 1874320 1881214 3432
Chr8 Normal NT_007995.13 TGGTCAGGCTGATCT 7815221 LOC346805 7811789 7872589 3432 7811789 7872589 3432 7811789 7872589 3432
Chr9 Normal NT_024000.15 GGGTCAAGGTGAGCT 448378 MGC15438 444790 455573 3588 444946 453271 3432 445386 451935 2992
Chr1 Normal NT_004671.15 AGGTCTTGGTGACCT 3486018 RGS18 3482586 3509929 3432 3482586 3509928 3432 3482754 3508670 3264



Chr10 Normal NT_030059.10 TGGTCAGGCTGGCCT 12125717 BTAF1 12122100 12228626 3617 12122284 12227917 3433 12122382 12227238 3335
Chr19 Complement NT_011109.15 AGGTCATTCAGACCC 25625611 LOC90333 25629045 25609976 3434 25629045 25610063 3434 25613577 25612168 -12034
Chr19 Normal NT_011295.10 AGCTCACTGTGACCT 1196919 LOC284386 1193484 1194006 3435 1193484 1194006 3435 1193491 1193979 3428
Chr14 Normal NT_026437.10 GGGTCACACTGCCCA 83928950 LOC350105 83925515 83939601 3435 83925515 83939601 3435 83925515 83939601 3435
Chr1 Complement NT_077402.1 GGCTCAGGCTGACCT 126314 LOC339436 129752 128007 3438 129752 128007 3438 129483 128103 3169
Chr20 Normal NT_011362.8 AGGTGGAGCTGACCT 7352153 MYBL2 7348624 7398039 3529 7348712 7398039 3441 7348839 7397642 3314
Chr20 Complement NT_011387.8 GGGTCAGTGTGACAG 9756074 PAK7 9759515 9458037 3441 9759515 9458037 3441 9564976 9460109 -191098
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18379986 18373518 3442 18374691 18374434 -1853
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18379986 18373518 3442 18375626 18374126 -918
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18379986 18373518 3442 18378262 18374935 1718
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18379986 18373518 3442 18379920 18374126 3376
Chr18 Normal NT_025028.13 GGGTCATCTTGACTT 17050077 LOC220151 17046634 17047032 3443 17046634 17047032 3443 17046634 17047032 3443
Chr5 Complement NT_006431.13 TGGTCACGGTGACTT 6767004 LOC285664 6770447 6768654 3443 6770447 6768654 3443 6769160 6768876 2156
Chr12 Normal NT_019546.15 AGGTCTTTATGACCT 22384194 LOC341456 22380750 22391363 3444 22380750 22391363 3444 22380750 22391363 3444
Chr18 Normal NT_010859.12 AGCTCACTGCGACCT 12941462 SEC13L 12937997 12977536 3465 12938018 12977536 3444 12938124 12975254 3338
Chr12 Complement NT_029419.10 AGGTCATGGTGAGCT 18434336 LOC338790 18437782 18409270 3446 18437782 18409270 3446 18437570 18409270 3234
Chr11 Normal NT_008984.15 TGATCATTATGACCT 7035809 LOC347873 7032363 7033248 3446 7032363 7033248 3446 7032363 7033248 3446
Chr14 Complement NT_026437.10 GGGTGGCCCTGACCT 4214077 LOC122718 4217524 4213881 3447 4217524 4213881 3447 4217524 4213881 3447
Chr5 Normal NT_006576.13 AGGTAAATATGACCA 26862072 LOC345568 26858623 26969502 3449 26858623 26969502 3449 26858623 26969502 3449
Chr6 Complement NT_007592.13 TGGGCATCCTGACCC 23835086 HLA-DPA1 23838578 23829507 3492 23838537 23829953 3451 23838506 23833586 3420
Chr6 Complement NT_033951.3 TGGGCATCCTGACCC 4418434 HLA-DPA1 4421926 4412855 3492 4421885 4413301 3451 4421854 4416934 3420
ChrX Normal NT_011786.13 AGATCAGTTTGACCC 12315597 LOC139368 12312146 12354734 3451 12312146 12354734 3451 12312146 12354734 3451
Chr19 Normal NT_011109.15 AGGTCATGGTGACAG 30397284 ZNF134 30393818 30402911 3466 30393833 30401483 3451 30399914 30400960 -2630
Chr21 Complement NT_011515.10 TGGTCATGGAGACCC 2913587 DKFZp434N0650 2917091 2893808 3504 2917039 2893808 3452 2901041 2894031 -12546
Chr17 Normal NT_024871.10 GGGTCCCCCTGACCA 1834009 FLJ23058 1830555 1835019 3454 1830555 1835019 3454 1833248 1833790 761
Chr10 Normal NT_033985.5 GGGTCACTGCAACCT 992858 FXYD4 989404 994096 3454 989404 994096 3454 991509 993928 1349
Chr19 Complement NT_011109.15 GGGTCGTGGAGACCC 11694036 LOC284320 11697490 11694194 3454 11697490 11694194 3454 11695108 11694605 1072
Chr6 Normal NT_025741.12 GGGTCACTGCAACCT 38866739 LOC154092 38863283 38930148 3456 38863283 38930148 3456 38863351 38928435 3388
Chr16 Normal NT_010498.13 AGGTCATCATTACCC 6059172 LOC221185 6055716 6076742 3456 6055716 6076742 3456 6055769 6076742 3403
Chr1 Normal NT_077936.1 AGGTCACTGTCACCC 92279 LOC343237 88823 99083 3456 88823 99083 3456 88823 99083 3456
Chr2 Normal NT_005334.13 TTGTCAGATTGACCT 4177045 DDEF2 4173588 4372500 3457 4173588 4372500 3457 4173928 4370150 3117
Chr2 Complement NT_005403.13 AGGTCATTTTAACCA 53932273 WDR12 53936286 53904667 4013 53935731 53904667 3458 53935536 53904920 3263
Chr9 Complement NT_008470.15 AGGTCAGGGCAACCC 34223620 ASB6 34227079 34221808 3459 34227079 34221808 3459 34226913 34222704 3293
Chr6 Normal NT_025741.12 GGCTCACTGCGACCT 52903160 KIAA0790 52768158 52974630 135002 52899701 52974630 3459 52899710 52974123 3450
Chr11 Normal NT_033927.5 GGGCCACTCTGACCT 3131834 P2RY2 3128373 3146422 3461 3128373 3146422 3461 3144234 3145367 -12400
Chr1 Normal NT_004610.15 AGGTCAGACTGACCT 1273385 PLA2G2F 1269069 1280122 4316 1269922 1278144 3463 1269922 1278144 3463
Chr1 Complement NT_077385.1 CTGTCACCATGACCT 158817 LOC339557 162297 153210 3480 162282 154632 3465 157088 155154 -1729
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1792338 LOC339439 1788872 1794952 3466 1788872 1794952 3466 1788968 1789453 3370
Chr9 Normal NT_024000.15 AGGTCATTCTGACTG 837680 SSNA1 834178 835897 3502 834212 835894 3468 834258 835445 3422
Chr6 Complement NT_007422.12 AGGTCACTGCAACCT 2157290 LOC346067 2160760 2104056 3470 2160760 2104056 3470 2160760 2104056 3470
Chr8 Normal NT_008046.13 AGGTTAAAATGACCT 43947503 LOC340418 43944032 43962954 3471 43944032 43962954 3471 43944032 43962954 3471
Chr19 Normal NT_011295.10 CAGTCAGGGTGACCT 10835673 p66alpha 10832199 10880952 3474 10832199 10880591 3474 10866219 10879085 -30546
Chr17 Complement NT_010783.13 CGGGCACGGTGACCC 15294883 KIAA1287 15298359 15235713 3476 15298359 15235713 3476 15298283 15237900 3400
Chr1 Complement NT_030584.9 AGGTCATACTGGCCC 128005 MFAP2 132443 125339 4438 131481 125339 3476 129110 125757 1105
Chr1 Normal NT_004668.15 GGGTGATCATGACCC 1599662 TRIM46 1596186 1607277 3476 1596186 1602924 3476 1596275 1602810 3387
Chr12 Normal NT_029419.10 TGTTCACTCTGACCT 14584280 NR4A1 14580802 14596591 3478 14580802 14593058 3478 14591419 14596034 -7139
Chr3 Complement NT_005612.13 GGGTCGTGCAGACCT 32051941 LOC200810 32055420 32047654 3479 32055420 32047654 3479 32052852 32047731 911
Chr10 Normal NT_017795.15 AGGTCACAGTGAGCC 351799 PAO 348274 360776 3525 348320 360776 3479 348400 360538 3399
Chr19 Normal NT_011255.13 GGGCCACTCTGACCG 5633850 RPL36 5621020 5631884 12830 5630367 5631676 3483 5630519 5631632 3331
Chr8 Normal NT_077531.2 AGGTCAGCCTGACCA 3315552 LOC346706 3312068 3343094 3484 3312068 3343094 3484 3312068 3343094 3484
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18380028 18372521 3484 18374691 18374434 -1853
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18380028 18372521 3484 18375626 18374126 -918
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18380028 18372521 3484 18378262 18374935 1718
Chr12 Complement NT_029419.10 GAGTCAGACTGACCC 18376544 MMP19 18380053 18372521 3509 18380028 18372521 3484 18379920 18374126 3376
Chr16 Normal NT_024812.10 AGGTCACTATGAGCA 1492112 PPP4C 1488543 1497941 3569 1488628 1497939 3484 1488943 1497627 3169
Chr5 Normal NT_006431.13 AGGTCACTGCAACCT 12276822 IPO11 12264620 12489145 12202 12273337 12489145 3485 12297850 12487887 -21028
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126266 LOC339436 129752 128007 3486 129752 128007 3486 129483 128103 3217
Chr17 Normal NT_024871.10 AGGTCGTCTTTACCT 1559955 LOC124563 1556468 1561881 3487 1556468 1561881 3487 1556468 1561881 3487
Chr3 Complement NT_005612.13 TGGTCCACACGACCC 19774515 KIAA2018 19778006 19771744 3491 19778006 19771744 3491 19777984 19772945 3469
Chr17 Complement NT_010783.13 GGGACAGCATGACCC 16812103 CYB561 16815643 16801598 3540 16815595 16802364 3492 16806840 16803695 -5263
Chr20 Normal NT_011387.8 AGGTGGACCTGACCT 21086437 C20orf19 21046663 21167256 39774 21082943 21167256 3494 21083538 21167214 2899
Chr15 Normal NT_010194.15 CGGTCACTATGACTT 35786314 LOC283812 35782819 35801173 3495 35782819 35801173 3495 35799694 35800041 -13380
Chr6 Complement NT_007627.10 GGGTCAGTCTGGCCC 351963 LOC253769 355459 111017 3496 355459 111017 3496 342811 111397 -9152
Chr9 Normal NT_024000.15 GGGTCAAGGTGAGCT 448446 MGC15438 444790 455573 3656 444946 453271 3500 445386 451935 3060
Chr14 Normal NT_026437.10 TGGTCACCGTGACAT 4822122 KIAA0323 4818620 4830668 3502 4818620 4830668 3502 4818636 4826619 3486
Chr2 Normal NT_022184.12 AGGTCACTATGACCT 67234609 LOC351199 67231105 67301483 3504 67231105 67301483 3504 67231164 67301483 3445
Chr1 Normal NT_004538.14 TGGCCAGCCTGACCT 759489 PTPRU 755984 846267 3505 755984 846267 3505 756113 845129 3376
Chr22 Normal NT_011520.9 GGGTCACCACAACCT 19229129 ATF4 19224840 19227739 4289 19225623 19227739 3506 19226505 19227661 2624
Chr20 Normal NT_011387.8 CGGTCACCATGATCC 9438804 C20orf103 9435008 9451171 3796 9435298 9451171 3506 9435500 9450467 3304
Chr3 Normal NT_005825.15 AGGTCACGCAGACCA 4730954 KIAA0540 4727448 4741827 3506 4727448 4741827 3506 4727453 4741447 3501
Chr7 Normal NT_007819.13 AGGTCAGAATGACCA 6616054 LOC285928 6612548 6614968 3506 6612548 6614968 3506 6614307 6614582 1747
Chr2 Normal NT_005334.13 AGGTTGCTGTGACCC 5274027 HPCAL1 5269693 5394436 4334 5270520 5394436 3507 5386578 5393641 -112551
Chr14 Normal NT_026437.10 AGGTCAGCCTGACCA 80569413 LOC350093 80565906 80604757 3507 80565906 80604757 3507 80565906 80604757 3507
Chr15 Complement NT_010194.15 AGGTCATAATTACCC 45771250 FLJ21128 45774782 45709298 3532 45774758 45709298 3508 45753863 45711351 -17387
Chr13 Complement NT_009799.12 AGATCAAGGTGACCA 723040 LOC338868 726552 716206 3512 726552 716206 3512 726552 716206 3512
Chr1 Complement NT_077964.1 GGGTCACCACGACCG 90277 CDC2L2 165501 88586 75224 93790 89081 3513 93790 89107 3513
Chr16 Normal NT_010498.13 AGGTTGCAGTGACCT 16782270 FLJ20399 16778736 16834783 3534 16778757 16834740 3513 16793484 16834446 -11214
Chr17 Complement NT_010755.13 GGGTCAAGCTGAGCT 3510873 LOC284116 3514387 3505301 3514 3514387 3505301 3514 3508123 3507677 -2750
Chr2 Normal NT_005403.13 AGGTCAAGCAGACCC 1632623 LOC344331 1629109 1737088 3514 1629109 1737088 3514 1629109 1737088 3514
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1792387 LOC339439 1788872 1794952 3515 1788872 1794952 3515 1788968 1789453 3419
Chr16 Complement NT_010542.13 CGGTCACCATGAGCC 1321911 MGC26885 1325428 1320081 3517 1325428 1320081 3517 1324955 1320543 3044
Chr6 Complement NT_007422.12 CGGTCACTGAGACCT 9324553 RPS6KA2 9563340 9112060 238787 9328070 9112060 3517 9327848 9113591 3295
Chr16 Complement NT_010393.13 AGGTCTTTATGACCT 9448062 LOC350261 9451580 9322023 3518 9451580 9322023 3518 9451580 9322023 3518
Chr19 Complement NT_011109.15 AGGTGGCCCTGACCT 8246056 LOC148131 8249576 8246448 3520 8249576 8246448 3520 8249562 8246548 3506
Chr11 Complement NT_033899.5 GGGTCCAGCTGACCC 21238965 FXYD2 21242486 21234469 3521 21242486 21234469 3521 21239072 21235066 107
Chr11 Complement NT_033899.5 GGGTCCAGCTGACCC 21238965 FXYD2 21242486 21234469 3521 21242486 21234469 3521 21242407 21235066 3442
Chr10 Complement NT_033985.5 GGGTCACTGCAACCT 2852487 LOC347773 2856009 2842453 3522 2856009 2842453 3522 2856009 2842453 3522
Chr19 Normal NT_011109.15 TGGTGACTATGACCT 12500802 LOC342900 12497279 12544993 3523 12497279 12544993 3523 12521784 12544993 -20982
Chr1 Complement NT_077926.1 AGATCAGCCTGACCA 873276 LOC348463 876799 875857 3523 876799 875857 3523 876799 875857 3523
Chr6 Complement NT_078025.1 AGATCAGCCTGACCA 52554 Nup43 56077 32579 3523 56077 34391 3523 47824 35232 -4730
Chr12 Normal NT_009759.15 GGGTCAAGGTCACCA 6460331 CNAP1 6456806 6495381 3525 6456806 6495381 3525 6458526 6494839 1805
Chr17 Complement NT_024871.10 TGGTCAGTGTAACCC 787071 LOC350477 790596 772258 3525 790596 772258 3525 790596 772258 3525
Chr3 Normal NT_005962.15 GGGTCACTCCCACCC 22793003 LOC344894 22789477 22861432 3526 22789477 22861432 3526 22789477 22861432 3526



Chr6 Complement NT_034880.2 GGGTCATTCAGACCC 4552267 LOC345985 4555794 4420601 3527 4555794 4420601 3527 4555794 4420601 3527
Chr1 Normal NT_004511.15 AGGTTGCAGTGACCT 5330067 FLJ23151 5326538 5363008 3529 5326538 5363008 3529 5361044 5362411 -30977
Chr19 Complement NT_011255.13 GGGTCATTTCCACCT 2554699 LOC350622 2558228 2527488 3529 2558228 2527488 3529 2558228 2527488 3529
Chr19 Complement NT_011109.15 AGGTCGCAGTGAGCT 24907826 LOC90317 24911360 24885345 3534 24911360 24885849 3534 24901955 24886261 -5871
Chr14 Complement NT_026437.10 AGGACATCATGACCA 43485090 KCNH5 43488625 43093988 3535 43488625 43098999 3535 43403612 43099446 -81478
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126217 LOC339436 129752 128007 3535 129752 128007 3535 129483 128103 3266
Chr14 Normal NT_026437.10 AGGTCGCAGTGAGCC 64564497 LOC348052 64560962 64563032 3535 64560962 64563032 3535 64561108 64563032 3389
Chr8 Complement NT_015280.15 GGGTTGTACTGACCT 2219914 SGCZ 2223449 1758388 3535 2223449 1758388 3535 2223449 1758966 3535
Chr7 Complement NT_007933.12 GGGTCCTCTTGACCT 53172657 LOC346651 53176194 53167059 3537 53176194 53167059 3537 53176194 53167059 3537
Chr14 Normal NT_026437.10 AGGACAGGCTGACCG 85080229 FLJ22056 85075839 85087616 4390 85076691 85087616 3538 85080967 85083352 -738
Chr6 Normal NT_007299.12 TGGTCAAGCTGACCT 18976816 LOC340171 18973278 18993095 3538 18973278 18993095 3538 18983147 18992968 -6331
Chr7 Complement NT_007933.12 GGATCGAGATGACCT 25264140 MGC22793 25267678 25266465 3538 25267678 25266496 3538 25267581 25266567 3441
Chr13 Normal NT_024524.12 AGGTTACTCTGACCC 40273579 LOC341708 40270039 40353205 3540 40270039 40353205 3540 40270039 40353205 3540
Chr6 Normal NT_034880.2 AGATCAGCCTGACCA 3793172 D6S2654E 3789631 3791550 3541 3789631 3791550 3541 3790045 3791022 3127
Chr16 Normal NT_024812.10 TGGTCACTGTGCCCT 2176869 RNF40 2173266 2186203 3603 2173328 2186203 3541 2173534 2185102 3335
Chr9 Normal NT_035014.3 GGGTCAACACGACCC 86151 FLJ23816 82609 86448 3542 82609 86448 3542 82862 86020 3289
Chr5 Complement NT_077451.2 TGGCCACGCTGACCT 3317773 MGAT1 3333808 3308808 16035 3321315 3308815 3542 3311238 3309901 -6535
Chr19 Normal NT_011255.13 AGGTCAGGGTCACCC 803254 DF 799664 803624 3590 799711 803569 3543 800637 803238 2617
Chr19 Normal NT_011255.13 GGGCCACTCTGACCG 5633850 RPL36 5621020 5631884 12830 5630306 5631676 3544 5630519 5631632 3331
Chr1 Complement NT_021937.15 GTGTCACCATGACCG 2494869 MGC33867 2498419 2491584 3550 2498414 2492059 3545 2498228 2492306 3359
Chr17 Complement NT_010783.13 GGGTCACTGCAACCT 17139322 GK001 17142905 17114543 3583 17142868 17114543 3546 17135467 17116173 -3855
Chr13 Complement NT_024524.12 AGATCAGTCTGACCA 306976 HSPH1 310982 283651 4006 310523 285256 3547 310210 285946 3234
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 5400480 LOC349074 5404027 5397864 3547 5404027 5397864 3547 5403962 5397982 3482
Chr17 Normal NT_024871.10 CGGCCACCCTGACCC 480508 GAA 476959 495355 3549 476959 495355 3549 480063 494807 445
Chr8 Complement NT_030032.8 GGGTCAGCCCGGCCT 670141 LOC349181 673690 652898 3549 673690 652898 3549 673690 652898 3549
Chr7 Normal NT_007819.13 TGGCCATCCTGACCT 32483024 B1 32462459 32939246 20565 32479474 32939246 3550 32485890 32938404 -2866
Chr13 Normal NT_024524.12 TAGTCATTTTGACCC 19828207 LOC341673 19824657 19938050 3550 19824657 19938050 3550 19850523 19938050 -22316
Chr14 Normal NT_026437.10 CGGGCATGGTGACCC 35293269 LOC350041 35289719 35318631 3550 35289719 35318631 3550 35289823 35318631 3446
Chr1 Normal NT_021973.15 TGGCCAGATTGACCT 1697106 DISC1 1693550 2093288 3556 1693550 2093288 3556 1693603 2093288 3503
Chr11 Complement NT_033927.5 AGGTCAAATTGTCCC 1425313 LOC349683 1428870 1416136 3557 1428870 1416136 3557 1428870 1416136 3557
Chr2 Normal NT_022171.13 GGGACACCATGACCA 4159977 LOC351116 4156418 4197815 3559 4156418 4197815 3559 4156418 4197815 3559
Chr2 Complement NT_022184.12 GAGTCACTGTGACCT 43971953 LOC285166 43975513 43944906 3560 43975513 43944906 3560 43975439 43947432 3486
ChrX Complement NT_011651.13 GGGTGGGAGTGACCC 6151032 LOC347427 6154592 6006271 3560 6154592 6006271 3560 6134978 6006271 -16054
Chr1 Normal NT_028054.12 AGGTCACTCTGACTG 3425484 H6PD 3421922 3452192 3562 3421922 3452192 3562 3432053 3451987 -6569
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1792435 LOC339439 1788872 1794952 3563 1788872 1794952 3563 1788968 1789453 3467
Chr4 Complement NT_006316.15 AGGTTGCAGTGACCC 790277 WDR1 794016 751322 3739 793842 751322 3565 793648 752148 3371
Chr7 Complement NT_007933.12 AGGTCATAAAGACCT 30761124 LOC346619 30764690 30721586 3566 30764690 30721586 3566 30764690 30721586 3566
Chr9 Normal NT_019501.12 AGGTGGAGGTGACCC 541097 LOC347093 537531 579279 3566 537531 579279 3566 537531 579279 3566
Chr1 Complement NT_004350.15 AGGCCAACATGACCT 88035 PEX10 91601 83834 3566 91601 83834 3566 91532 84796 3497
Chr6 Normal NT_025741.12 AGGTAGAAGTGACCT 51756335 STXBP5 51629304 51811295 127031 51752769 51811295 3566 51778893 51810320 -22558
Chr10 Normal NT_008705.14 AGGTCAAATTGTCCT 19238712 LOC219755 19235144 19259389 3568 19235144 19259389 3568 19235144 19259389 3568
Chr9 Normal NT_024000.15 GGGTCAAGGTGAGCT 448514 MGC15438 444790 455573 3724 444946 453271 3568 445386 451935 3128
Chr11 Complement NT_033927.5 AGGACAATTTGACCT 10583570 LOC283221 10587139 10563986 3569 10587139 10563986 3569 10587139 10563986 3569
Chr8 Normal NT_008046.13 TGGTCAACTTGACCT 41573141 LOC349212 41569571 41623052 3570 41569571 41623052 3570 41569670 41623022 3471
Chr13 Complement NT_009799.12 TGGTCAGGCTGATCT 6304094 LOC348023 6307666 6300103 3572 6307666 6300103 3572 6305382 6300103 1288
Chr13 Normal NT_009952.13 GGGTCACAGCGGCCT 13727567 ZIC2 13723995 13728694 3572 13723995 13728694 3572 13723995 13727612 3572
Chr6 Normal NT_007299.12 GGGTCACTGCAACCT 11928217 HAGE 11924644 11947461 3573 11924644 11947243 3573 11924802 11946122 3415
Chr22 Normal NT_011520.9 ATGTCACCCTGACCA 18691034 APOBEC3B 18687406 18697837 3628 18687459 18697837 3575 18687513 18697504 3521
Chr13 Normal NT_024524.12 AGGTCAGCCTGACCA 13257940 LOC341654 13254365 13256462 3575 13254365 13256462 3575 13254365 13256462 3575
Chr20 Complement NT_011362.8 TGGTCCAGATGACCT 9767884 NCOA5 9771488 9742536 3604 9771460 9742544 3576 9760971 9743847 -6913
Chr2 Normal NT_005403.13 GGGTCAGCTTGTCCC 67245224 DKFZp434H1419 67241647 67244251 3577 67241647 67244251 3577 67242887 67243183 2337
Chr1 Complement NT_028054.12 AGGTCATGATGACTG 3209886 LOC127324 3213463 3190418 3577 3213463 3190418 3577 3213463 3190418 3577
Chr11 Normal NT_033927.5 AGGTCACAGAGACCC 12985897 LOC341165 12982319 13017081 3578 12982319 13017081 3578 12982319 13017081 3578
Chr5 Normal NT_029289.9 GGGTCATTATGAACA 107878 UBE2D2 103678 170943 4200 104300 169356 3578 104304 169313 3574
Chr5 Complement NT_029289.9 AGGCCATTTTGACCT 2112928 DIAPH1 2123378 2058424 10450 2116507 2059346 3579 2116507 2059346 3579
Chr12 Complement NT_009759.15 AGGTCGTCCTGGCCT 6833134 GRCC9 6836713 6834363 3579 6836713 6834363 3579 6836326 6834617 3192
Chr11 Complement NT_028310.10 GGATCAGCCTGACCA 4004895 HBB 4008474 4006869 3579 4008474 4006869 3579 4008424 4007001 3529
Chr7 Normal NT_007914.12 TGTTCAGTGTGACCT 10109192 LOC349135 10105611 10107338 3581 10105611 10107338 3581 10106612 10106908 2580
Chr19 Normal NT_011109.15 TGGGCACGATGACCC 26965966 LENG5 26961979 26965711 3987 26962384 26965711 3582 26963406 26965647 2560
Chr1 Complement NT_004668.15 TGGTCAGGCTGATCT 920195 LOC126669 923777 901793 3582 923777 901793 3582 921453 906457 1258
Chr20 Normal NT_011362.8 TGGTCATGAGGACCC 23944842 LOC284757 23766444 23950210 178398 23941260 23950210 3582 23948831 23949154 -3989
Chr1 Normal NT_032962.4 GGGGCAAGATGACCT 284104 HIST2H2AC 280521 280957 3583 280521 280957 3583 280521 280910 3583
Chr19 Complement NT_011109.15 AGGTCAAAACAACCT 20759132 LOC339347 20762715 20748159 3583 20762715 20748159 3583 20762715 20748159 3583
Chr1 Complement NT_077402.1 GGCTCACGCTGACCT 126169 LOC339436 129752 128007 3583 129752 128007 3583 129483 128103 3314
Chr3 Normal NT_028123.9 TGGTCAGGCTGATCT 340805 LOC339862 337221 643567 3584 337221 643567 3584 337335 641694 3470
Chr11 Normal NT_033899.5 AGGTCATGATGCCCA 27472764 LOC341057 27469179 27490893 3585 27469179 27490893 3585 27469179 27490893 3585
Chr2 Normal NT_005403.13 AGGTCGCAGTGAGCT 2483016 DKFZP434D193 2479430 2523864 3586 2479430 2523864 3586 2479565 2490924 3451
Chr15 Normal NT_010194.15 GGGTCATGGTGACTT 42325253 LOC196994 42321667 42335581 3586 42321667 42335581 3586 42321668 42335525 3585
Chr5 Complement NT_077451.2 GGCTCAACATGACCT 16203 ENIGMA 19808 5603 3605 19790 5603 3587 18719 5851 2516
Chr17 Normal NT_024871.10 AGGACATCCTGACCC 480547 GAA 476959 495355 3588 476959 495355 3588 480063 494807 484
Chr4 Complement NT_022792.15 CAGTCACAATGACCT 20187100 LOC351710 20190689 20178252 3589 20190689 20178252 3589 20190689 20178252 3589
Chr19 Complement NT_011109.15 AGGTCTCAGTGACCT 30750499 MGC41906 30754092 30737997 3593 30754092 30737997 3593 30753990 30738160 3491
Chr19 Normal NT_011295.10 GGGTAACCATGACCA 7702047 KLF2 7698453 7701139 3594 7698453 7701139 3594 7698537 7700644 3510
Chr11 Complement NT_009237.15 GGGTCAGCCTGGCCC 557025 LOC349717 560619 547271 3594 560619 547271 3594 560619 547271 3594
Chr2 Complement NT_022184.12 TGGTCTCATTGACCT 49333206 SNRPG 49336801 49324343 3595 49336801 49324440 3595 49336713 49324698 3507
Chr12 Normal NT_029419.10 AGGTCAGGATCACCA 31333089 PRO2268 31329493 31331049 3596 31329493 31331049 3596 31329642 31329896 3447
Chr2 Complement NT_022184.12 GGGGCAAAACGACCT 21832051 HAAO 21835648 21810163 3597 21835648 21810163 3597 21835609 21810510 3558
Chr19 Normal NT_011295.10 GGGTCATACTGACCA 12777197 LOC115648 12773566 12799441 3631 12773600 12785241 3597 12773682 12783972 3515
Chr16 Complement NT_037887.3 GGGTCGCAGTGAGCC 1767888 SSB3 1772596 1766715 4708 1771485 1767099 3597 1771485 1767099 3597
Chr13 Normal NT_009799.12 AGCTCACTGCGACCT 5056533 LOC221174 5052935 5057013 3598 5052935 5057013 3598 5056650 5056967 -117
Chr5 Normal NT_023133.11 AGGTCACTGTGACTG 8493946 LOC345477 8490348 8533670 3598 8490348 8533670 3598 8490348 8533670 3598
Chr8 Complement NT_023666.15 TGGTCATGTTTACCT 6303518 LOC352409 6307116 6237809 3598 6307116 6237809 3598 6302081 6237809 -1437
Chr11 Normal NT_033927.5 GGGTCAGAGTGCCCT 2728088 FLJ00012 2724480 2752897 3608 2724489 2739707 3599 2724520 2739464 3568
Chr7 Normal NT_007741.12 GGGGCAGCATGACCA 70025 LOC352201 66426 86193 3599 66426 86193 3599 66426 86193 3599
Chr11 Normal NT_033899.5 GGGACAGAATGACCT 22603473 PDZK2 22599863 22604599 3610 22599874 22604599 3599 22599883 22603880 3590
Chr22 Complement NT_011520.9 CGGTCACACTTACCC 10059906 LOC150282 10063509 10061773 3603 10063509 10061773 3603 10062689 10062318 2783
Chr12 Normal NT_029419.10 AGGTTGTTATGACCT 11066326 LOC341568 11062721 11063659 3605 11062721 11063659 3605 11062721 11063659 3605
Chr4 Complement NT_022792.15 ATGTCAGGCTGACCA 2941530 NEK1 2945254 2725951 3724 2945135 2725951 3605 2935302 2727182 -6228
Chr7 Complement NT_007933.12 GGCTCACTGCGACCT 47808773 TAS2R16 47812378 47811503 3605 47812378 47811503 3605 47812378 47811503 3605
Chr1 Complement NT_004668.15 GGGTCAGATGGACCA 8713597 LOC284680 8717203 8714366 3606 8717203 8714366 3606 8717139 8714397 3542
Chr15 Normal NT_010194.15 AGGTCAAAACGTCCT 5431283 NUT 5427677 5439540 3606 5427677 5439540 3606 5427832 5439303 3451
Chr1 Complement NT_077984.1 AGGTCATCTTGTCCC 50030 LOC199990 53638 43344 3608 53638 43344 3608 53615 46024 3585
Chr20 Normal NT_011333.5 GGGGCAGGCTGACCC 1232808 C20orf135 1229199 1230971 3609 1229199 1230971 3609 1229524 1230933 3284



Chr4 Normal NT_006307.14 AGGTCAGCAAGACCA 699788 GPR78 696178 702558 3610 696178 702558 3610 696178 702558 3610
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1792484 LOC339439 1788872 1794952 3612 1788872 1794952 3612 1788968 1789453 3516
Chr5 Complement NT_023133.11 GGGTGGGAGTGACCC 6767960 LOC351825 6771573 6659140 3613 6771573 6659140 3613 6771573 6659140 3613
Chr2 Normal NT_005403.13 AGGTCCTGGTGACCT 82423282 B3GNT7 82419668 82423017 3614 82419668 82423017 3614 82419848 82422969 3434
Chr21 Complement NT_011512.8 TTGTCAGCATGACCT 6858735 LOC284819 6862350 6793544 3615 6862350 6793544 3615 6795098 6793544 -63637
Chr15 Normal NT_010274.15 GGGTCATATCTACCC 6462187 SMAP-1 6438937 6462849 23250 6458572 6462849 3615 6458910 6462473 3277
Chr17 Normal NT_078100.1 AGGTCGCCATCACCT 34497 LOC350486 30881 67388 3616 30881 67388 3616 30881 67388 3616
Chr14 Normal NT_026437.10 GGGTCAAGCTGATCA 57431065 LOC283575 57427448 57455887 3617 57427448 57455887 3617 57454723 57455001 -23658
Chr17 Complement NT_010755.13 TGGTCAGCATGACCT 3992451 GCN5L2 3996069 3987854 3618 3996069 3987854 3618 3996045 3988390 3594
Chr9 Complement NT_078081.1 AGGTCATTCTGACTG 54507 FLJ20245 58126 57119 3619 58126 57119 3619 58126 57656 3619
Chr2 Normal NT_005079.12 GGGCCAGCCTGACCC 4200373 LOC344230 4196753 4210235 3620 4196753 4210235 3620 4196863 4210235 3510
Chr2 Normal NT_005120.13 AGGGCAGCCTGACCT 4074664 LOC344246 4071043 4152895 3621 4071043 4152895 3621 4071043 4152895 3621
Chr1 Normal NT_034410.4 AGCTCACTGCGACCT 216356 KIAA0663 191160 249933 25196 212733 249927 3623 212880 248208 3476
Chr16 Normal NT_010393.13 GGGTCATTGCAACCT 4820790 LOC342273 4817167 4827153 3623 4817167 4827153 3623 4817167 4827153 3623
Chr7 Normal NT_007914.12 AGGTCATGGTGGCCA 4221356 LOC346524 4217733 4221699 3623 4217733 4221699 3623 4217789 4221699 3567
Chr11 Normal NT_033927.5 TGCTCACCATGACCT 3290365 TNFRSF19L 3286434 3307547 3931 3286742 3307547 3623 3299211 3305565 -8846
Chr1 Complement NT_004671.15 GGGTCAGAGTCACCA 12598329 LOC343461 12601953 12585479 3624 12601953 12585479 3624 12601953 12585479 3624
Chr10 Complement NT_008705.14 TGGTCAAAATGACAT 9764870 LOC340914 9768496 9662548 3626 9768496 9662548 3626 9678504 9662548 -86366
Chr9 Complement NT_078071.1 AGGTCAGATAGACCT 87846 LOC352662 91472 55710 3626 91472 55710 3626 91472 55710 3626
Chr10 Normal NT_030059.10 AGGCCACCATGACCC 33052858 LOC143188 33049231 33053681 3627 33049231 33053681 3627 33052946 33053365 -88
Chr9 Normal NT_008413.15 AGGTTGTAGTGACCC 23844993 LOC347224 23841366 24063268 3627 23841366 24063268 3627 23841366 24063268 3627
Chr5 Complement NT_034772.4 AGGTCAAGCTGCCCC 33741339 FACL6 33762800 33557857 21461 33744967 33704628 3628 33744939 33704948 3600
Chr5 Normal NT_006713.13 AGGGCAAGTTGACCA 3376773 HEXB 3373143 3409245 3630 3373143 3409245 3630 3373218 3409132 3555
Chr19 Normal NT_011109.15 AGGTTGCCCTGACCT 27859594 EPS8R1 27851578 27867480 8016 27855963 27867480 3631 27851756 27867181 7838
Chr19 Normal NT_011109.15 AGGTTGCCCTGACCT 27859594 EPS8R1 27851578 27867480 8016 27855963 27867480 3631 27860052 27867172 -458
Chr19 Normal NT_011109.15 AGGTTGCCCTGACCT 27859594 EPS8R1 27851578 27867480 8016 27855963 27867480 3631 27856003 27867172 3591
Chr11 Normal NT_009237.15 TGATCACAGTGACCT 36392643 LOC221122 36389012 36393135 3631 36389012 36393135 3631 36389069 36389365 3574
Chr1 Complement NT_077402.1 GGCTCACACTGACCT 126120 LOC339436 129752 128007 3632 129752 128007 3632 129483 128103 3363
Chr11 Complement NT_033927.5 AGATCAGCCTGACCA 4000402 DKFZP586P0123 4004035 3922794 3633 4004035 3944516 3633 4002592 3944616 2190
Chr20 Normal NT_011362.8 GGGTCCTGTTGACCA 7199622 L3MBTL 7195989 7232504 3633 7195989 7223450 3633 7196100 7222683 3522
Chr9 Complement NT_008413.15 AGGTCACCCTGCCCT 34624136 SR-BP1 34627820 34624721 3684 34627769 34624721 3633 34627695 34625630 3559
Chr6 Normal NT_007592.13 AGGACAGGATGACCT 38454342 GPR115 38450708 38483284 3634 38450708 38483284 3634 38450708 38483284 3634
Chr9 Normal NT_024000.15 GGGTCAAGGTGAGCT 448582 MGC15438 444790 455573 3792 444946 453271 3636 445386 451935 3196
Chr22 Normal NT_011520.9 GGGTCACAGAGACCA 10425847 LOC339665 10422208 10434448 3639 10422208 10434448 3639 10423007 10433587 2840
Chr19 Normal NT_011109.15 GGGTCCCTGTGACCC 13354647 LOC92799 13350979 13365519 3668 13351008 13365519 3639 13351024 13365331 3623
Chr1 Complement NT_077984.1 TGGTCAGGCTGATCT 501 LOC348527 4142 37 3641 4142 37 3641 1396 716 895
Chr17 Complement NT_010641.13 AGGTCATCCTCACCC 7789591 MRPL38 7793232 7786482 3641 7793232 7786482 3641 7792523 7786689 2932
Chr2 Normal NT_022171.13 TGGTCATCTTGACCT 8985548 LOC255396 8981904 8993643 3644 8981904 8993643 3644 8981904 8993643 3644
Chr7 Complement NT_007819.13 AGGTCAGGTTGACTA 30816963 LOC352275 30820609 30739291 3646 30820609 30739291 3646 30820609 30739291 3646
Chr1 Normal NT_031730.8 GGGTCATCCCGTCCC 163920 BIA2 160267 180867 3653 160267 180701 3653 163697 179782 223
Chr11 Complement NT_009237.15 AGGTCATAAAGACCT 39259963 NUP160 39263616 39193231 3653 39263616 39193231 3653 39263531 39194216 3568
Chr9 Complement NT_078082.1 AGGTCAGATAGACCT 79742 LOC352670 83397 47580 3655 83397 47580 3655 83397 47580 3655
Chr15 Normal NT_010194.15 AGGTCGGCCTCACCC 45831239 CYP1A2 45827582 45835339 3657 45827582 45835339 3657 45828478 45833824 2761
Chr6 Complement NT_034880.2 CGGTCAGGGAGACCC 3822217 LOC345980 3825874 3812728 3657 3825874 3812728 3657 3825874 3812728 3657
Chr2 Complement NT_022135.13 TGGCCAGACTGACCT 673795 LOC91145 677454 673343 3659 677454 673343 3659 677249 674376 3454
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1792533 LOC339439 1788872 1794952 3661 1788872 1794952 3661 1788968 1789453 3565
ChrX Normal NT_011669.13 GAGTCAGCTTGACCT 8384507 GJB1 8380806 8390789 3701 8380840 8390789 3667 8389302 8390153 -4795
Chr3 Complement NT_006014.14 GGGTCACCCTGACCT 571427 AMT 575101 569284 3674 575101 569284 3674 574956 570046 3529
Chr8 Complement NT_037704.3 AGGTCACTACAACCT 233326 LOC286099 237002 235680 3676 237002 235680 3676 236942 235743 3616
Chr21 Complement NT_011512.8 TGGCCAGTTTGACCT 490342 LOC343718 494021 418381 3679 494021 418381 3679 494021 418381 3679
Chr15 Complement NT_010274.15 TGGTCAGTGTGACAC 11950233 LOC339026 11953913 11950515 3680 11953913 11950515 3680 11953913 11950515 3680
Chr1 Complement NT_077402.1 GGGTCACGCTGACCT 126072 LOC339436 129752 128007 3680 129752 128007 3680 129483 128103 3411
Chr20 Complement NT_028392.4 GAGTCATTCTGACCT 1227638 DKFZP566G1424 1231319 1226956 3681 1231319 1226956 3681 1228022 1227687 384
Chr5 Normal NT_006576.13 TGGTCAAGCTGGCCT 25556710 FLJ10246 25553029 25589758 3681 25553029 25589758 3681 25553056 25553517 3654
Chr8 Complement NT_037704.3 TGGTCACGCTGACGC 234599 FOXH1 238281 236072 3682 238281 236072 3682 237702 236184 3103
Chr1 Complement NT_034410.4 AGGTTGCAATGACCC 882473 PIK3C2B 886233 818449 3760 886155 818449 3682 865611 820661 -16862
Chr11 Complement NT_033903.5 AGGTGACGGTGACCC 13706006 CPT1A 13709766 13622471 3760 13709689 13625464 3683 13683325 13625495 -22681
Chr17 Normal NT_010783.13 AGGGCGTTGTGACCT 3853072 FLJ11164 3849389 3856535 3683 3849389 3856535 3683 3849445 3855421 3627
Chr6 Normal NT_007592.13 TGGGCACCCTGACCC 26691103 LOC346186 26687419 26708096 3684 26687419 26708096 3684 26687419 26708096 3684
Chr2 Normal NT_005403.13 AGCTCACTGCGACCT 81849832 LOC348760 81846147 81861095 3685 81846147 81861095 3685 81846147 81861095 3685
Chr6 Normal NT_007583.11 GGGTAGTCGTGACCC 695421 LOC346094 691735 705959 3686 691735 705959 3686 691735 705959 3686
Chr18 Complement NT_025004.13 TGGTCAGATTGTCCT 481184 LOC284272 484871 482198 3687 484871 482198 3687 484863 484495 3679
Chr7 Normal NT_007914.12 AGGCCACACTGACCC 11289498 LOC285974 11285809 11287634 3689 11285809 11287634 3689 11286272 11286589 3226
Chr3 Complement NT_005612.13 TGGTCAAGGTGACCC 32673605 MGC34728 32677344 32645378 3739 32677294 32668056 3689 32671769 32668247 -1836
Chr14 Normal NT_026437.10 TGGTCCTTGTGACCT 40689702 LOC341884 40686011 40730409 3691 40686011 40730409 3691 40686043 40730409 3659
Chr1 Normal NT_032977.5 TGGTCATTTTTACCC 13840969 LOC343214 13837278 13958168 3691 13837278 13958168 3691 13837278 13958168 3691
Chr19 Normal NT_011295.10 GGGCCAGAGTGACCT 10410964 MGC19595 10407236 10431787 3728 10407273 10431780 3691 10416368 10431239 -5404
Chr8 Complement NT_023666.15 AGGTCATCTTGGCCC 337500 FLJ22494 341235 338697 3735 341192 338697 3692 339795 339124 2295
Chr2 Complement NT_005403.13 AGGTCACTGCAACCT 2060934 LOC339782 2064627 2017074 3693 2064627 2017074 3693 2063556 2017181 2622
Chr3 Complement NT_005612.13 AGGCCACCCTGACCC 34593990 LOC344638 34597685 34591948 3695 34597685 34591948 3695 34597685 34591948 3695
Chr7 Normal NT_007914.12 AGGTCACTGCTACCT 10960166 IMAP1 10956469 10961652 3697 10956469 10961024 3697 10958907 10960784 1259
Chr3 Complement NT_022459.12 AGGTCTCTTTGACCC 3295808 LOC344587 3299505 3220676 3697 3299505 3220676 3697 3299505 3220676 3697
Chr1 Complement NT_032962.4 TGGTCACCCTGAGCT 183666 LOC348371 187363 179212 3697 187363 185332 3697 186760 186086 3094
Chr4 Complement NT_006316.15 AGGTAAAAATGACCA 8559439 MLR1 8698857 8520202 139418 8563136 8558151 3697 8561342 8560701 1903
Chr20 Normal NT_011362.8 AGGTCAATAAGACCT 8892302 SEMG1 8888593 8891323 3709 8888604 8891323 3698 8888610 8890242 3692
Chr18 Normal NT_010966.13 AGGTGATCTTGACCT 1289458 LOC342738 1285759 1295921 3699 1285759 1295921 3699 1285759 1295921 3699
Chr12 Complement NT_029419.10 AGGTCAGCATGACTC 16897864 GPR84 16901564 16899535 3700 16901564 16899535 3700 16900941 16899751 3077
Chr16 Complement NT_010498.13 TGGTCAAAGTGATCT 16732223 LOC64180 16736009 16731124 3786 16735923 16731124 3700 16735915 16731225 3692
Chr11 Complement NT_008984.15 TGATCACTGTGACCT 6392322 GPR72 6396028 6372093 3706 6396023 6374472 3701 6396023 6374925 3701
Chr1 Normal NT_037485.3 TGGTCACTGTGTCCT 261598 LOC56181 257635 270640 3963 257897 270640 3701 260809 269730 789
Chr9 Complement NT_035014.3 GGGTCAGGCTGACCT 2526933 FLJ32704 2531104 2377907 4171 2530635 2377907 3702 2530582 2378015 3649
Chr17 Complement NT_010718.13 GGGTCAATCAGACCA 16923499 LOC284145 16927201 16918988 3702 16927201 16918988 3702 16920228 16919929 -3271
Chr1 Complement NT_077947.1 AGGACACAATGACCT 24645 LOC348479 28347 23073 3702 28347 23073 3702 28339 23701 3694
Chr22 Complement NT_011520.9 GGCTCAGGGTGACCT 21648467 MGC861 21652222 21643585 3755 21652169 21643796 3702 21652134 21644114 3667
Chr4 Normal NT_006316.15 AGGTTGCAGTGACCC 48661 LOC255610 44958 46154 3703 44958 46154 3703 44958 46154 3703
Chr7 Complement NT_007933.12 GGTTCAGTCTGACCC 55453650 BTEB5 55457354 55455972 3704 55457354 55455972 3704 55457354 55456383 3704
Chr9 Normal NT_024000.15 GGGTCAAGGTGAGCT 448650 MGC15438 444790 455573 3860 444946 453271 3704 445386 451935 3264
Chr5 Complement NT_006576.13 GGGTCAAACTCACCG 8475558 LOC351939 8479263 8360443 3705 8479263 8360443 3705 8479263 8360443 3705
Chr16 Normal NT_010542.13 AGGTCAGCCCGAGCC 1792581 LOC339439 1788872 1794952 3709 1788872 1794952 3709 1788968 1789453 3613
Chr5 Complement NT_023089.13 GGGTCATGGCGTCCC 9744833 LOC285692 9748546 9624155 3713 9748546 9624155 3713 9748542 9696940 3709
Chr21 Complement NT_011512.8 AGGTCGCAGTGAGCC 1050811 LOC350981 1054525 1049470 3714 1054525 1049470 3714 1054525 1049470 3714
Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19626718 19712783 3715 19626859 19712039 3574
Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19626718 19712783 3715 19629852 19712039 581



Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19626718 19712783 3715 19599648 19712039 30785
Chr10 Normal NT_008583.15 AGGACGAGGTGACCC 19630433 HK1 19580904 19712783 49529 19626718 19712783 3715 19611739 19712039 18694
ChrX Normal NT_011786.13 AGGTCTTTATGACCC 14687141 LOC255190 14683424 14684313 3717 14683424 14684313 3717 14683435 14683905 3706
Chr12 Normal NT_009482.13 AGGTCTCTCTGACCT 875464 LOC347933 871745 883173 3719 871745 883173 3719 871745 883173 3719
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 93790 89107 -12960
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 94420 89107 -12330
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 95320 89107 -11430
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 95821 89107 -10929
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 102583 89107 -4167
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 108984 89112 2234
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 163742 89107 56992
Chr1 Complement NT_077964.1 TGGTCAGGCTGATCT 106750 CDC2L2 165501 88586 58751 110472 89081 3722 163963 89107 57213
Chr11 Complement NT_033899.5 GGGACATGGTGACCA 27838038 LOC283162 27841760 27837517 3722 27841760 27837517 3722 27841760 27837517 3722
Chr9 Normal NT_008413.15 AGGTCAAAGAGACCT 37090708 LOC347247 37086984 37095487 3724 37086984 37095487 3724 37086984 37095487 3724
Chr3 Complement NT_005927.15 GGGTCAGAATGCCCC 13533301 LOC339918 13537026 13506406 3725 13537026 13506406 3725 13537026 13506406 3725
Chr9 Normal NT_008413.15 GGGTCACTGCAACCT 36566599 MELK 36562864 36667679 3735 36562874 36667679 3725 36571680 36667335 -5081
Chr19 Complement NT_011109.15 AGGTCAGACTGACAA 16038172 PSG9 16041898 16025656 3726 16041898 16025656 3726 16041801 16025979 3629
Chr4 Complement NT_022778.13 GGGTCATCATGACCA 8821346 GNRHR 8825073 8808315 3727 8825073 8809467 3727 8823322 8809467 1976
Chr9 Normal NT_023935.15 CGGTCATTCTTACCT 13757962 LOC347128 13754235 13760615 3727 13754235 13760615 3727 13754235 13760615 3727
Chr9 Normal NT_008476.14 AGCTCACCATGACCC 1246984 LOC286371 1243256 1249063 3728 1243256 1249063 3728 1246742 1247044 242
Chr15 Normal NT_010194.15 TGGTCACTGTCACCC 45972537 MPI 45968786 45976967 3751 45968808 45976963 3729 45968813 45976469 3724
Chr19 Complement NT_011109.15 AGGTCGTGATGAGCC 22348265 NOSIP 22364222 22327160 15957 22351994 22327160 3729 22332138 22327198 -16127
Chr1 Complement NT_077964.1 TTGTCACAGTGACCC 161771 CDC2L2 165501 88586 3730 165501 89081 3730 93790 89107 -67981
Chr1 Normal NT_019273.15 AGGTCGGTGTGAGCT 1018771 FLJ14743 1012013 1035077 6758 1015040 1035075 3731 1015074 1034348 3697
Chr11 Complement NT_028310.10 AGGTTGACCTGACCT 6484382 LOC341277 6488114 6471359 3732 6488114 6471359 3732 6488114 6471359 3732
ChrX Complement NT_011757.12 GGGACAACTTGACCT 2593889 NX17 2597793 2559918 3904 2597621 2559918 3732 2597365 2560561 3476
Chr18 Normal NT_010879.13 GGGTGGCTCTGACCT 778730 LOC284237 774997 775860 3733 774997 775860 3733 774997 775860 3733
Chr7 Complement NT_007933.12 GGCTCACTACGACCT 24262402 KIAA0632 24270040 24247946 7638 24266136 24250338 3734 24261013 24251174 -1389
Chr15 Complement NT_010194.15 AGGTTGCAGTGACCC 33723367 MGC15885 33727101 33718984 3734 33727101 33718984 3734 33726376 33720337 3009
Chr12 Complement NT_029419.10 AGGTCATCAGGACCA 15761028 RARG 15769318 15747660 8290 15764763 15747660 3735 15764635 15748766 3607
Chr20 Normal NT_011362.8 AGGTCAGGGAGACCA 10394769 SLC2A10 10391034 10417891 3735 10391034 10417891 3735 10391284 10415381 3485
Chr17 Complement NT_010799.13 TGGTCATCTTGATCT 5399281 NJMU-R1 5403017 5385417 3736 5403017 5392449 3736 5402991 5392705 3710
Chr17 Normal NT_010783.13 GGGTTGCACTGACCC 225903 WNT9B 222167 247636 3736 222167 247636 3736 222204 247283 3699
Chr9 Complement NT_008413.15 AGGTTGCAGTGACCC 37451660 KIAA0354 37455397 37428112 3737 37455397 37428112 3737 37432549 37430516 -19111
Chr16 Complement NT_035363.3 TGGTCAGGCTGATCT 794948 LOC342451 798685 798332 3737 798685 798332 3737 798685 798332 3737
Chr19 Complement NT_011295.10 GGGTCACTGCAACCT 14274717 LOC350637 14278454 14277332 3737 14278454 14277332 3737 14278454 14277332 3737
Chr20 Normal NT_011387.8 AGGACACACTGACCT 2970443 MRPS26 2966704 2968895 3739 2966704 2968895 3739 2966715 2968515 3728
Chr13 Normal NT_027140.5 AGGTCAGCCTGATCT 605594 LOC349988 601854 607176 3740 601854 607176 3740 601854 607176 3740
Chr22 Normal NT_011520.9 ATGTCACCCTGACCA 18730292 APOBEC3D 18726277 18734577 4015 18726550 18730734 3742 18726579 18730734 3713
Chr17 Complement NT_030843.6 TGGTCACCCTGACTC 170858 LOC342637 174600 163595 3742 174600 163595 3742 174600 163595 3742
Chr9 Complement NT_023935.15 AAGTCAAGGTGACCA 13282271 LOC352610 13286013 13267853 3742 13286013 13267853 3742 13286013 13267853 3742
Chr17 Normal NT_010641.13 GTGTCAGGCTGACCT 7558939 HCNGP 7555186 7595896 3753 7555196 7595847 3743 7555211 7594359 3728
Chr9 Normal NT_008470.15 GGGCCGTAGTGACCC 4414299 NR4A3 4410556 4455592 3743 4410556 4455592 3743 4415472 4452568 -1173
Chr9 Normal NT_008470.15 GGGCCGTAGTGACCC 4414299 NR4A3 4410556 4455592 3743 4410556 4422760 3743 4415472 4452568 -1173
Chr17 Normal NT_010641.13 ATGTCATTGTGACCT 404514 PRKAR1A 400246 439618 4268 400770 420559 3744 403702 418751 812
Chr4 Complement NT_077444.2 TGGTCATGATGACTT 506368 LOC132798 510115 497993 3747 510115 497993 3747 510115 497993 3747
Chr8 Normal NT_008046.13 GAGTCGATTTGACCT 12669710 LOC157653 12665962 12669691 3748 12665962 12669691 3748 12669142 12669438 568
Chr9 Complement NT_078071.1 AGGTCGCAGTGAGCT 87724 LOC352662 91472 55710 3748 91472 55710 3748 91472 55710 3748
ChrX Complement NT_025965.11 GGGGCACGGTGACCT 1217027 CTAG2 1220779 1219172 3752 1220779 1219172 3752 1220715 1219468 3688
Chr9 Normal NT_008476.14 TGTTCAGCCTGACCT 4813951 FLJ14675 4810199 5170645 3752 4810199 5170645 3752 4843271 5166202 -29320
Chr4 Normal NT_022792.15 TGGTCAGGCTGGCCT 16696384 LOC345121 16692632 16714124 3752 16692632 16714124 3752 16692632 16714124 3752
Chr1 Normal NT_004559.10 AGGGCAAAATGACCA 1246097 LOC350779 1242343 1259663 3754 1242343 1259663 3754 1242343 1259663 3754
Chr13 Complement NT_024524.12 CGGTCAGAGTGGCCC 21993512 PCDH8 21997266 21992603 3754 21997266 21992603 3754 21997063 21993187 3551
Chr5 Complement NT_006576.13 AGGTCAGCCTGACCA 21847936 DAB2 21852076 21799491 4140 21851691 21799491 3755 21821167 21801867 -26769
Chr18 Complement NT_025028.13 AGGTCACCTGGACCT 19145575 LOC342812 19149330 19115442 3755 19149330 19115442 3755 19149330 19115442 3755
Chr18 Complement NT_010859.12 GGGTCAGAATGGCCT 12026493 LOC350514 12030250 12025742 3757 12030250 12025742 3757 12030250 12025742 3757
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1792630 LOC339439 1788872 1794952 3758 1788872 1794952 3758 1788968 1789453 3662
Chr10 Complement NT_024040.14 GGCTCAATGTGACCC 1047507 LOC282976 1051266 1029944 3759 1051266 1029944 3759 1031873 1031598 -15634
Chr2 Complement NT_022184.12 AGGTCAACCTGGCCA 34525989 LOC344406 34529752 34478156 3763 34529752 34478156 3763 34529752 34478156 3763
Chr19 Normal NT_011109.15 AGGTCACAGTGAGCG 8875667 OVOL3 8871904 8872831 3763 8871904 8872831 3763 8871970 8872781 3697
Chr13 Normal NT_024524.12 AGGTCATGTTGACAG 22003160 LOC341678 21999394 22099714 3766 21999394 22099714 3766 22018573 22099714 -15413
Chr16 Normal NT_037887.3 GGGTCTTGCTGACCA 659250 LOC197336 651066 657830 8184 655482 657828 3768 655572 657590 3678
Chr18 Complement NT_024983.9 AGGTCGCAGTGAGCC 525385 LOC348290 529154 526534 3769 529154 526534 3769 527173 526796 1788
Chr2 Complement NT_022327.12 TGGTCAAGATGACGT 492267 LOC351205 496036 485130 3769 496036 485130 3769 496036 485130 3769
Chr1 Normal NT_019273.15 AGGTTGCGGTGACCC 3604051 CAPZA1 3599648 3652483 4403 3600281 3652483 3770 3600281 3651003 3770
Chr12 Normal NT_029419.10 AGGTCACTGTGATCA 27365487 KIAA0984 27318279 27415717 47208 27361716 27415389 3771 27361966 27412874 3521
Chr9 Normal NT_024000.15 GGGTCAAGGTGAGCT 448717 MGC15438 444790 455573 3927 444946 453271 3771 445386 451935 3331
Chr22 Complement NT_011520.9 AGGCCAAGGTGACCA 1371151 LOC150223 1374923 1372950 3772 1374923 1373190 3772 1374872 1373276 3721
Chr3 Normal NT_005825.15 GGGTCATGTCCACCT 4437232 TMIE 4433460 4442838 3772 4433460 4442838 3772 4433615 4441814 3617
Chr17 Complement NT_010783.13 GGGTCTGCCTGACCC 3835749 CHAD 3839522 3835058 3773 3839522 3835060 3773 3839373 3835858 3624
Chr16 Complement NT_010393.13 AGGTCACAGCTACCC 2344312 MYLE 2348526 2334960 4214 2348085 2334960 3773 2348074 2347787 3762
Chr9 Normal NT_008470.15 AGGTCAAGGTGACAA 17810241 SLC31A1 17806468 17851843 3773 17806468 17846453 3773 17841055 17845379 -30814
Chr19 Normal NT_011295.10 TGGTCAAGCTGGCCT 2466708 LDLR 2462910 2507292 3798 2462934 2507292 3774 2463027 2504794 3681
Chr8 Complement NT_015280.15 AGGCCAGCCTGACCA 557141 LOC352394 560915 482326 3774 560915 482326 3774 560915 482326 3774
Chr19 Normal NT_011295.10 AGGTTGCAATGACCC 5450273 LOC113230 5446498 5448675 3775 5446498 5448675 3775 5446924 5448337 3349
Chr22 Complement NT_011519.10 AGGTCAGGGCTACCC 2583586 LOC128977 2587837 2580559 4251 2587361 2587047 3775 2587361 2587047 3775
Chr6 Complement NT_007592.13 AGCTCATCATGACCA 22502589 LY6G5C 22506364 22499011 3775 22506364 22499011 3775 22506364 22499284 3775
Chr14 Complement NT_026437.10 GGGTAATACTGACCC 3737830 BOCT 3742245 3735640 4415 3741607 3735655 3777 3738672 3735985 842
Chr9 Complement NT_078082.1 AGGTCGCAGTGAGCT 79620 LOC352670 83397 47580 3777 83397 47580 3777 83397 47580 3777
Chr6 Complement NT_033951.3 AGCTCATCATGACCA 3094166 LY6G5C 3097943 3090588 3777 3097943 3090588 3777 3097943 3090861 3777
Chr2 Complement NT_005334.13 AGGTCATCCTGCCCT 340411 LOC285143 344189 280476 3778 344189 280476 3778 344189 280476 3778
Chr17 Complement NT_024871.10 GGGTCAGGGAGACCC 239894 LOC350475 243672 221752 3778 243672 221752 3778 243672 221752 3778
Chr6 Complement NT_034874.2 AGCTCATCATGACCA 2951442 LY6G5C 2955220 2947864 3778 2955220 2947864 3778 2955220 2948137 3778
Chr19 Complement NT_011255.13 AGGTTGGGGTGACCT 1110478 KIAA0963 1114259 1047658 3781 1114259 1047658 3781 1094275 1048219 -16203
Chr12 Complement NT_009755.15 AGGTCATAAAGACCT 2424687 LOC349863 2428469 2414749 3782 2428469 2414749 3782 2428469 2414749 3782
Chr8 Complement NT_008183.16 GGGTCTCATTGACCT 1440329 LOC346755 1444112 1429079 3783 1444112 1429079 3783 1444112 1429079 3783
Chr10 Normal NT_037753.3 GGCTCACTTCGACCT 444915 LOC340784 441129 456819 3786 441129 456819 3786 441129 456819 3786
ChrX Complement NT_025965.11 GGGGCATGGTGACCT 1216992 CTAG2 1220779 1219172 3787 1220779 1219172 3787 1220715 1219468 3723
Chr7 Complement NT_007933.12 GGTTCAACTTGACCA 60028653 LOC346674 60032440 59991754 3787 60032440 59991754 3787 60032440 59991754 3787
Chr9 Normal NT_078083.1 AGGTCAGCCTGGCCA 132695 LOC352672 128908 136937 3787 128908 136937 3787 128908 136937 3787
Chr4 Complement NT_006238.10 AGGTCACAGTGAGCT 7681609 CNGA1 7720576 7639992 38967 7685397 7639997 3788 7656684 7640404 -24925
Chr14 Complement NT_026437.10 AGGTCAGGATCACCA 35285779 GCH1 35289572 35228773 3793 35289567 35228773 3788 35289419 35230773 3640
Chr2 Complement NT_022184.12 TGCTCAATATGACCT 30580869 LOC351162 30584659 30553704 3790 30584659 30553704 3790 30584659 30553704 3790



Chr21 Normal NT_011515.10 GGGTCTTTGTGACCT 1089667 TRPM2 1085877 1175698 3790 1085877 1175698 3790 1086322 1174438 3345
ChrX Normal NT_011669.13 AGGTCAGCCTGTCCT 7614354 DLG3 7610476 7671079 3878 7610563 7668277 3791 7610796 7667863 3558
Chr7 Normal NT_023629.12 TGGTCAGTTTGGCCC 337828 LOC206572 334031 341196 3797 334031 341196 3797 334031 341196 3797
Chr19 Normal NT_011109.15 GGGTCACTGCAACCT 30023830 LOC342940 30020032 30034298 3798 30020032 30034298 3798 30023574 30034298 256
Chr12 Complement NT_009714.15 GGGTGAGCATGACCT 15952569 LOC349847 15956367 15847083 3798 15956367 15847083 3798 15956367 15847083 3798
Chr1 Normal NT_004668.15 AGGTCAGTGTGGCCA 3154478 CGI-41 3150679 3159142 3799 3150679 3159142 3799 3151298 3158946 3180
Chr8 Complement NT_007995.13 AGGCCAGCCTGACCA 5689725 LOC352477 5693524 5569254 3799 5693524 5569254 3799 5693524 5569254 3799
ChrX Normal NT_011726.10 GGGTCAGCATTACCC 2941379 ZNF275 2937580 2956338 3799 2937580 2956338 3799 2947611 2951388 -6232
Chr5 Normal NT_034772.4 AGGTTAGGGTGACCC 24600092 SNX24 24596221 24759918 3871 24596292 24759918 3800 24596350 24758465 3742
Chr6 Normal NT_033951.3 AGGGCAAGGTGACCG 3399898 C4B 3396097 3410352 3801 3396097 3410352 3801 3396148 3410212 3750
Chr1 Normal NT_004668.15 GGGTCACTCCCACCC 8788793 LOC343421 8784992 8833501 3801 8784992 8833501 3801 8784992 8833501 3801
Chr20 Normal NT_011362.8 GTGTCACCTTGACCA 2611674 C20orf129 2607870 2634614 3804 2607870 2634614 3804 2607911 2633106 3763
Chr5 Complement NT_034772.4 AGGTCAAGGTCACCT 4245927 MGC26949 4249733 4122663 3806 4249733 4122663 3806 4249561 4124069 3634
Chr17 Normal NT_010718.13 TGGTCAGCCTGATCC 1091507 KIAA0397 1087700 1131239 3807 1087700 1131239 3807 1087874 1129705 3633
Chr16 Normal NT_010542.13 AGGTCAGCCTGAGCC 1792679 LOC339439 1788872 1794952 3807 1788872 1794952 3807 1788968 1789453 3711
Chr6 Complement NT_007592.13 AGGTCATAGTGTCCA 42902527 IL17F 42906335 42898594 3808 42906335 42898594 3808 42900727 42898837 -1800
Chr11 Complement NT_033927.5 AGGTCAGCCTGACAC 17646285 LOC341172 17650094 17386067 3809 17650094 17386067 3809 17650094 17386067 3809
ChrX Normal NT_025348.13 GGTTCACTGTGACCT 349514 XAGE-5 345705 351799 3809 345705 351799 3809 346068 351714 3446
Chr19 Normal NT_011255.13 AGGTTGAGGTGACCT 5817695 LOC348336 5813885 5819217 3810 5813885 5819217 3810 5813885 5819217 3810
Chr11 Complement NT_033927.5 TGGTCACTATGTCCT 17862592 LOC349703 17866403 17766515 3811 17866403 17766515 3811 17866403 17766515 3811
Chr9 Complement NT_008413.15 TGGACAACCTGACCC 13052205 LOC138874 13056017 13011709 3812 13056017 13011709 3812 13056017 13011709 3812
Chr2 Normal NT_005403.13 TGGTCAAGGTGAGCC 83469486 LOC339826 83465674 83471366 3812 83465674 83471366 3812 83465674 83471366 3812
Chr8 Complement NT_037704.3 AGCTCACTGTGACCT 47834 BOP1 51654 22564 3820 51649 22621 3815 51615 22683 3781
Chr10 Complement NT_077569.2 GGGTGGGAGTGACCC 6142079 LOC347781 6145894 6096665 3815 6145894 6096665 3815 6113145 6096665 -28934
Chr16 Normal NT_010498.13 AGTTCAACATGACCT 15694722 CES2 15689932 15699865 4790 15690906 15699618 3816 15691097 15699486 3625
Chr15 Normal NT_010194.15 TGGTCAGGGTGATCT 49520842 IREB2 49517026 49577867 3816 49517026 49577867 3816 49517080 49576885 3762
Chr4 Normal NT_006081.15 TTGTCATCTTGACCC 359440 LOC345222 355623 362365 3817 355623 362365 3817 355623 362365 3817
Chr1 Complement NT_004511.15 TGCTCACTCTGACCC 7978792 LOC339489 7982613 7961112 3821 7982613 7961112 3821 7978781 7966023 -11
Chr4 Complement NT_037623.3 AGGCCGGGTTGACCT 222165 LOC92305 225986 220582 3821 225986 220582 3821 225466 222039 3301
Chr16 Normal NT_010498.13 AGGTGATCTTGACCA 4240843 MMP2 4147530 4264502 93313 4237021 4264069 3822 4237310 4263272 3533
Chr1 Complement NT_077984.1 GGGTGGCTGTGACCT 69222 FLJ14100 73047 70787 3825 73047 70787 3825 72446 71793 3224
Chr12 Normal NT_029419.10 GGGTGATTTTGACCT 14882112 LOC349797 14878287 14896137 3825 14878287 14896137 3825 0 0 14882112
Chr22 Complement NT_011525.5 GGCTCACTGCGACCT 753757 LOC348645 757583 719669 3826 757583 719669 3826 757500 720519 3743
ChrX Normal NT_078114.1 AGATCAGCCTGACCA 160600 LOC349436 156774 158064 3826 156774 158064 3826 156774 158064 3826
Chr14 Normal NT_026437.10 GGGTCAGGCTGGCCA 83919378 FLJ40452 83915550 83923449 3828 83915550 83922423 3828 83916357 83921791 3021
Chr19 Normal NT_011255.13 AGGTCACGCTGATCC 5817713 LOC348336 5813885 5819217 3828 5813885 5819217 3828 5813885 5819217 3828
Chr1 Normal NT_004836.14 GGCTCACGGTGACCT 1305910 EDARADD 1254921 1391367 50989 1302075 1391367 3835 1302289 1389308 3621
Chr5 Complement NT_023133.11 AGGTCACTGCAACCT 16239356 FBXW1B 16243462 16098141 4106 16243191 16098141 3835 16243091 16105224 3735
Chr17 Normal NT_010755.13 AGGTAAGAGTGACCA 3720640 KLHL10 3716782 3727320 3858 3716804 3727320 3836 3716908 3727300 3732
Chr5 Normal NT_034772.4 AGATCACACTGACCC 28386288 LOC153274 28382452 28387001 3836 28382452 28387001 3836 28383302 28386954 2986
Chr12 Complement NT_009775.13 GGGTCAAGTTCACCT 9589999 MSI1 9593837 9566012 3838 9593837 9566012 3838 9593773 9570273 3774
Chr20 Normal NT_011362.8 GGGTCAGACCCACCT 52198 KIAA0964 48359 209951 3839 48359 209951 3839 113036 208349 -60838
Chr1 Normal NT_021979.15 AGGTCAACTCAACCT 1722709 LOC148530 1718870 1754729 3839 1718870 1754729 3839 1752811 1754688 -30102
Chr16 Complement NT_024797.13 CAGTCAATCTGACCT 12018764 LOC350337 12022603 11925579 3839 12022603 11925579 3839 12021042 11925579 2278
Chr9 Normal NT_024000.15 GGGTCAAGGTGAGCT 448785 MGC15438 444790 455573 3995 444946 453271 3839 445386 451935 3399
Chr9 Normal NT_008476.14 CGATCAGCGTGACCT 3376552 SDCCAG43 3268430 3404058 108122 3372713 3381557 3839 3373504 3381557 3048
ChrX Normal NT_011651.13 GGGTCACTGCAACCT 23578269 FLJ14084 23574429 23591919 3840 23574429 23591919 3840 23574558 23590511 3711
Chr1 Normal NT_077961.1 ATGTCGCTCTGACCC 62031 SRRM1 58144 88139 3887 58191 88131 3840 58196 86313 3835
Chr8 Normal NT_008046.13 AGGTTGCCATGACCC 17374958 BAALC 17371116 17460705 3842 17371116 17460705 3842 17371299 17458500 3659
Chr5 Complement NT_023089.13 AGGTCAGCCCCACCT 1473786 FLJ12443 1506814 1439144 33028 1477628 1444280 3842 1460264 1446504 -13522
Chr9 Normal NT_008413.15 AGGTCACATTGAGCT 32939786 LOC347235 32935944 32937242 3842 32935944 32937242 3842 32935944 32937242 3842
Chr17 Normal NT_010718.13 GGGTCACTGTCACCT 17007403 SMCR7 17003006 17008230 4397 17003561 17008230 3842 17005172 17007215 2231
ChrX Normal NT_011812.12 AGATCAGAGTGACCA 5774983 APXL 5771140 5934125 3843 5771140 5934125 3843 5771230 5931621 3753
Chr20 Normal NT_011362.8 AGGTCACACTGACAG 4666111 LOC149692 4662268 4706930 3843 4662268 4706930 3843 4662316 4705458 3795
Chr1 Normal NT_077965.1 AGGCCAGCCTGACCA 16879 LOC348496 13035 16426 3844 13035 16426 3844 13047 13337 3832
Chr1 Normal NT_021877.15 AGTTCAACTTGACCT 4770471 LOC343033 4766625 4805990 3846 4766625 4805990 3846 4766652 4805990 3819
Chr12 Complement NT_009714.15 AGATCAGCCTGACCA 7604555 GUCY2C 7608493 7524544 3938 7608403 7524550 3848 7608356 7525025 3801
Chr1 Normal NT_004483.15 GGGTCAACGTTACCG 804875 LOC343295 801027 885004 3848 801027 885004 3848 801027 885004 3848
Chr1 Normal NT_004511.15 GGGTAGGCGTGACCT 5489987 LOC343345 5486139 5543584 3848 5486139 5543584 3848 5486139 5543584 3848
Chr6 Normal NT_034880.2 TGGCCACACTGACCC 2932782 LOC221755 2928932 2931400 3850 2928932 2931400 3850 2929182 2929649 3600
Chr4 Normal NT_006316.15 GGGTCATTTTGACTG 20256298 LOC255551 20252447 20427080 3851 20252447 20427080 3851 20252447 20427080 3851
Chr17 Complement NT_010641.13 AGATCAAATTGACCT 635776 LOC342496 639627 613208 3851 639627 613208 3851 639627 613208 3851
Chr7 Normal NT_007933.12 TGGTCAGCTTGATCT 59909225 LOC346672 59905374 59907882 3851 59905374 59907882 3851 59905374 59907882 3851
ChrX Complement NT_025319.13 GGTTCAGGATGACCT 2695620 LOC347538 2699471 2630698 3851 2699471 2630698 3851 2699471 2630698 3851
Chr22 Normal NT_011520.9 TGGTCAGCCTGCCCC 16631129 CSF2RB 16618724 16643872 12405 16627276 16643872 3853 16627304 16643598 3825
Chr1 Normal NT_021877.15 AGGTCATCATGATCA 3392174 DJ434O14 3460127 3484360 -67953 3388321 3414462 3853 3460206 3483589 -68032
Chr1 Normal NT_021877.15 AGGTCATCATGATCA 3392174 DJ434O14 3388183 3414462 3991 3388321 3414462 3853 3392182 3414290 -8
Chr1 Normal NT_021877.15 AGGTCATCATGATCA 3392174 DJ434O14 3388183 3414462 3991 3388321 3414462 3853 3460206 3483589 -68032
Chr14 Complement NT_026437.10 GGGTCATTGTGAACA 37558142 LOC341878 37561995 37471886 3853 37561995 37471886 3853 37561995 37471886 3853
Chr19 Complement NT_011295.10 AGGTCACTGCAACCT 11191508 LOC91115 11195362 11159452 3854 11195362 11159452 3854 11195214 11168163 3706
Chr2 Normal NT_026970.9 AGGTCCTGGTGACCA 214915 MGC27019 211007 216397 3908 211061 216397 3854 211154 216343 3761
Chr7 Complement NT_007741.12 GGGTGAGGATGACCT 439262 SHH 443116 433707 3854 443116 433707 3854 442965 433743 3703
Chr16 Normal NT_010542.13 AGGTCAGCGTGAGCC 1792727 LOC339439 1788872 1794952 3855 1788872 1794952 3855 1788968 1789453 3759
Chr12 Complement NT_009714.15 AGGTCAGTCCTACCT 24015638 LOC341354 24019493 24016983 3855 24019493 24016983 3855 24019491 24016983 3853
Chr5 Normal NT_034772.4 AGGTCAGTTTGGCCT 24600150 SNX24 24596221 24759918 3929 24596292 24759918 3858 24596350 24758465 3800
Chr3 Normal NT_005612.13 GGCTCACTCTGACCC 45226422 BPESC1 45222563 45243545 3859 45222563 45243545 3859 45222866 45223216 3556
Chr13 Normal NT_027140.5 AGATCAGTCTGACCA 530534 LOC122258 526675 585007 3859 526675 585007 3859 526706 584869 3828
Chr8 Normal NT_078037.1 AGGTCAGCCAGACCG 434807 LOC347057 430947 462180 3860 430947 462180 3860 430947 462180 3860
Chr7 Normal NT_007758.10 AGGTCAGCGTGAGCC 1243593 LOC349086 1239733 1241973 3860 1239733 1241973 3860 1239798 1241954 3795
Chr5 Complement NT_077451.2 TGGTCAGGATGGCCT 2195378 LOC340044 2199239 2197299 3861 2199239 2197299 3861 2199183 2197299 3805
Chr19 Complement NT_011109.15 GGGTCATCCTTACCT 18480124 20D7-FC4 18494995 18482105 14871 18483986 18482105 3862 18483311 18482703 3187
Chr17 Complement NT_010718.13 AGGTCAATCTGACTT 10263841 LOC342555 10267704 10193759 3863 10267704 10193759 3863 10267704 10193759 3863
Chr1 Normal NT_004610.15 GGGTAGAGCTGACCC 4049039 LOC343386 4045175 4063036 3864 4045175 4063036 3864 4045206 4063036 3833
Chr16 Normal NT_010552.13 AGGTCAGACAGACCA 5129116 LOC350305 5125252 5195919 3864 5125252 5195919 3864 5125306 5195919 3810
Chr19 Complement NT_011109.15 GGGTCCACCTGACCC 18160779 RAI 18176508 18151114 15729 18164643 18151114 3864 18163738 18151666 2959
Chr18 Normal NT_010859.12 AGGTCAAAACAACCT 5056998 LOC350502 5053133 5089136 3865 5053133 5089136 3865 5053133 5089136 3865
Chr1 Normal NT_004836.14 TGGCCAGAATGACCC 4918049 LOC284711 4914183 4919919 3866 4914183 4919919 3866 4919328 4919669 -1279
ChrX Complement NT_019686.7 AGGCCGACCTGACCT 1357872 LOC347511 1361738 1357424 3866 1361738 1357424 3866 1361738 1357424 3866
Chr2 Normal NT_005403.13 GGGCCAGGCTGACCC 83362276 MGC42174 82985625 83368011 376651 83358410 83361019 3866 83358432 83360673 3844
Chr12 Normal NT_019546.15 ATGTCAGCATGACCT 13662910 LOC349768 13659042 13739052 3868 13659042 13739052 3868 13659042 13739052 3868
Chr9 Complement NT_078055.1 GGGTCATGCTGTCCT 56743 LOC352646 60611 33190 3868 60611 33190 3868 60611 33190 3868
ChrX Complement NT_011568.12 AGGTCACGGTGACCA 10429930 LOC347342 10433799 10427658 3869 10433799 10427658 3869 10433799 10427658 3869
Chr8 Complement NT_023684.15 GGGCCACCCTGACCC 980941 PLEC1 984811 923230 3870 984811 923230 3870 983446 924254 2505



Chr17 Complement NT_010799.13 GGGTCTGCTTGACCT 6168994 ACCN1 6353786 6073888 184792 6172865 6073888 3871 6172865 6074763 3871
Chr20 Normal NT_011333.5 GGGCCACAGTGACCA 733349 LOC343570 729478 743797 3871 729478 743797 3871 729478 743797 3871
ChrX Normal NT_011568.12 CGGTCTCCCCGACCC 2869786 LOC352781 2865915 2980907 3871 2865915 2980907 3871 2865915 2980907 3871
Chr11 Complement NT_033903.5 AGCTCACTGCGACCT 9149464 BAD 9153419 9138557 3955 9153336 9138557 3872 9153095 9138936 3631
Chr5 Complement NT_023133.11 AGGTCACTGCAACCT 16239356 FBXW1B 16243462 16098141 4106 16243229 16098141 3873 16243091 16105224 3735
Chr11 Complement NT_033899.5 AGATCACCATGACCC 30409778 NEPH2 30414307 29836500 4529 30413651 29837721 3873 30413651 29837721 3873
Chr22 Normal NT_011519.10 TGGTCAGGCTGATCT 2442008 LOC343832 2438134 2441691 3874 2438134 2441691 3874 2438167 2441691 3841
Chr8 Complement NT_008183.16 AGGTCACAGTGAGCT 22822236 PRDM14 22826111 22806569 3875 22826111 22806569 3875 22824644 22806861 2408
ChrX Complement NT_033330.5 ATGTCAGCATGACCA 69902 ASMTL 73867 24079 3965 73778 24182 3876 73778 24183 3876
Chr2 Normal NT_022184.12 TGGCCAGGCTGACCT 64663119 SAD1 64645829 64692339 17290 64659243 64692334 3876 64666754 64688034 -3635
Chr5 Complement NT_034772.4 AGGTCACCCTGAACC 35751578 VDAC1 35755845 35722587 4267 35755454 35722628 3876 35743724 35723483 -7854
Chr19 Complement NT_011109.15 GGGTCGGGCTGCCCT 28320899 LOC284299 28324776 28300872 3877 28324776 28300872 3877 28324776 28300872 3877
Chr5 Complement NT_006713.13 TGGTCTACTTGACCT 18917106 LOC345812 18920983 18885205 3877 18920983 18885205 3877 18920983 18885205 3877
Chr1 Normal NT_077386.2 AGCTCAAACTGACCA 2039249 LOC148960 2035230 2036136 4019 2035371 2036136 3878 2035420 2036097 3829
Chr5 Normal NT_006713.13 AGGCCACCATGACCA 1647886 LOC115548 1644006 1778480 3880 1644006 1778480 3880 1644056 1776049 3830
Chr3 Complement NT_005535.15 AGGTCATGATGCCCT 159391 LOC348798 163272 160545 3881 163272 160545 3881 163233 162907 3842
Chr9 Normal NT_008470.15 AGGTCAGGATGACTT 2445838 FOXE1 2441956 2445415 3882 2441956 2445415 3882 2442616 2443737 3222
Chr5 Normal NT_078019.1 AGGTCATGTTGAACC 142086 LOC340111 61495 214558 80591 138204 147202 3882 146437 146730 -4351
Chr2 Normal NT_005403.13 AGGTGATGTTGACCA 20847515 LOC344287 20843632 20923172 3883 20843632 20923172 3883 20843779 20923172 3736
Chr14 Complement NT_026437.10 AGGTCAGTCTGAACT 57277702 LOC350070 57281585 57260764 3883 57281585 57260764 3883 57281585 57260764 3883
Chr3 Normal NT_005612.13 GGGTCACTGCAACCT 6055005 PRO0641 6051119 6053276 3886 6051119 6053276 3886 6052182 6052334 2823
Chr10 Complement NT_008705.14 AGGTCATAAAGACCG 9414760 YME1L1 9418646 9374708 3886 9418646 9374708 3886 9418464 9376136 3704
Chr12 Complement NT_029419.10 AGTTCAGCATGACCA 5122897 PRICKLE1 5126852 4996380 3955 5126784 4996380 3887 5009624 4996917 -113273
Chr1 Normal NT_004668.15 TGGTCAGGCTGGCCT 8414014 CAPON 8410125 8708810 3889 8410125 8708810 3889 8410527 8707816 3487
Chr5 Complement NT_023133.11 AGGTCACTGCAACCT 16239356 FBXW1B 16243462 16098141 4106 16243246 16098141 3890 16243091 16105224 3735
Chr19 Complement NT_011255.13 AGGTTGCAGTGACCT 4803774 TIP47 4807708 4778354 3934 4807669 4778354 3895 4801406 4779204 -2368
Chr1 Normal NT_032977.5 TGGTAATCCTGACCT 5472700 LOC350701 5468804 5501865 3896 5468804 5501865 3896 5468804 5501865 3896
Chr12 Complement NT_009714.15 AGGTCAAAGCTACCT 24015596 LOC341354 24019493 24016983 3897 24019493 24016983 3897 24019491 24016983 3895
Chr19 Normal NT_011295.10 TGGTCATTTTGGCCC 9796938 SSBP4 9792909 9808173 4029 9793041 9808173 3897 9793261 9807858 3677
Chr11 Complement NT_033899.5 AGGTGGCAATGACCT 28307519 ROBO4 28311420 28297266 3901 28311420 28297794 3901 28311370 28298466 3851
Chr16 Normal NT_010542.13 AGGTCAGTGTGAGCC 1792776 LOC339439 1788872 1794952 3904 1788872 1794952 3904 1788968 1789453 3808
Chr7 Normal NT_007758.10 AGGTCAGCGTGAGCC 1243641 LOC349086 1239733 1241973 3908 1239733 1241973 3908 1239798 1241954 3843
Chr16 Normal NT_010498.13 TGGTCAGGCTGGCCT 7246281 NDRG4 7218332 7268235 27949 7242373 7268235 3908 7242396 7266192 3885
Chr17 Normal NT_010799.13 AGGTCATTGTCACCA 7453790 LOC342612 7449880 7537427 3910 7449880 7537427 3910 7449880 7537427 3910
Chr4 Complement NT_077444.2 TGGTCACTGTGGCCT 428939 LOC345379 432849 359007 3910 432849 359007 3910 432849 359007 3910
Chr3 Complement NT_006014.14 GGGCCGGGGTGACCT 1471302 HYAL2 1475273 1470313 3971 1475215 1470313 3913 1472993 1470633 1691
Chr6 Normal NT_023451.12 AGGCCAATATGACCA 4599238 LOC345844 4595322 4639267 3916 4595322 4639267 3916 4595322 4639267 3916
Chr1 Normal NT_032977.5 AGGGCAGCTTGACCA 14399602 LOC343215 14395685 14431517 3917 14395685 14431517 3917 14395685 14431517 3917
Chr2 Complement NT_005403.13 AGGTCACTGCAACCT 33886903 FRZB 33891226 33858074 4323 33890821 33858623 3918 33890617 33858913 3714
Chr20 Normal NT_011362.8 TTGTCAATCTGACCC 1379276 CTNNBL1 1375356 1553442 3920 1375356 1553434 3920 1375440 1553330 3836
Chr1 Complement NT_032977.5 GGGTCACTGCGAGCC 141256 TAL1 147123 131700 5867 145179 131700 3923 141296 135128 40
Chr8 Normal NT_008183.16 GGGCCACCATGACCG 5204428 LOC286072 5200501 5200947 3927 5200501 5200947 3927 5200778 5200858 3650
Chr8 Complement NT_030032.8 AGGGCAGTTTGACCC 669763 LOC349181 673690 652898 3927 673690 652898 3927 673690 652898 3927
Chr11 Normal NT_033927.5 AGGTCAAAATTACCT 11429514 LOC349695 11425587 11558169 3927 11425587 11558169 3927 11425587 11558169 3927
Chr11 Complement NT_033927.5 AGATCAGCCTGACCA 1986660 NUMA1 1990590 1912940 3930 1990590 1912948 3930 1939308 1913503 -47352
Chr16 Complement NT_024797.13 GGGTCACTGCAACCT 4033131 LOC342418 4037062 3988946 3931 4037062 3988946 3931 4037023 3988946 3892
Chr11 Normal NT_033927.5 TGCTCACCATGACCT 3290365 TNFRSF19L 3286434 3307547 3931 3286434 3307547 3931 3299211 3305565 -8846
Chr9 Normal NT_035014.3 AGGTTGCAGTGACCT 370579 ABL1 366647 540000 3932 366647 540000 3932 487774 538010 -117195
ChrX Complement NT_011812.12 GGGTCACATTGTCCT 3908492 DXS1283E 3912424 3883448 3932 3912424 3883448 3932 3910804 3885371 2312
Chr3 Normal NT_005612.13 GGGTCAAAATGACAC 30656864 LOC344726 30652932 30687800 3932 30652932 30687800 3932 30652932 30687800 3932
Chr4 Complement NT_006051.15 TGTTCACTCTGACCC 3114221 HMGE 3118184 3110134 3963 3118154 3110134 3933 3118113 3110943 3892
Chr6 Normal NT_007592.13 TGGCCATCCTGACCT 21882432 LOC285834 21878499 21884167 3933 21878499 21884167 3933 21880747 21881082 1685
Chr6 Normal NT_034874.2 TGGCCATCCTGACCT 2329320 LOC285834 2325387 2331056 3933 2325387 2331056 3933 2327635 2327970 1685
Chr17 Normal NT_010755.13 AGATCAAGATGACCC 754598 LASP1 750572 802316 4026 750664 802311 3934 750739 799327 3859
Chr6 Normal NT_033951.3 TGGCCATCCTGACCT 2477131 LOC285834 2473197 2478867 3934 2473197 2478867 3934 2475446 2475781 1685
Chr22 Normal NT_011520.9 AGGTCACAGTGACTC 17455236 HRIHFB2122 17429774 17479571 25462 17451301 17479571 3935 17451476 17477823 3760
Chr7 Normal NT_007933.12 AGGTCGAAGTGAGCT 53438005 LOC340345 53434070 53468790 3935 53434070 53468790 3935 0 0 53438005
Chr4 Normal NT_016606.15 AGGTCGTAGTGAGCC 27401702 FLJ31659 27397765 27399938 3937 27397765 27399938 3937 27397840 27398313 3862
Chr16 Normal NT_010393.13 AGGTCAATTTGTCCC 2755461 MGC24665 2655718 2757829 99743 2751523 2757829 3938 2751541 2756859 3920
Chr7 Complement NT_007819.13 GGGCCAGGCTGACCC 4861954 ACTB 4865934 4862460 3980 4865895 4862460 3941 4864962 4863053 3008
ChrX Complement NT_028405.9 TGGTCAAGCTGGCCT 1398580 LOC347554 1402521 1399186 3941 1402521 1399186 3941 1402521 1399186 3941
Chr12 Normal NT_029419.10 AGGTCAGAGAGACCG 14842899 KRTHB6 14838955 14846251 3944 14838955 14846251 3944 14839007 14845674 3892
Chr14 Normal NT_026437.10 AGGTCATCCAGACCA 49200406 LOC350058 49196462 49241260 3944 49196462 49241260 3944 49196462 49241260 3944
Chr16 Complement NT_037887.3 AGGTAGGCCTGACCC 2033821 NTHL1 2037784 2029739 3963 2037765 2029842 3944 2037765 2029842 3944
Chr1 Complement NT_077938.1 GGCTCACTTCGACCT 1014598 LOC222057 1018543 970627 3945 1018543 970732 3945 976059 974797 -38539
Chr3 Normal NT_005999.15 TGGTCAATTTGAGCC 1387402 PHF7 1383457 1396586 3945 1383457 1396586 3945 1385826 1396263 1576
Chr13 Normal NT_009799.12 TGGTCAGGCTGATCT 1516868 ZNF198 1512810 1640886 4058 1512923 1640886 3945 1547213 1640154 -30345
Chr2 Normal NT_005403.13 TGGTCAGCCGGACCC 69154028 IL8RB 69150082 69161311 3946 69150082 69161311 3946 69158861 69159943 -4833
Chr1 Complement NT_077967.1 GGCTCACTTCGACCT 865147 LOC348508 869093 821284 3946 869093 821285 3946 826619 825357 -38528
Chr4 Normal NT_016297.14 AAGTCACAGTGACCT 7351262 ARHH 7343230 7394496 8032 7347315 7394496 3947 7393650 7394225 -42388
Chr1 Normal NT_004873.14 GGGCCACCCTGACCT 2146073 CTRC 2142100 2150318 3973 2142126 2150318 3947 2142126 2150249 3947
Chr16 Normal NT_037887.3 GGGTCAGGTTGACGG 1961729 LOC146310 1956858 1958978 4871 1957782 1958927 3947 1957782 1958927 3947
Chr7 Normal NT_007933.12 GGCTCACCGCGACCT 24954797 MGC40499 24950849 24956710 3948 24950849 24956710 3948 24950952 24956095 3845
Chr5 Normal NT_029289.9 AGTTCAGTGTGACCC 11207785 MYOZ3 11203381 11221862 4404 11203836 11219514 3949 11205441 11219374 2344
Chr1 Complement NT_004754.14 AGGTCAAATTGTCCC 3099459 LOC348434 3103409 3071892 3950 3103409 3071892 3950 3103409 3071892 3950
Chr1 Normal NT_029860.10 AGATCACTTTGACCT 1565765 LOC350687 1561814 1589527 3951 1561814 1589527 3951 1561814 1589527 3951
Chr5 Complement NT_006576.13 AGGTCCATTTGACCT 16430430 AMACR 16434406 16413472 3976 16434382 16414600 3952 16434317 16415391 3887
Chr16 Normal NT_037887.3 AGGTGGTTTTGACCT 395825 DECR2 387774 402487 8051 391873 402487 3952 391965 401579 3860
Chr9 Complement NT_024000.15 AGGTCACTGTGAACT 407834 LOC286255 411786 405167 3952 411786 405167 3952 409513 407350 1679
Chr16 Normal NT_010542.13 AGGTCAGCGTGACCC 1792824 LOC339439 1788872 1794952 3952 1788872 1794952 3952 1788968 1789453 3856
Chr7 Complement NT_007819.13 AGGTCATTGCCACCC 30670194 NEUROD6 30674146 30670687 3952 30674146 30670687 3952 30672490 30671477 2296
Chr15 Complement NT_010194.15 GGGTCAGGTCCACCT 45918132 DKFZP434C131 45922085 45914858 3953 45922085 45914858 3953 45921973 45915967 3841
Chr16 Normal NT_037887.3 AGGTGAGGCTGACCT 643265 KIAA1924 639312 657830 3953 639312 651076 3953 639418 643846 3847
Chr12 Complement NT_029419.10 CGGTCTCTCTGACCT 14824651 KRTHB1 14853203 14823005 28552 14828605 14823005 3954 14828555 14823345 3904
Chr10 Normal NT_037750.1 GGCTCAGACTGACCC 22313 PPYR1 18359 21015 3954 18359 21015 3954 19479 20606 2834
Chr11 Complement NT_033903.5 AGCTCACTGCGACCT 9149464 BAD 9153419 9138557 3955 9153419 9138557 3955 9153095 9138936 3631
Chr19 Complement NT_011295.10 TGGTCAGGCTGATCT 4171480 PRDX2 4175505 4170439 4025 4175435 4170446 3955 4174877 4170697 3397
Chr14 Complement NT_026437.10 GTGTCATAATGACCG 5435442 STXBP6 5439488 5198994 4046 5439398 5201436 3956 5364152 5202043 -71290
Chr12 Normal NT_029419.10 AGGTGGAGGTGACCC 14804448 LOC341407 14800491 14814725 3957 14800491 14814725 3957 14800491 14814725 3957
Chr5 Complement NT_023089.13 GGGTCATGATGCCCA 10655561 LOC351814 10659518 10647338 3957 10659518 10647338 3957 10659518 10647338 3957
Chr1 Complement NT_019273.15 AGGCCAGATTGACCA 589561 GNAT2 600365 583528 10804 593519 583528 3958 593306 583790 3745
Chr9 Normal NT_008476.14 AGGTCACAAAGACCG 2852460 LOC352770 2848501 2892832 3959 2848501 2892832 3959 2887149 2892832 -34689
Chr3 Normal NT_005927.15 GGCTCACTGCGACCT 9706611 BRPF1 9702280 9718531 4331 9702651 9718531 3960 9704671 9717879 1940



Chr4 Normal NT_037622.3 GGGTCAGTCTGACAA 200359 LOC166449 196399 239771 3960 196399 239771 3960 238032 238643 -37673
ChrX Normal NT_025348.13 AGGTCAGAATGTCCA 288760 LOC349415 131779 323827 156981 284800 323826 3960 286235 293954 2525
Chr20 Complement NT_011333.5 TGGTCACACTGTCCC 400585 C20orf51 405011 402200 4426 404546 402200 3961 403662 402568 3077
Chr9 Normal NT_024000.15 TGGTCACCCTGCCCC 498588 PHP14 493465 496569 5123 494625 496569 3963 494962 496378 3626
Chr3 Complement NT_022517.15 AGGTCAGTGTTACCT 18240352 LOC205655 18244318 18170044 3966 18244318 18170044 3966 18244318 18170044 3966
Chr18 Normal NT_010859.12 GGGTCAATCTGAACA 11129219 LOC342844 11125253 11139678 3966 11125253 11139678 3966 11125253 11139678 3966
Chr15 Normal NT_078098.1 GTGTCACTTTGACCT 40730 LOC348148 36764 38544 3966 36764 38544 3966 36815 38380 3915
Chr22 Normal NT_011520.9 AGGTTACCCTGACCA 18786158 APOBEC3G 18782064 18798673 4094 18782190 18792801 3968 18782421 18792480 3737
Chr6 Normal NT_007592.13 AGGTCACAGCAACCT 33828488 LOC89953 33824500 33839960 3988 33824518 33832258 3970 33826201 33832017 2287
Chr9 Normal NT_008413.15 AGCTCACTGTGACCT 6639624 LOC347179 6635653 6653758 3971 6635653 6653758 3971 6635653 6653758 3971
ChrX Complement NT_011651.13 AGGACACAGTGACCC 24109585 FLJ20811 24113557 24110682 3972 24113557 24110682 3972 24111984 24111274 2399
Chr21 Normal NT_011512.8 GGGTCAGTTTGACGG 1311964 ABCC13 1307991 1372206 3973 1307991 1335600 3973 1308284 1333857 3680
Chr15 Normal NT_010194.15 GTGTCACTTTGACCT 1310076 LOC338973 1306102 1307882 3974 1306102 1307882 3974 1306153 1307718 3923
Chr2 Normal NT_022171.13 CAGTCACTCTGACCT 3195738 LOC129521 3191763 3192101 3975 3191763 3192101 3975 3191763 3192101 3975
Chr2 Complement NT_022184.12 AGGCCAGCCTGACCA 49125574 LOC285002 49130079 49005328 4505 49129549 49092109 3975 49129498 49098974 3924
Chr10 Complement NT_077567.2 AGGTCCTTGTGACCT 3055950 LOC340814 3059925 3040044 3975 3059925 3040044 3975 3059925 3040044 3975
Chr4 Complement NT_006051.15 TGGTCAGCCTGAACC 2518705 PPP2R2C 2605740 2373131 87035 2522680 2373131 3975 2522310 2373383 3605
Chr22 Normal NT_011520.9 CCGTCACTCTGACCC 16631253 CSF2RB 16618724 16643872 12529 16627276 16643872 3977 16627304 16643598 3949
Chr12 Complement NT_009775.13 CGGCCACAGTGACCC 589728 FLJ32356 593787 585364 4059 593705 585364 3977 588110 587361 -1618
Chr10 Complement NT_078085.1 GGGTGAAGGCGACCC 72747 LOC347786 76724 76422 3977 76724 76422 3977 76724 76422 3977
ChrX Complement NT_011568.12 TGGACATTCTGACCT 11032033 SSX3 11036010 11025731 3977 11036010 11025731 3977 11034552 11026807 2519
Chr17 Complement NT_010718.13 AGGTCAGCCTGAGCA 576085 KIAA1936 580066 529736 3981 580066 529736 3981 578179 531471 2094
Chr6 Complement NT_025741.12 AGGTCACTCTGAACT 16813399 LOC345882 16817380 16789053 3981 16817380 16789053 3981 16817380 16789053 3981
Chr18 Normal NT_010966.13 AGGTCAGGGTGAGCC 15791638 KIAA1695 15581506 15849120 210132 15787654 15849120 3984 15809733 15848595 -18095
Chr22 Normal NT_011519.10 GGGTCATCGTGACTG 749777 LOC150166 745793 748627 3984 745793 748627 3984 747648 748037 2129
Chr11 Complement NT_033903.5 GGCTCAAACTGACCC 9742720 EHD1 9747695 9720732 4975 9746705 9720732 3985 9746460 9722329 3740
Chr16 Complement NT_024797.13 AGGTCAGCCCAACCT 1191105 LOC146346 1195090 1193051 3985 1195090 1193051 3985 1193606 1193136 2501
Chr4 Normal NT_006316.15 AGGTCTACCTGACCA 6447943 LOC254093 6443958 6445123 3985 6443958 6445123 3985 6443958 6445123 3985
Chr22 Normal NT_011520.9 AGGCCAACCTGACCG 17384683 LGALS1 17380697 17384861 3986 17380697 17384857 3986 17380764 17384810 3919
Chr5 Normal NT_034772.4 AGGTTATTTTGACCT 30849448 CGI-111 30845410 30864852 4038 30845461 30864852 3987 30845670 30863620 3778
Chr15 Complement NT_010194.15 AGGTCAAAGTGACAC 3393171 LOC283716 3397159 3395379 3988 3397159 3395379 3988 3397108 3396167 3937
Chr12 Normal NT_029419.10 AGGTTGCAGTGACCC 30705151 LOC341334 30701162 30722595 3989 30701162 30722595 3989 30701162 30722595 3989
Chr2 Normal NT_022184.12 AGGTCACAGTGAACT 23190096 LOC344126 23186107 23211445 3989 23186107 23211445 3989 23186107 23211445 3989
Chr17 Normal NT_010783.13 TGGTCAGGCTGCCCT 17165812 RNAHP 17143499 17188608 22313 17161823 17188538 3989 17161840 17187359 3972
ChrX Complement NT_025348.13 TGGACATTCTGACCT 236737 SSX2 319308 230423 82571 240726 230423 3989 239276 231515 2539
Chr17 Complement NT_030843.6 AGGTCACCCCGAGCC 1345165 LOC284199 1349155 1347449 3990 1349155 1347449 3990 1349155 1347449 3990
Chr2 Complement NT_022135.13 AGATCAGCCTGACCA 1345493 ANAPC1 1349484 1231599 3991 1349484 1234426 3991 1346145 1234611 652
Chr20 Complement NT_011387.8 AGGTCATTGTGCCCT 23554582 CST3 23558574 23554294 3992 23558574 23554294 3992 23558499 23554553 3917
Chr15 Normal NT_010194.15 TGGTCACTCTGACTT 31967799 LOC342057 31963807 32007528 3992 31963807 32007528 3992 31963807 32007528 3992
Chr16 Normal NT_010393.13 TGGTCAGGCTGATCT 375094 LOC350246 371102 424042 3992 371102 424042 3992 371172 424042 3922
Chr5 Normal NT_034772.4 AGGTCAGTGTGACCA 12846883 TA-WDRP 12842890 12880422 3993 12842890 12877677 3993 12843007 12877601 3876
Chr2 Complement NT_005403.13 AGGTCAACAGGACCG 70591553 LOC151290 70595547 70594276 3994 70595547 70594276 3994 70595517 70594276 3964
Chr19 Complement NT_011255.13 AGGTCAGGACAACCC 4060131 MAP2K2 4064126 4030322 3995 4064126 4030322 3995 4063872 4030596 3741
Chr12 Normal NT_009759.15 GGGTCATGTTGTCCA 6913997 PTPN6 6910001 6924740 3996 6910001 6924740 3996 6910150 6924344 3847
Chr12 Normal NT_009759.15 GGGTCATGTTGTCCA 6913997 PTPN6 6910001 6924740 3996 6910001 6924740 3996 6914937 6924344 -940
Chr19 Complement NT_011295.10 TGGGCACAGTGACCC 1773001 CDC37 1776998 1764596 3997 1776998 1764611 3997 1776957 1765029 3956
Chr8 Normal NT_008046.13 TGGTCAACCTGACCA 9883137 LOC347079 9879140 9979264 3997 9879140 9979264 3997 9879140 9979264 3997
Chr2 Complement NT_022171.13 AGGTCTGATTGACCG 11667854 EDAR 11671852 11576953 3998 11671852 11576953 3998 11613494 11579387 -54360
Chr1 Normal NT_004559.10 GGGTCAGTGTCACCA 1440013 IMAGE3451454 1429677 1482244 10336 1436015 1482244 3998 1436429 1481692 3584
Chr1 Normal NT_004852.15 AGGTCGGAAAGACCT 86635 LOC256339 82637 102671 3998 82637 102671 3998 82725 102505 3910
Chr19 Complement NT_011295.10 GTGTCAGAGTGACCT 4519791 STX10 4523964 4517679 4173 4523789 4518026 3998 4523789 4518026 3998
Chr1 Normal NT_004511.15 AGGACACCGTGACCT 7285946 LOC343348 7281947 7387179 3999 7281947 7387179 3999 7291498 7387179 -5552
Chr21 Normal NT_011512.8 CGGTCACCCTCACCC 24043259 DSCR6 24038845 24052353 4414 24039258 24052353 4001 24039468 24050902 3791
Chr22 Complement NT_019197.3 GGGTCTCACTGACCC 286324 PLXNB2 290326 288401 4002 290326 288405 4002 290326 289124 4002
Chr9 Complement NT_008413.15 AGATCACAGTGACCT 16901814 LOC158088 16905819 16904574 4005 16905819 16904574 4005 16905696 16905412 3882
Chr1 Normal NT_032977.5 GGCTCACTGTGACCT 16286256 ALG6 16282249 16351780 4007 16282249 16351780 4007 16285560 16351602 696
Chr12 Complement NT_009714.15 AGCTCAAAGTGACCT 7846420 FLJ32115 7850990 7825948 4570 7850429 7825953 4009 7850416 7826643 3996
Chr8 Complement NT_023684.15 AGGTCAGGGTTACCT 739013 LOC286077 743024 740013 4011 743024 740013 4011 742665 742000 3652
Chr2 Normal NT_005403.13 TGGTCAAATTGACCA 49416025 LOC343988 49412014 49523952 4011 49412014 49523952 4011 49412014 49523952 4011
Chr2 Complement NT_005403.13 AGGGCAATTTGACCA 31742703 LOC351328 31746714 31678244 4011 31746714 31678244 4011 31746714 31678244 4011
Chr3 Complement NT_005612.13 TGGTCACTGGGACCC 31265575 SLC12A8 31329771 31201010 64196 31269587 31201529 4012 31226339 31202262 -39236
Chr8 Normal NT_028251.10 AGGTCACTCCGAGCC 6959487 PTP4A3 6951447 6966018 8040 6955473 6965086 4014 6955807 6964610 3680
Chr19 Normal NT_011295.10 TGGTCAGCATGGCCC 6485051 7h3 6481035 6488597 4016 6481035 6488597 4016 6481047 6487576 4004
Chr6 Complement NT_033172.4 AGGTCACAGTGAGCT 145994 LOC349008 150065 100891 4071 150012 108491 4018 147698 113110 1704
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3810457 3844501 4018 3828818 3843941 -14343
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3810457 3844501 4018 3833178 3843941 -18703
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3810457 3844501 4018 3810117 3843941 4358
Chr5 Normal NT_006576.13 AGCTCACTGTGACCT 19810176 FLJ10233 19806132 20179517 4044 19806157 20179517 4019 19806215 20179420 3961
Chr18 Normal NT_010859.12 AGGTTGCAATGACCT 9632977 LOC342686 9628956 9638290 4021 9628956 9638290 4021 9628956 9638290 4021
Chr19 Complement NT_011109.15 GGGTCTCCTTGACCA 9134301 KIAA1559 9138323 9095380 4022 9138323 9095380 4022 9127012 9099344 -7289
Chr3 Normal NT_037565.3 GGATCAGATTGACCA 2745981 LOC285269 2741959 2785725 4022 2741959 2785725 4022 2741992 2742246 3989
Chr3 Complement NT_005962.15 AGGTGGAGGTGACCT 19287706 CLCN2 19291851 19276445 4145 19291730 19276857 4024 19291730 19276857 4024
Chr16 Normal NT_010393.13 TGGTCATTGTGAGCT 10762749 FLJ13593 10725255 10783296 37494 10758725 10783296 4024 10758755 10782506 3994
Chr15 Complement NT_010274.15 AGGCCAGCTTGACCA 11727786 LOC339025 11835874 11651166 108088 11731811 11662171 4025 11700150 11665284 -27636
Chr10 Normal NT_030059.10 GGGTCGTTTTTACCT 30700260 DUSP5 30696154 30709853 4106 30696234 30709853 4026 30696438 30708742 3822
Chr11 Normal NT_009237.15 GGGTTATTGCGACCC 35005875 LOC143969 35001849 35007255 4026 35001849 35007255 4026 35001896 35007232 3979
Chr15 Complement NT_010274.15 AGGTCACTGCAACCT 159011 FLJ14888 163101 151541 4090 163038 151541 4027 163032 152228 4021
Chr12 Complement NT_009714.15 AGGTCAGGCCGTCCT 1135143 FLJ10408 1139171 1132831 4028 1139171 1132831 4028 1136402 1133392 1259
Chr22 Normal NT_011520.9 CTGTCACTCTGACCC 5108485 LOC91353 5104457 5106745 4028 5104457 5106745 4028 5104557 5106622 3928
Chr9 Normal NT_035014.3 TGGCCATGCTGACCT 3068090 ADAMTS13 3056418 3101447 11672 3064060 3101447 4030 3064504 3101242 3586
Chr15 Normal NT_010194.15 AGGTCACTACAACCT 42325697 LOC196994 42321667 42335581 4030 42321667 42335581 4030 42321668 42335525 4029
Chr1 Normal NT_077386.2 CGGTCATCTGGACCT 4902300 ERMAP 4889822 4917680 12478 4898269 4917680 4031 4903140 4915923 -840
Chr20 Complement NT_028392.4 TGGTGAAAGTGACCT 2033102 LOC343704 2037133 2026939 4031 2037133 2026939 4031 2037069 2026939 3967
Chr12 Normal NT_009775.13 GGGTCACCATGCCCA 10361613 P2RX7 10357582 10410735 4031 10357582 10410735 4031 10357653 10409484 3960
Chr16 Complement NT_037887.3 AGGTCCCCCTGACCT 1080890 LOC348205 1084923 1083502 4033 1084923 1083502 4033 1084923 1083502 4033
Chr8 Normal NT_023684.15 AGGTCAGGGCCACCC 711183 LOC286075 700535 711459 10648 707149 710609 4034 707149 710609 4034
Chr16 Normal NT_024797.13 GGGTCACTCTGCCCG 12032443 MGC22001 12028409 12033528 4034 12028409 12033528 4034 12028576 12028935 3867
Chr20 Complement NT_011387.8 AGGTCAGCTTGACCT 10348536 MKKS 10354866 10325837 6330 10352570 10325837 4034 10334162 10325895 -14374
Chr2 Complement NT_022184.12 AAGTCACCTTGACCT 4287075 DNMT3A 4381392 4271779 94317 4291113 4271779 4038 4287024 4273081 -51
Chr19 Complement NT_011109.15 AGGTTGCAGTGACCC 15010911 GSK3A 15014949 15002556 4038 15014949 15002560 4038 15014835 15003164 3924
Chr12 Complement NT_029419.10 AGGCCAACCTGACCA 18460965 PYM 18469708 18438503 8743 18465003 18438503 4038 18464851 18438962 3886
Chr7 Normal NT_007933.12 AGGTCAAATTTACCA 21984977 DC11 21979823 22044991 5154 21980938 22044991 4039 21980954 22044445 4023
Chr2 Complement NT_005403.13 GGGCCGGTGTGACCT 68964058 TNS 68968097 68823861 4039 68968097 68826838 4039 68922024 68828519 -42034



Chr13 Complement NT_077627.2 AGGTCACCCTCACCA 173839 LOC348013 177879 125052 4040 177879 125052 4040 177852 125073 4013
Chr9 Complement NT_008413.15 GGGTAGAACTGACCC 36386834 RNF38 36391194 36326402 4360 36390876 36326402 4042 36366038 36329750 -20796
Chr1 Complement NT_032977.5 AGGTCAAGATGAGCA 6350931 LOC163742 6354975 6352948 4044 6354975 6352948 4044 6354783 6353779 3852
Chr5 Complement NT_029289.9 AGGTCACCATGGCCG 10840619 LOC340075 10844666 10840669 4047 10844666 10840669 4047 10844654 10840669 4035
Chr21 Complement NT_011512.8 GGGTCACTGTAACCT 19123323 LOC343761 19127371 19127030 4048 19127371 19127030 4048 19127371 19127030 4048
Chr16 Normal NT_010498.13 AGGTGAACATGACCT 4418512 SLC6A2 4414464 4461705 4048 4414464 4460494 4048 4414513 4460261 3999
Chr12 Complement NT_009759.15 GGGTCAGGAGGACCA 3309951 LOC341513 3314000 3286826 4049 3314000 3286826 4049 3314000 3286826 4049
Chr4 Normal NT_022792.15 GGGTCATTGTGACTT 14519746 LOC348881 14515693 14516462 4053 14515693 14516462 4053 14515830 14516144 3916
Chr6 Complement NT_034880.2 AGGTCAGGATCACCT 4015336 MGC43581 4027577 4008601 12241 4019390 4008601 4054 4017647 4008929 2311
Chr19 Normal NT_011109.15 AGGCCACAGTGACCC 13997096 AXL 13993041 14035889 4055 13993041 14035889 4055 13993516 14034027 3580
Chr22 Complement NT_011520.9 TGGTCACGATGACCT 22875976 KIAA0153 22880095 22859584 4119 22880031 22859584 4055 22880031 22860970 4055
Chr9 Normal NT_008470.15 AGGTCATCCTCACCT 33909985 LOC286212 33905930 33909819 4055 33905930 33909819 4055 33906728 33907426 3257
ChrX Complement NT_011786.13 GGGTCAGACTGAGCC 14396419 FLJ34233 14412436 14376775 16017 14400475 14376775 4056 14400448 14388189 4029
Chr10 Complement NT_008583.15 TGGTCTTCTTGACCC 28379171 LOC347801 28383227 28380082 4056 28383227 28380082 4056 28383227 28380082 4056
Chr6 Complement NT_025741.12 AGGTCATGTTGCCCA 26101984 LOC352013 26106040 26105553 4056 26106040 26105553 4056 26106040 26105553 4056
Chr19 Normal NT_011295.10 GTGTCAGCTTGACCA 1197542 LOC284386 1193484 1194006 4058 1193484 1194006 4058 1193491 1193979 4051
Chr15 Complement NT_010194.15 CGGTCAGCGTGACTT 49017430 LOC338956 49023398 49020103 5968 49021488 49020184 4058 49021467 49020184 4037
Chr16 Normal NT_037887.3 AGGTCTTTATGACCT 1284129 LOC350362 1280070 1291490 4059 1280070 1291490 4059 1280070 1291490 4059
Chr9 Complement NT_024000.15 GGGGCAGCATGACCA 407725 LOC286255 411786 405167 4061 411786 405167 4061 409513 407350 1788
Chr4 Complement NT_006081.15 GGGTAGAGATGACCT 612237 LOC152804 616299 612791 4062 616299 612791 4062 615553 615281 3316
Chr6 Complement NT_025741.12 AGATCAGCCTGACCA 13869013 CD164 13873099 13857148 4086 13873076 13857152 4063 13873010 13859483 3997
Chr12 Complement NT_009759.15 GGGTCAAGGTGTCCT 4339092 FGF23 4343155 4331654 4063 4343155 4331654 4063 4343009 4333770 3917
Chr12 Normal NT_029419.10 AGGTTGCAGTGACCT 31228100 NUP107 31224037 31279771 4063 31224037 31279771 4063 31224152 31279548 3948
Chr11 Complement NT_009237.15 AGCTCACTGTGACCT 38232294 ch-TOG 38236378 38158649 4084 38236367 38158652 4073 38236341 38159132 4047
Chr11 Complement NT_028310.10 GGGTCACCGCAACCT 3929698 OR52A1 3933772 3932834 4074 3933772 3932834 4074 3933772 3932834 4074
Chr8 Normal NT_008183.16 TGGTCAGGCTGATCT 31424956 CGI-62 31420880 31472825 4076 31420880 31472485 4076 31420934 31472278 4022
Chr2 Complement NT_005403.13 AGGTCAAGGTGACCC 67880021 TNP1 67884118 67883522 4097 67884097 67883522 4076 67884093 67883726 4072
Chr8 Normal NT_028251.10 GCGTCACTGTGACCC 7255427 LOC346812 7251350 7274816 4077 7251350 7274816 4077 7251350 7274816 4077
Chr1 Complement NT_077982.1 AGATCAGCCTGACCG 97281 MGC13275 101358 99921 4077 101358 99921 4077 101293 100888 4012
Chr7 Normal NT_007933.12 TGGTCAGGCTGGCCT 23713774 TRRAP 23709697 23844448 4077 23709697 23844423 4077 23712358 23843562 1416
Chr1 Normal NT_021973.15 AGCTCACTGTGACCT 1312049 GNPAT 1307945 1344657 4104 1307971 1344523 4078 1308114 1344277 3935
Chr9 Normal NT_023935.15 AGGTCATTGTGAACT 11174796 LOC286224 11170714 11171480 4082 11170718 11171480 4078 11170751 11171206 4045
Chr9 Complement NT_024000.15 GGGGCAGCCTGACCA 399737 LOC138307 403819 399917 4082 403819 401858 4082 403461 401898 3724
Chr11 Complement NT_033899.5 TGGTCATAGTGACCT 27354139 LOC219874 27358224 27357253 4085 27358224 27357253 4085 27358224 27357253 4085
Chr15 Normal NT_026446.12 TGGTCATGGAGACCC 375576 LOC350217 371491 496261 4085 371491 496261 4085 371491 496261 4085
Chr22 Normal NT_011519.10 TGGTCAGGCTGATCT 758713 LOC284855 754626 765144 4087 754626 765144 4087 754969 763494 3744
Chr19 Normal NT_011255.13 TGGTCAAAGTGAACC 2811421 FLJ11637 2807333 2818501 4088 2807333 2818501 4088 2807420 2818327 4001
Chr17 Normal NT_010641.13 GGGTCAAAGTCACCA 6476949 FLJ31882 6472861 6482152 4088 6472861 6482152 4088 6479990 6480610 -3041
Chr6 Complement NT_007299.12 AGGTCACCTTGAGCT 14019538 KIAA1275 14023626 13824781 4088 14023626 13837980 4088 13944860 13838579 -74678
Chr8 Normal NT_008251.13 AGGCCGTCTTGACCC 3399515 LOC51125 3395393 3415809 4122 3395427 3415809 4088 3395783 3411935 3732
Chr1 Normal NT_021877.15 GTGTCATGGTGACCC 325484 MAPKAPK2 321396 370733 4088 321396 369315 4088 321682 369170 3802
Chr10 Normal NT_033985.5 AGGTGAGCCTGACCC 993495 FXYD4 989404 994096 4091 989404 994096 4091 991509 993928 1986
Chr4 Complement NT_006238.10 TGGTCAGGCTGATCT 5114536 LOC132390 5118628 5118320 4092 5118628 5118320 4092 5118628 5118320 4092
Chr6 Normal NT_033951.3 TGGTCAAGGTGCCCC 932352 LOC347658 928256 952509 4096 928256 952509 4096 928256 952509 4096
Chr3 Normal NT_005612.13 AGGTCGCAGTGAGCC 57935499 AADAC 57931397 57945810 4102 57931402 57945810 4097 57931487 57945496 4012
Chr11 Normal NT_008984.15 GGGTCACTCCCACCC 1784833 LOC120147 1780736 1782630 4097 1780736 1782630 4097 1780736 1782630 4097
Chr12 Normal NT_009775.13 AGGTCAGCCTGGCCA 938419 MGC5601 910764 981782 27655 934321 981782 4098 969631 981666 -31212
Chr17 Complement NT_010641.13 TGGTCAGTGTGCCCT 6743711 GRIN2C 6748768 6729972 5057 6747811 6729972 4100 6743035 6730378 -676
Chr3 Normal NT_006014.14 GGGTCAGAGGGACCA 1392829 GNAI2 1378797 1411850 14032 1388728 1411360 4101 1388841 1410195 3988
Chr2 Complement NT_022184.12 AGGCCATGGTGACCT 3261233 PRO2015 3265335 3263454 4102 3265335 3263454 4102 3264540 3264256 3307
Chr21 Complement NT_030188.2 AGGTCCATCTGACCC 242196 LOC284845 246299 244330 4103 246299 244330 4103 246097 245747 3901
Chr3 Normal NT_005612.13 AGGTGGCAGTGACCC 34672534 LOC200860 34668428 34670738 4106 34668428 34670738 4106 34668598 34668918 3936
Chr1 Complement NT_004511.15 AGGTCACAATGACCT 1623370 FABP3 1627508 1619893 4138 1627477 1620086 4107 1627446 1620318 4076
Chr22 Complement NT_011519.10 AGGTCAAATTGAACT 1592091 LOC284858 1596200 1593950 4109 1596200 1593950 4109 1595945 1595520 3854
ChrX Normal NT_011786.13 TGGTCACCATCACCT 15444531 LOC340583 15440422 15443775 4109 15440422 15443775 4109 15443184 15443477 1347
Chr1 Complement NT_032977.5 GGGGCAAGGTGACCC 3332669 DMRTA2 3336779 3333844 4110 3336779 3333844 4110 3336719 3334073 4050
Chr1 Complement NT_004487.15 TGGTGATGGTGACCT 86221 PRO1257 90332 88434 4111 90332 88434 4111 89379 89200 3158
Chr7 Complement NT_007819.13 AGTTCAAAGTGACCA 43197101 MRPS24 43201305 43198273 4204 43201213 43198273 4112 43201210 43198414 4109
Chr16 Normal NT_010552.13 GGTTCACAATGACCA 751479 OR2C1 747367 748305 4112 747367 748305 4112 747367 748305 4112
Chr17 Complement NT_024871.10 AGGTCAGCACGACCA 1610418 FLJ31528 1614532 1603756 4114 1614532 1603756 4114 1614510 1604405 4092
ChrX Complement NT_011786.13 GGGCCAGTTTGACCT 7138099 MBNL3 7192490 7080674 54391 7142213 7080674 4114 7142134 7082189 4035
Chr11 Complement NT_008984.15 GGGTGGGAGTGACCC 2044403 LOC341189 2048518 2046620 4115 2048518 2046620 4115 2048518 2046620 4115
ChrX Normal NT_011669.13 AGGACATGATGACCA 7592852 FLJ20207 7588735 7598974 4117 7588735 7598974 4117 7590579 7598680 2273
Chr19 Normal NT_011109.15 CGGTCAACGTGACCA 8521420 LOC148137 8517298 8528970 4122 8517303 8528970 4117 8517335 8526128 4085
Chr1 Normal NT_004668.15 GGATCACTTTGACCT 5983908 LOC350793 5979791 5980387 4117 5979791 5980387 4117 5979791 5980387 4117
Chr13 Complement NT_024524.12 AGGTCAGCTTCACCA 46126207 LOC122055 46130325 46129895 4118 46130325 46129895 4118 46130325 46129895 4118
Chr20 Normal NT_028392.4 AGGTCACAATGAGCC 2421007 C20orf144 2416858 2418488 4149 2416888 2418488 4119 2416920 2418441 4087
Chr4 Normal NT_016606.15 GGGTGGGAGTGACCC 7820356 LOC152905 7816236 7822378 4120 7816236 7818774 4120 7816360 7817070 3996
Chr10 Normal NT_030059.10 CAGTCAAAATGACCC 22428822 ELOVL3 22424661 22427900 4161 22424701 22427900 4121 22424864 22427567 3958
Chr8 Complement NT_030737.7 GGGTCAACTTTACCC 1958388 LOC349182 1962511 1962119 4123 1962511 1962119 4123 1962511 1962119 4123
Chr14 Normal NT_026437.10 AGGTCGCAATGAGCC 80334765 LOC341965 80330640 80351691 4125 80330640 80351691 4125 80330640 80351691 4125
Chr6 Complement NT_007592.13 AGGTCACAGTGAGCC 33820158 MRPL2 33824369 33818894 4211 33824284 33819092 4126 33824246 33819139 4088
Chr20 Normal NT_011362.8 AGGTCACTGTGATCA 8652218 STK4 8648057 8757164 4161 8648092 8757158 4126 8648125 8756731 4093
Chr19 Complement NT_011109.15 GGGTAGGTGTGACCT 31330522 BC-2 31334649 31331124 4127 31334649 31331124 4127 31333769 31331206 3247
Chr1 Complement NT_019273.15 AAGTCACAGTGACCC 1383984 HBXIP 1388360 1381635 4376 1388111 1381693 4127 1388056 1381959 4072
Chr1 Normal NT_032962.4 AGGTCAGCCTGAGCT 96327 LOC339433 92200 94648 4127 92200 94648 4127 92446 94477 3881
Chr12 Complement NT_029419.10 ATGTCAAGCTGACCT 31977368 LOC349811 31981495 31968104 4127 31981495 31968104 4127 31981495 31968104 4127
Chr17 Normal NT_010718.13 GGGCCAGGCTGACCG 5524564 MGC35179 5520437 5531829 4127 5520437 5531829 4127 5524053 5531612 511
Chr20 Normal NT_011362.8 GGGCCACCCTGACCA 4666396 LOC149692 4662268 4706930 4128 4662268 4706930 4128 4662316 4705458 4080
Chr3 Complement NT_005825.15 GGGTCTTTCTGACCA 2874369 CDCP1 2878551 2814407 4182 2878498 2814407 4129 2878416 2817767 4047
Chr7 Normal NT_007758.10 GGGTCATCCCCACCC 846252 LOC340238 842123 844988 4129 842123 844988 4129 842853 843299 3399
Chr7 Complement NT_007914.12 TGGTGATGTTGACCC 13907569 LOC352336 13911698 13879023 4129 13911698 13879023 4129 13911698 13879023 4129
Chr17 Complement NT_010718.13 AGGTCAGCCTGAGCA 16777487 ATPAF2 16781660 16757510 4173 16781617 16760716 4130 16781464 16761000 3977
Chr7 Normal NT_007933.12 AGGGCGCTGTGACCT 26047945 CG1I 26043317 26049837 4628 26043815 26049837 4130 26043845 26049607 4100
Chr7 Normal NT_023629.12 AGGTCAAGCTGACTT 79699 LOC340222 75569 76388 4130 75569 76388 4130 75881 76222 3818
Chr22 Complement NT_011520.9 GGGTGAATATGACCA 12284852 LOC150299 12288983 12285897 4131 12288983 12285897 4131 12288124 12287849 3272
Chr20 Normal NT_011362.8 TGGTCAAAGTGTCCC 5043052 LOC200222 5038921 5040448 4131 5038921 5040448 4131 5039439 5040421 3613
Chr15 Normal NT_010194.15 GGGTCACCATGGCCG 33306369 LOC350166 33302237 33306423 4132 33302237 33306423 4132 33302237 33306423 4132
Chr18 Normal NT_010859.12 AGGCCAGCCTGACCA 651785 TYMS 647623 663499 4162 647651 663492 4134 647743 662997 4042
Chr1 Normal NT_034403.3 AGGTCAGCCTGAGCT 284325 LOC348384 280190 282646 4135 280190 282646 4135 280436 282475 3889
Chr8 Normal NT_023684.15 GGGTCGGGGTGCCCT 1130659 LOC51236 1126523 1129596 4136 1126523 1129470 4136 1126590 1128306 4069
Chr1 Normal NT_077915.1 GGGTCACCACGACCG 15861 MMP23B 11724 13595 4137 11724 13595 4137 11724 13566 4137
ChrX Normal NT_011568.12 GGGTCCAGCTGACCT 10487337 LOC286405 10483197 10486600 4140 10483197 10486600 4140 0 0 10487337



Chr7 Complement NT_007758.10 GGGTGGGGATGACCC 888290 LOC340241 892430 889568 4140 892430 889568 4140 891703 891257 3413
Chr3 Normal NT_005825.15 TGTTCAAGGTGACCC 5561254 DDX30 5535036 5582319 26218 5557113 5582319 4141 5551385 5582247 9869
Chr15 Normal NT_010274.15 GGGCCATATTGACCT 6415824 MAN2A2 6411683 6429958 4141 6411683 6429948 4141 6412965 6421318 2859
Chr12 Complement NT_029419.10 AGGTCGTGGTGAGCC 10558324 LOC283389 10562468 10556855 4144 10562468 10556855 4144 10562198 10557150 3874
Chr1 Normal NT_004511.15 CGGTCAGCATGACAC 5034927 GJB3 5028341 5034400 6586 5030782 5034400 4145 5031915 5032727 3012
Chr8 Complement NT_008046.13 AGGTCGCAGTGAGCT 46283438 LOC137202 46287583 46256991 4145 46287583 46256991 4145 46282379 46256991 -1059
Chr1 Complement NT_031730.8 AGATCAGCCTGACCA 623583 LOC127065 627729 609312 4146 627729 609312 4146 627729 609312 4146
Chr1 Complement NT_077386.2 TGGTCAGCTTGTCCC 1708192 HEYL 1712361 1696849 4169 1712339 1696849 4147 1712318 1699200 4126
ChrX Complement NT_025965.11 AGGTCATAAAGACCT 545361 RENBP 549511 540002 4150 549511 540002 4150 549146 540018 3785
Chr11 Normal NT_033899.5 GGGTCAAGGTGCCCT 36481985 LOC253805 36477834 36481264 4151 36477834 36481264 4151 36478282 36478626 3703
Chr12 Normal NT_009714.15 GGGTCGGAGTTACCT 15765157 LOC341363 15761006 15826020 4151 15761006 15826020 4151 15761006 15826020 4151
Chr1 Complement NT_004511.15 GGGTCCACATGACCC 661918 LOC348399 666069 663706 4151 666069 663706 4151 666066 665406 4148
Chr8 Normal NT_008183.16 AGGTCAGGTTAACCA 18136488 LOC349223 18132337 18132899 4151 18132337 18132899 4151 18132337 18132899 4151
Chr2 Normal NT_022184.12 AGGGCAGCCTGACCC 53505664 WBP1 53501374 53503942 4290 53501509 53503942 4155 53501662 53503740 4002
Chr5 Complement NT_023089.13 GGGTCCCAGTGACCC 3609751 LOC133436 3613907 3613608 4156 3613907 3613608 4156 3613907 3613608 4156
Chr20 Complement NT_011387.8 AGGTTGCAGTGACCC 18383516 C20orf12 18387674 18304015 4158 18387674 18304015 4158 18374398 18305043 -9118
Chr6 Normal NT_007299.12 AGGTCACTTTGTCCA 1976240 LOC135519 1972082 2011824 4158 1972082 2011824 4158 1972082 2011824 4158
Chr9 Normal NT_078083.1 GGGCCGCCCTGACCC 37172 LOC349337 33014 50322 4158 33014 50322 4158 47557 50268 -10385
Chr11 Complement NT_033903.5 TGGTCAGGCTGATCT 7456124 FLJ22347 7460283 7443788 4159 7460283 7443788 4159 7460224 7443833 4100
Chr5 Normal NT_006576.13 GGGTCACTTTGTCCA 16366843 SALPR 16362684 16364535 4159 16362684 16364535 4159 16363039 16364448 3804
Chr2 Normal NT_022184.12 AGGTGGAACTGACCT 48021861 AMP18 48017637 48024044 4224 48017699 48024044 4162 48017742 48023887 4119
Chr10 Normal NT_008583.15 GAGTCAAGGCGACCC 21615265 LOC219700 21611103 21613807 4162 21611103 21613807 4162 21612876 21613289 2389
Chr17 Complement NT_010783.13 AGGCCAGCCTGACCA 17138705 GK001 17142905 17114543 4200 17142868 17114543 4163 17135467 17116173 -3238
Chr2 Complement NT_005416.10 CGGTCAAGGTGAGCT 1613849 STK25 1618014 1604116 4165 1618014 1604413 4165 1617430 1605057 3581
Chr1 Normal NT_004487.15 AGGTCAATTTAACCC 4728119 LOC343311 4723953 4744928 4166 4723953 4744928 4166 4724039 4744928 4080
Chr4 Normal NT_078017.1 AGGTTGTTGTGACCT 66330 LOC145125 62163 63779 4167 62163 63779 4167 62332 62631 3998
ChrY Normal NT_011903.9 AGGTCACTGTGACAA 1294410 LOC349454 1290242 1349358 4168 1290242 1349358 4168 1290242 1349358 4168
ChrX Normal NT_011651.13 TGGTCTCACTGACCT 12421790 TGIF2LX 12417622 12418446 4168 12417622 12418446 4168 12417651 12418376 4139
Chr11 Normal NT_033903.5 GGGGCAGCATGACCT 9322443 FLJ37045 9317802 9320382 4641 9318273 9318900 4170 9318273 9318900 4170
Chr15 Complement NT_010194.15 GGGTCCTTCTGACCC 48630190 LOC342107 48634360 48574649 4170 48634360 48574649 4170 48634360 48574649 4170
Chr12 Normal NT_009714.15 AGGTCAGCATGAACC 26371109 LOC349860 26366939 26737237 4170 26366939 26737237 4170 26366939 26737237 4170
Chr22 Normal NT_011520.9 GTGTCAGAATGACCG 1279411 LOC351028 1275241 1278562 4170 1275241 1278562 4170 1275241 1278562 4170
Chr19 Complement NT_011109.15 AGGTCTCGCTGACCT 7351545 LOC284402 7355717 7352565 4172 7355717 7352565 4172 7354150 7353743 2605
Chr9 Normal NT_023935.15 AGCTCATAACGACCC 11509022 BCE-1 11504849 11506186 4173 11504849 11506186 4173 11505516 11505770 3506
Chr16 Normal NT_037887.3 TGGTCAGGCTGATCT 2230824 DNASE1L2 2225741 2228635 5083 2226650 2228535 4174 2226742 2228343 4082
Chr2 Normal NT_005403.13 TAGTCAGTGTGACCT 48528631 HSPE1 48524105 48527509 4526 48524457 48527508 4174 48524498 48527320 4133
Chr2 Normal NT_005403.13 AGTTCACTCTGACCA 69298735 MR-1 69294449 69297003 4286 69294561 69297003 4174 69294593 69296819 4142
Chr6 Complement NT_007583.11 GAGTCACGCTGACCA 237508 LOC154449 241685 233450 4177 241685 233450 4177 234047 233463 -3461
ChrX Normal NT_011669.13 AGATCAGCCCGACCC 7406820 LOC158833 7402641 7406255 4179 7402641 7406255 4179 7402680 7405884 4140
Chr7 Complement NT_007933.12 AGGTCAAGAAGACCC 46253757 LOC136143 46257937 46257578 4180 46257937 46257578 4180 46257937 46257578 4180
Chr2 Normal NT_005403.13 AGGCCGCCGTGACCT 82736930 LOC51685 82732750 82736894 4180 82732750 82736894 4180 82732750 82736894 4180
Chr4 Normal NT_016606.15 GGGTCATCTAGACCA 2969199 MGC10084 2964989 2991511 4210 2965017 2991511 4182 2966248 2991194 2951
Chr1 Normal NT_021937.15 AGGTCAAGTTGAGCT 2207505 LOC350663 2203321 2219838 4184 2203321 2219838 4184 2203321 2219838 4184
Chr19 Complement NT_011109.15 TGGTCACCTTGCCCT 14858910 LOC284336 14863101 14860868 4191 14863101 14860868 4191 14862923 14862642 4013
Chr5 Complement NT_029289.9 TGCTCACAGTGACCC 11046022 LOC345610 11050213 10992291 4191 11050213 10992291 4191 11032205 11028576 -13817
Chr14 Complement NT_026437.10 GGCTCGTCTTGACCT 58090192 ALKBH 58094385 58059436 4193 58094385 58059436 4193 58090818 58060242 626
Chr20 Normal NT_011333.5 GGGTCATGCTCACCG 733672 LOC343570 729478 743797 4194 729478 743797 4194 729478 743797 4194
Chr20 Normal NT_011387.8 GGGTCAACTTCACCT 67466 DEFB126 63011 66391 4455 63270 66333 4196 63270 66333 4196
Chr2 Normal NT_015926.13 GGGTCACTGTGTCCA 142760 LOC351080 138564 291938 4196 138564 291938 4196 138564 291938 4196
ChrY Complement NT_011875.9 GGGTCAGCTTCACCA 7748197 FLJ39821 7752396 7704674 4199 7752396 7704674 4199 7723238 7716271 -24959
Chr8 Complement NT_008046.13 AGGTCACTGCAACCT 17122756 LOC286154 17126955 17124135 4199 17126955 17124135 4199 17125350 17125015 2594
Chr19 Complement NT_011109.15 AGATCAGCCTGACCA 15158458 LOC84518 15162657 15159391 4199 15162657 15159391 4199 15161407 15159523 2949
Chr9 Complement NT_008470.15 AGGTCTACCTGACCC 25458032 DKFZP727G051 25462232 25440602 4200 25462232 25440602 4200 25459645 25442848 1613
ChrX Complement NT_025302.11 AGGTCAGAAGGACCG 1170745 LOC352848 1174946 1128958 4201 1174946 1128958 4201 1174946 1128958 4201
Chr16 Normal NT_024812.10 AGCTCACTGCGACCT 755121 LOC283895 750919 751839 4202 750919 751839 4202 751283 751786 3838
Chr5 Complement NT_034772.4 AGATCAGCCTGACCA 36113031 CDKL3 36117786 36049137 4755 36117235 36058714 4204 36117235 36058846 4204
Chr19 Complement NT_011255.13 AGGTCACCATGGCCC 5512758 LOC148064 5516962 5516519 4204 5516962 5516519 4204 5516949 5516671 4191
Chr16 Normal NT_024812.10 TGGTGAGGCTGACCT 729117 LOC283892 724913 743828 4204 724913 743828 4204 724927 738920 4190
Chr6 Complement NT_007592.13 AGGTCGCAGTGAGCT 2086955 NEDD9 2091159 2041790 4204 2091159 2042515 4204 2091006 2043653 4051
Chr14 Normal NT_026437.10 AGGTCGCTGAGACCC 42470311 CHR14SYT 42466106 42488468 4205 42466106 42488468 4205 42467926 42487466 2385
Chr10 Normal NT_017795.15 AGGTGACCCTGACCC 427218 LOC118709 423011 437530 4207 423011 437530 4207 428037 429094 -819
Chr11 Normal NT_009237.15 GGGTCAAGCTCACCT 28021380 LOC119710 28017173 28097494 4207 28017173 28081924 4207 28032758 28081840 -11378
Chr14 Normal NT_026437.10 AGGTTGCAGTGACCC 41679464 LOC145387 41675256 41677051 4208 41675256 41677051 4208 41675647 41675919 3817
Chr11 Complement NT_009237.15 AGGTGATATTGACCA 21998935 C11orf8 22003144 21832878 4209 22003144 21832878 4209 22003024 21834119 4089
Chr17 Complement NT_010718.13 AGGTCAACATCACCA 17785199 GRAP 17789483 17763136 4284 17789409 17764222 4210 17789376 17764409 4177
Chr10 Normal NT_077569.2 GGCTCACTGCGACCT 498142 SPF45 493870 521735 4272 493932 520612 4210 501925 520415 -3783
Chr1 Normal NT_004511.15 GGCTCACTGCGACCT 2473822 EIF3S2 2469611 2478788 4211 2469611 2478788 4211 2469628 2478382 4194
Chr16 Complement NT_024797.13 AGGTAATGATGACCA 796660 LOC350316 800872 742324 4212 800872 742324 4212 800872 742324 4212
Chr11 Normal NT_009237.15 AGGTGATTCTGACCT 25300058 PRO1483 25295845 25297645 4213 25295845 25297645 4213 25296538 25296687 3520
Chr14 Normal NT_026437.10 AGGTCATAGTGAGCC 39029177 DACT1 39020843 39035077 8334 39024962 39033893 4215 39024962 39033893 4215
Chr4 Complement NT_022778.13 AGGTCTTTGTGACCT 8791125 LOC345098 8795340 8789072 4215 8795340 8789072 4215 8795340 8789072 4215
Chr22 Normal NT_011520.9 CGGTCCCTCTGACCC 7359542 LOC351046 7355326 7382936 4216 7355326 7382936 4216 7355326 7382936 4216
Chr9 Normal NT_008470.15 CGGTCAGGATGGCCC 33670235 DOLPP1 33666017 33675349 4218 33666017 33675349 4218 33670153 33673921 82
Chr20 Complement NT_011362.8 AGGGCAGGCTGACCA 16376573 LOC343611 16380791 16353759 4218 16380791 16353759 4218 16380791 16353759 4218
Chr20 Complement NT_011362.8 TGGTCACCGTGTCCC 22656077 ATP5E 22660333 22654253 4256 22660296 22656629 4219 22660202 22658257 4125
Chr11 Normal NT_033899.5 AGGTCGCAGTGAGCC 22210578 LOC349641 22206358 22236475 4220 22206358 22236475 4220 22206358 22236475 4220
Chr22 Normal NT_011520.9 TGGTCATCCTGAGCC 18723540 APOBEC3C 18719222 18723905 4318 18719319 18723877 4221 18719422 18723446 4118
Chr9 Normal NT_008413.15 GGGTCACCCTGTCCC 17573415 SH3GL2 17569068 17787120 4347 17569194 17787120 4221 17569241 17785741 4174
Chr2 Normal NT_022184.12 GGGTGGGATTGACCT 49947874 VAX2 49943652 49976505 4222 49943652 49976505 4222 49943684 49976266 4190
Chr20 Normal NT_011387.8 GGCTCAGAATGACCT 24884988 LOC343698 24880764 24881207 4224 24880764 24881207 4224 24880764 24881207 4224
Chr19 Normal NT_011109.15 GGGTCGTGGAGACCC 11694036 MRPS12 11689566 11691995 4470 11689812 11691875 4224 11690153 11691558 3883
Chr3 Normal NT_006014.14 GGGTCATCCAGACCT 1392953 GNAI2 1378797 1411850 14156 1388728 1411360 4225 1388841 1410195 4112
Chr15 Complement NT_010274.15 AGGTTGCAGTGACCT 6499027 PRC1 6503359 6474802 4332 6503252 6474802 4225 6503174 6475888 4147
Chr16 Complement NT_010542.13 AGGTCGAGATGACCG 672968 LOC283830 677194 670401 4226 677194 670401 4226 677083 671982 4115
Chr12 Complement NT_009775.13 AGGTCAGTGTGACCA 10236952 FLJ12448 10241179 10227727 4227 10241179 10227727 4227 10241156 10228835 4204
Chr6 Complement NT_023451.12 GGGTGGCGCTGACCT 978109 LOC345837 982337 960586 4228 982337 960586 4228 982337 960586 4228
Chr22 Normal NT_011520.9 TGGTCAGGCTGATCT 7709791 KIAA1648 7705562 7789234 4229 7705562 7789234 4229 7788197 7788571 -78406
Chr1 Normal NT_004559.10 TGGTCTTCCTGACCT 1972884 FLJ14124 1968654 1971140 4230 1968654 1971140 4230 1969350 1969850 3534
Chr9 Complement NT_008470.15 AGGTTGCAGTGACCC 33237471 MGC20486 33241701 33218575 4230 33241701 33218575 4230 33225688 33218658 -11783
Chr17 Complement NT_010641.13 GGCTCAGAGTGACCG 7397816 CASKIN2 7403279 7388101 5463 7402049 7388101 4233 7401643 7388919 3827
Chr16 Complement NT_024797.13 AGGTCACTCTGACGT 7837358 GCSH 7841699 7827259 4341 7841591 7827622 4233 7841574 7828162 4216
Chr12 Complement NT_029419.10 AGGTCATGGTCACCC 27581019 LOC341319 27585252 27495795 4233 27585252 27495795 4233 27585252 27495795 4233
Chr12 Complement NT_029419.10 GGGTCAAGGTGCCCA 15367148 LOC338785 15371382 15358538 4234 15371382 15358538 4234 15371350 15358962 4202



Chr17 Complement NT_010799.13 GGGTAGGGCTGACCT 1612402 UNC119 1616637 1610719 4235 1616637 1610719 4235 1616569 1611309 4167
Chr12 Complement NT_029419.10 ATGTCAGGCTGACCA 18987512 MIP 18991748 18988188 4236 18991748 18988188 4236 18991703 18988370 4191
Chr8 Complement NT_008046.13 GGGTCAAAGAGACCT 47525495 NDRG1 47529758 47469682 4263 47529731 47469682 4236 47516817 47471384 -8678
Chr3 Complement NT_006014.14 AGGACACATTGACCA 1470977 HYAL2 1475273 1470313 4296 1475215 1470313 4238 1472993 1470633 2016
Chr17 Complement NT_010783.13 TGGTCAGGCTGGCCT 1188160 OSBPL7 1192399 1177938 4239 1192399 1177938 4239 1190843 1178856 2683
Chr1 Normal NT_004464.15 AGATCAGCCTGACCA 1270026 HHLA3 1265786 1278997 4240 1265786 1278997 4240 1265926 1277505 4100
ChrX Normal NT_025965.11 GGCTCACCCTGACCA 629151 LOC286521 624910 626449 4241 624910 626449 4241 625094 625384 4057
Chr15 Complement NT_010194.15 GGGCCGCCGTGACCT 45800033 CYP1A1 45804275 45798282 4242 45804275 45798288 4242 45801836 45799228 1803
Chr9 Complement NT_008413.15 AGGTCATAAAGACCT 35016339 LOC158382 35020581 35018203 4242 35020581 35018203 4242 35019147 35018851 2808
Chr6 Normal NT_007592.13 CGGTCACGTTGACCT 34988762 SLC29A1 34984447 34999005 4315 34984520 34999005 4242 34992178 34998392 -3416
Chr3 Complement NT_078006.1 GGCTCACTGTGACCT 57995 DKFZp434B227 78298 1 20303 62238 7767 4243 62238 7767 4243
Chr19 Normal NT_011109.15 GGGTCAAATCCACCC 8092574 CD22 8088321 8106480 4253 8088330 8106480 4244 8091162 8105818 1412
Chr9 Normal NT_008470.15 TGGTGACTATGACCT 5324187 LOC349356 5319941 5320652 4246 5319941 5320652 4246 5319941 5320652 4246
Chr19 Complement NT_011295.10 TTGTCATCATGACCC 2023573 LOC147727 2027820 2025344 4247 2027820 2025344 4247 2025906 2025631 2333
Chr10 Complement NT_077567.2 GGGTAGGAGTGACCC 2718793 LOC340811 2723041 2692312 4248 2723041 2692312 4248 2723041 2692312 4248
Chr1 Complement NT_077913.1 TGGTCAGGTTGACCC 37864 Cab45 42143 27021 4279 42113 27021 4249 38905 27624 1041
Chr9 Normal NT_024000.15 GGGGCGGCGTGACCT 646535 LOC349247 642286 643410 4249 642286 643410 4249 642286 643410 4249
Chr19 Normal NT_011295.10 TGCTCACACTGACCC 3442581 FLJ14959 3438330 3451428 4251 3438330 3451428 4251 3438491 3450738 4090
Chr15 Complement NT_035325.4 TGATCACTCTGACCT 2522104 MGC27091 2526662 2382337 4558 2526355 2382337 4251 2483791 2384655 -38313
Chr20 Normal NT_028392.4 TGGTCACCTTCACCC 3930895 PROCR 3926545 3931933 4350 3926644 3931933 4251 3926726 3931384 4169
Chr1 Complement NT_004511.15 AGGTCATTCTGACAT 7277142 GRIK3 7281395 7048165 4253 7281395 7048165 4253 7281260 7049003 4118
ChrX Complement NT_011568.12 AGGTCAGCATGACCA 5468033 LOC347417 5472286 5412916 4253 5472286 5412916 4253 5472286 5412916 4253
Chr11 Normal NT_033927.5 TGGTCAGGCTGATCT 16897411 LOC349699 16893154 16927957 4257 16893154 16927957 4257 16923191 16927957 -25780
Chr16 Complement NT_037887.3 CGGTCACTCTCACCT 956724 FLJ12681 971595 843639 14871 960983 843639 4259 960981 844533 4257
Chr4 Complement NT_078015.1 AGGTCATGCTGACCA 35092 LOC348926 39352 29899 4260 39352 30498 4260 39278 31425 4186
Chr2 Normal NT_005120.13 GGGTCAGCACCACCT 4703019 RAMP1 4698006 4751216 5013 4698757 4751216 4262 4698789 4750895 4230
Chr3 Normal NT_005612.13 GGGTCAGAATGAACT 2706697 LOC285218 2702434 2737829 4263 2702434 2737829 4263 2702434 2737829 4263
Chr2 Complement NT_005058.13 GTGTCAACATGACCA 13599710 PRO0159 13603973 13601538 4263 13603973 13601538 4263 13602133 13601882 2423
Chr1 Normal NT_021973.15 AGGTCGCTGTGATCC 138281 GALNT2 133945 348935 4336 134017 348935 4264 134017 346193 4264
Chr2 Normal NT_005334.13 AGGCCAGGGTGACCC 5882981 KCNF1 5878717 5881044 4264 5878717 5881044 4264 5879247 5880731 3734
Chr11 Normal NT_033927.5 AGGTCAGCAGGACCT 2139120 INPPL1 2133972 2149178 5148 2134854 2149178 4266 2135058 2148426 4062
Chr2 Normal NT_022184.12 GGGTCAAGGTGGCCT 66701413 LOC351196 66697144 66701495 4269 66697144 66701495 4269 66697144 66701495 4269
Chr4 Normal NT_006307.14 AGATCACCTTGACCC 712260 CPZ 707855 734947 4405 707990 734944 4270 708029 734812 4231
Chr2 Complement NT_005403.13 TGGTCACAACGACCC 70079971 IHH 70084241 70078667 4270 70084241 70078667 4270 70084216 70079262 4245
Chr4 Complement NT_016606.15 AGGTCAGAATGCCCA 130410 LOC339953 134681 131297 4271 134681 131297 4271 133135 131345 2725
Chr3 Complement NT_005612.13 AGGTCACCCTCACCT 26421793 LOC344699 26426064 26362344 4271 26426064 26362344 4271 26426064 26362344 4271
Chr10 Normal NT_030059.10 GGGTCACCGTGCCCT 19862128 LALP1 19857821 19904553 4307 19857856 19904019 4272 19858272 19902998 3856
Chr11 Normal NT_033903.5 GGGTGGATTTGACCT 4428568 LOC283196 4424296 4426494 4272 4424296 4426494 4272 4425744 4426016 2824
Chr1 Normal NT_004610.15 GGCTCAGTCCGACCT 1616454 PRO1489 1612135 1614989 4319 1612181 1614989 4273 1613165 1613326 3289
Chr4 Normal NT_006307.14 TGGTCAATCTGTCCT 389234 HTRA3 384960 422301 4274 384960 422301 4274 385164 421331 4070
Chr1 Complement NT_031730.8 TGGTCATTTTGCCCC 22880 LOC343169 27154 14940 4274 27154 14940 4274 27154 14940 4274
Chr4 Normal NT_006316.15 AGGTTATTGTGACCG 14317727 LOC351764 14313453 14373130 4274 14313453 14373130 4274 14313453 14373130 4274
Chr12 Normal NT_029419.10 AGGGCAAAGTGACCA 20299049 LOC92979 20292206 20297499 6843 20294773 20296504 4276 20295023 20295986 4026
Chr1 Complement NT_077913.1 TGGTCAGGTTGACCC 37864 Cab45 42143 27021 4279 42143 27044 4279 38905 27624 1041
Chr15 Complement NT_010194.15 AGGCCAGCCTGACCA 40376196 LOC145693 40380475 40378057 4279 40380475 40378057 4279 40378874 40378581 2678
Chr3 Complement NT_005612.13 AGGTTGCAGTGACCC 60907821 LOC351521 60912100 60769575 4279 60912100 60769575 4279 60912100 60769575 4279
Chr6 Normal NT_078020.1 TGGTTAGCCTGACCT 1047286 LOC352170 1043005 1065350 4281 1043005 1065350 4281 1043005 1065350 4281
Chr17 Normal NT_010783.13 AGATCAGCCTGACCA 2585069 NESH 2580788 2593786 4281 2580788 2593786 4281 2581286 2593276 3783
Chr17 Complement NT_010718.13 CGGGCATGGTGACCC 6061633 GPS2 6071543 6054871 9910 6065915 6054871 4282 6071522 6058333 9889
Chr1 Complement NT_028050.12 GGGTCAAAATTACCT 3122243 LOC220670 3126525 3125497 4282 3126525 3125497 4282 3126447 3125563 4204
Chr11 Normal NT_008984.15 AGGTCACACTGACAG 6304695 LOC283265 6300413 6302468 4282 6300413 6302468 4282 6300413 6302468 4282
Chr18 Normal NT_010859.12 TGGTGACCCTGACCT 8759659 LOC284219 8755376 8757756 4283 8755376 8757756 4283 8755601 8755888 4058
Chr4 Normal NT_016354.15 AGGTGGGCCTGACCC 48247278 FGF2 48242994 48314521 4284 48242994 48314521 4284 48243296 48308682 3982
Chr7 Complement NT_007819.13 AGGTCTCAGTGACCT 2060865 LOC221929 2065149 2063417 4284 2065149 2063417 4284 2064680 2064384 3815
Chr2 Complement NT_022135.13 AGGCCACCTTGACCC 757885 LOC351092 762169 757817 4284 762169 757817 4284 762169 757817 4284
ChrX Complement NT_011786.13 GGCTCAATTCGACCC 8113399 GPC4 8117978 8003543 4579 8117684 8003543 4285 8117472 8005374 4073
Chr5 Normal NT_029289.9 TGGTCATCCTGACTT 9904856 MGC3265 9900525 9912152 4331 9900571 9912152 4285 9900636 9911154 4220
Chr2 Normal NT_005403.13 AGGTCAGTTTCACCT 19921466 IGRP 19917168 19923927 4298 19917180 19923927 4286 19917180 19923927 4286
Chr4 Normal NT_037623.3 TGGCCACTGTGACCC 21939 LOC345374 17653 25711 4286 17653 25711 4286 17653 25711 4286
Chr15 Complement NT_026446.12 GGCTCACTGTGACCT 2242190 LOC342218 2246477 2148621 4287 2246477 2148621 4287 2246477 2148621 4287
Chr17 Normal NT_010641.13 GGGTCCCTATGACCA 4235530 LOC146795 4231242 4243438 4288 4231242 4243438 4288 4231980 4232306 3550
Chr19 Normal NT_011295.10 GGGTCAGCGTGACAG 10061516 KIAA0616 10057227 10155803 4289 10057227 10151564 4289 10057315 10151092 4201
Chr5 Complement NT_034772.4 AGCTCGGCCTGACCC 36994596 LOC340073 36998888 36986946 4292 36998888 36986946 4292 36988644 36988279 -5952
Chr2 Normal NT_005334.13 AGGTTGCTGTGACCC 5274027 HPCAL1 5269693 5394436 4334 5269734 5394436 4293 5386578 5393641 -112551
Chr3 Normal NT_005825.15 AGGTCGCAGTGAGCC 2075200 DKFZp313N0621 2070248 2141576 4952 2070905 2141576 4295 2086912 2139811 -11712
ChrX Complement NT_011568.12 AGGTCACCCTGACAG 7828803 LOC286399 7833195 7827491 4392 7833098 7830765 4295 7833098 7830765 4295
Chr1 Complement NT_032977.5 CGGTTATAGTGACCT 12984042 MGC34837 12988337 12904978 4295 12988337 12904978 4295 12987226 12905256 3184
ChrX Complement NT_011669.13 AGGTCAGGGTGTCCA 7205250 LOC158835 7209546 7206136 4296 7209546 7206136 4296 7209105 7207402 3855
Chr4 Complement NT_022778.13 GGGTGGGAGTGACCC 6126903 LOC351678 6131199 6036369 4296 6131199 6036369 4296 6131199 6036369 4296
Chr13 Complement NT_024498.11 CGGCCACCTTGACCT 233240 LOC122076 237537 211643 4297 237537 211643 4297 237537 211643 4297
Chr11 Complement NT_033903.5 AGGCCATGATGACCA 4260669 LOC219980 4264966 4260217 4297 4264966 4260217 4297 4264966 4260217 4297
Chr2 Normal NT_022135.13 AGGTCATGCGGACCT 147865 LOC339693 143568 158105 4297 143568 158105 4297 143834 158075 4031
Chr21 Normal NT_011515.10 AGGTCTTTATGACCT 592645 MYL6P 588348 588992 4297 588348 588992 4297 0 0 592645
Chr17 Normal NT_010718.13 GGGTCACTGCAACCT 14963970 PIGL 14959661 15094248 4309 14959673 15068708 4297 14959678 15068349 4292
Chr12 Complement NT_029419.10 GGTTCACTCTGACCC 19644170 STAT6 19648494 19632501 4324 19648467 19632501 4297 19645367 19633661 1197
ChrX Complement NT_011669.13 GGTTCAATCTGACCA 9468235 CITED1 9472781 9467241 4546 9472534 9467247 4299 9468463 9467317 228
ChrX Normal NT_011568.12 GGCTCACTGCGACCT 3951725 LOC139914 3947426 3966691 4299 3947426 3966691 4299 3947426 3966691 4299
Chr19 Normal NT_077812.1 AGGGCGCGCTGACCT 593524 SNAPC2 589225 592130 4299 589225 592130 4299 589248 591645 4276
Chr17 Complement NT_010755.13 CGCTCACCTTGACCT 3991769 GCN5L2 3996069 3987854 4300 3996069 3987854 4300 3996045 3988390 4276
Chr1 Normal NT_004538.14 TGGTCACAGTGACTT 620000 LOC149149 615700 639507 4300 615700 639507 4300 638374 638781 -18374
Chr17 Complement NT_010783.13 CTGTCAAGGTGACCT 1897170 HOXB1 1901471 1900006 4301 1901471 1900013 4301 1901465 1900108 4295
Chr6 Normal NT_007592.13 TGGCCAAGCTGACCC 36316685 LOC221405 36312384 36315945 4301 36312384 36315945 4301 36313992 36314276 2693
Chr11 Complement NT_033899.5 AGGTCACTCTGTCCT 22287168 LOC341044 22291469 22248562 4301 22291469 22248562 4301 22291469 22248562 4301
Chr16 Complement NT_024812.10 AGGTTGCAGTGACCC 1836739 MGC5627 1841063 1834607 4324 1841040 1834688 4301 1840968 1835221 4229
Chr1 Normal NT_034383.4 GGCTCACTGCGACCT 232910 LOC257199 228607 281190 4303 228607 281190 4303 228607 281190 4303
Chr1 Complement NT_021877.15 CGGTCACTGTCACCT 7401609 LOC343395 7405914 7382085 4305 7405914 7382085 4305 7405914 7382085 4305
Chr2 Normal NT_022171.13 AGGTCCTTCTGACCA 400360 ZAP70 396055 422347 4305 396055 422347 4305 406524 421985 -6164
Chr8 Complement NT_077531.2 TGGTCAGGCTCACCT 1259942 LOC346695 1264250 1256230 4308 1264250 1256230 4308 1264250 1256230 4308
Chr6 Normal NT_023451.12 TGGTGACAATGACCT 3082990 LOC345841 3078681 3193601 4309 3078681 3193601 4309 3078681 3193601 4309
Chr8 Normal NT_023666.15 TTGTCACAATGACCC 788084 SCAM-1 776816 807325 11268 783775 807325 4309 786333 806554 1751
Chr12 Complement NT_009755.15 AGGTAACACTGACCC 4986712 LOC341508 4991024 4945666 4312 4991024 4945666 4312 4991024 4945666 4312
Chr1 Normal NT_004321.15 AGGTCAGAGTGCCCA 167486 LOC348388 163174 177821 4312 163174 177821 4312 163174 177821 4312
Chr5 Complement NT_023148.11 ATGTCAGCATGACCC 4788134 FLJ25534 4792447 4741446 4313 4792447 4742918 4313 4792151 4744323 4017



Chr7 Normal NT_007933.12 AAGTCACCCTGACCT 53683361 ATP6V1F 53679026 53682051 4335 53679047 53682051 4314 53679108 53681781 4253
Chr9 Complement NT_008470.15 GGGTCAGAATGACAC 9111244 LOC138804 9115558 9114953 4314 9115558 9114953 4314 9115558 9114953 4314
Chr16 Complement NT_024797.13 TGGTCAGGCTGGCCT 7854963 LOC283928 7859277 7846175 4314 7859277 7846175 4314 7855368 7854991 405
Chr9 Normal NT_008476.14 GGGTCATTATAACCT 3539694 C9orf10 3535378 3649594 4316 3535378 3647976 4316 3535403 3647879 4291
Chr5 Complement NT_006713.13 GGGCCAAGCTGACCC 11604739 LOC257159 11609055 11607340 4316 11609055 11607340 4316 11607857 11607525 3118
Chr16 Normal NT_024812.10 GGGTCATTCAGACCC 1233393 MGC4606 1228674 1232678 4719 1229076 1232678 4317 1229091 1232319 4302
Chr8 Complement NT_023666.15 AGGCCAGCCTGACCA 6717712 FBX16 6722123 6660217 4411 6722031 6660217 4319 6715251 6660532 -2461
Chr5 Normal NT_029289.9 TGGTCAGTTTGACCC 1238265 HARSL 1233946 1241817 4319 1233946 1241817 4319 1234162 1241065 4103
Chr19 Normal NT_011109.15 AGTTCACTGTGACCC 25173630 KIAA1827 25169311 25189846 4319 25169311 25189846 4319 25173457 25188182 173
Chr7 Normal NT_007758.10 AGGCCAGCCTGACCA 941572 LOC340242 937253 950133 4319 937253 950133 4319 948925 949914 -7353
Chr7 Normal NT_007933.12 GGGTAAAGCTGACCT 55970109 LOC136256 55965789 55966124 4320 55965789 55966124 4320 55965789 55966124 4320
ChrX Complement NT_011568.12 GGGTGGGAGTGACCC 9095056 LOC347337 9099376 8967314 4320 9099376 8967314 4320 9099376 8967314 4320
Chr15 Normal NT_010274.15 ATGTCACATTGACCA 6809810 LOC348112 6805490 6807310 4320 6805490 6807310 4320 6805494 6805853 4316
Chr20 Complement NT_028392.4 AGGTCACAATGAGCC 2421007 APBA2BP 2428994 2411662 7987 2425328 2411662 4321 2423966 2412404 2959
Chr21 Normal NT_011512.8 TGGTCATTTTGACCT 20932499 LOC284831 20928178 20930482 4321 20928178 20930482 4321 20928953 20929372 3546
Chr19 Complement NT_011255.13 AGGTCAGCCTGAGCA 2020939 moblak 2036304 2011037 15365 2025261 2011037 4322 2018559 2013394 -2380
Chr2 Complement NT_022184.12 AGGTCAAAAAGACCT 16710908 CDC42EP3 16715259 16687919 4351 16715232 16687919 4324 16689663 16688899 -21245
Chr22 Normal NT_011520.9 GGGCCACGGTGACCC 1381979 FLJ36046 1377655 1382184 4324 1377655 1382184 4324 1378040 1381928 3939
Chr11 Normal NT_033903.5 CGGTCACGGTGGCCT 13776080 IGHMBP2 13771735 13808458 4345 13771756 13808448 4324 13771805 13807588 4275
Chr2 Complement NT_022184.12 GGCTCAGAGTGACCA 6414857 FLJ32203 6419368 6416038 4511 6419183 6416038 4326 6418917 6416345 4060
Chr5 Complement NT_006713.13 CTGTCATGATGACCT 15568266 LOC254974 15572743 15572159 4477 15572592 15572159 4326 15572578 15572177 4312
Chr20 Complement NT_028392.4 AGGTCACTTAGACCA 731573 C20orf126 735968 728861 4395 735901 728861 4328 735856 729702 4283
Chr15 Normal NT_010194.15 CGGCCAGCCTGACCT 38276689 LOC338946 38272361 38273649 4328 38272361 38273649 4328 38272915 38273208 3774
Chr1 Normal NT_032962.4 AGGTCGACCTAACCT 96528 LOC339433 92200 94648 4328 92200 94648 4328 92446 94477 4082
Chr13 Complement NT_024524.12 GGGACAATCTGACCA 8314249 LOC145047 8318578 8318016 4329 8318578 8318016 4329 8318563 8318288 4314
Chr15 Normal NT_010274.15 GGGACACTCTGACCC 7984765 FLJ32831 7980434 8009874 4331 7980434 8009874 4331 7980906 8009157 3859
Chr5 Normal NT_006576.13 TGGTCAACTAGACCC 16965263 LOC345750 16960931 17023514 4332 16960931 17023514 4332 16984666 17023514 -19403
Chr5 Normal NT_006431.13 TGGTCAGGCTGGCCT 7039020 DKFZp761C169 7034399 7124153 4621 7034687 7123652 4333 7074701 7123322 -35681
Chr4 Normal NT_006238.10 GGGTCAGTCAGACCA 2006237 LOC345297 2001904 2011032 4333 2001904 2011032 4333 2001904 2011032 4333
Chr10 Complement NT_030059.10 GGGTCATATTTACCC 143075 SFTPD 147409 136055 4334 147409 136056 4334 144963 136156 1888
Chr1 Normal NT_034403.3 AGGTCGACCTAACCT 284526 LOC348384 280190 282646 4336 280190 282646 4336 280436 282475 4090
Chr6 Normal NT_034874.2 TGGTCCAAATGACCT 1133411 LOC282908 1129074 1131350 4337 1129074 1131350 4337 1129074 1131350 4337
Chr3 Normal NT_005927.15 AGATCAGCCTGACCA 11227584 HRH1 11223246 11233261 4338 11223246 11233261 4338 11229570 11231033 -1986
Chr4 Complement NT_022792.15 GGGTCACTGCAACCT 18131863 FACL2 18158794 18088276 26931 18136202 18088276 4339 18136189 18089800 4326
Chr8 Normal NT_008183.16 GGGTCAGCCTGACAT 27504826 LOC347030 27500487 27550283 4339 27500487 27550283 4339 27500487 27550283 4339
Chr15 Complement NT_010194.15 TGGTCAGTGTGACTC 28410147 LOC348090 28414487 28407278 4340 28414487 28407278 4340 28414487 28407278 4340
Chr20 Complement NT_011387.8 AGGTCATTTTGAACT 10721678 LOC350951 10726018 10703374 4340 10726018 10703374 4340 10726018 10703374 4340
Chr19 Complement NT_011295.10 TGGTCAGCAAGACCT 9766870 MAPA 9771229 9764761 4359 9771210 9764761 4340 9770274 9769972 3404
Chr19 Normal NT_011109.15 GGGTCACTCTCACCA 14221619 LOC350606 14217277 14269587 4342 14217277 14269587 4342 14217293 14269587 4326
Chr7 Complement NT_007758.10 TGGTCAGGCTGGCCT 793035 LOC202759 797379 784515 4344 797379 784515 4344 785722 784769 -7313
Chr12 Complement NT_029419.10 TGGTCATGTTGCCCT 30126085 LOC341326 30130429 30082347 4344 30130429 30082347 4344 30130429 30082347 4344
Chr16 Normal NT_019609.11 GGGTCAGAGCTACCC 1052219 LOC342381 1047871 1050907 4348 1047871 1050907 4348 1047871 1050907 4348
Chr1 Complement NT_004671.15 AGGTCATATTGAGCA 4379159 UCHL5 4383637 4339162 4478 4383507 4339886 4348 4383376 4340467 4217
ChrX Normal NT_011757.12 TGGCCAAATTGACCC 4092421 LOC352815 4088072 4129908 4349 4088072 4129908 4349 4088072 4129908 4349
Chr1 Complement NT_004391.15 GGGTCACCCTGCCCA 804358 IL22RA1 808726 785374 4368 808708 785374 4350 808685 786408 4327
Chr17 Normal NT_010783.13 AGGTCAGTATGACAA 9859035 LOC342600 9854685 9881829 4350 9854685 9881829 4350 9854685 9881829 4350
Chr6 Complement NT_025741.12 AGGTCAACCTGATCT 37189853 LOC345913 37194203 37193880 4350 37194203 37193880 4350 37194203 37193880 4350
Chr1 Complement NT_004836.14 TGGTCATCCTGGCCC 1474848 FLJ10359 1482969 1457326 8121 1479199 1457326 4351 1478311 1457561 3463
Chr4 Complement NT_022792.15 GGGTCACTGCAACCT 18131863 FACL2 18158794 18088276 26931 18136218 18088784 4355 18136189 18089800 4326
Chr6 Complement NT_007592.13 CGGACAAACTGACCC 47575337 LOC346244 47579693 47554712 4356 47579693 47554712 4356 47579693 47554712 4356
Chr14 Normal NT_026437.10 GAGTCATCATGACCA 6252679 LOC350014 6248323 6333225 4356 6248323 6333225 4356 6248323 6333225 4356
Chr10 Complement NT_025028.13 GGGTCAAGGGGACCA 389264 MGC23665 417826 293469 28562 393620 293469 4356 314072 293987 -75192
Chr9 Complement NT_008413.15 TGGTCAGGCTGATCT 32975539 APTX 32991627 32962610 16088 32979896 32962610 4357 32979890 32963497 4351
Chr9 Complement NT_008413.15 TGGTCAGGCTGATCT 32975539 APTX 32991627 32962610 16088 32979896 32962610 4357 32977761 32963497 2222
Chr9 Complement NT_008413.15 TGGTCAGGCTGATCT 32975539 APTX 32991627 32962610 16088 32979896 32962610 4357 32991603 32963683 16064
Chr9 Complement NT_008413.15 TGGTCAGGCTGATCT 32975539 APTX 32991627 32962610 16088 32979896 32962610 4357 32975990 32963497 451
Chr8 Complement NT_007995.13 AGGTTATCATGACCC 3053611 LOC346865 3057971 2942918 4360 3057971 2942918 4360 3057971 2942918 4360
Chr2 Normal NT_005403.13 AGGCCGCCGTGACCT 82736930 PTMA 82731673 82737582 5257 82732569 82737582 4361 0 0 82736930
Chr1 Normal NT_021937.15 AGGTCAGCATCACCT 519785 NMNAT 515421 555096 4364 515421 554881 4364 544066 554693 -24281
Chr15 Normal NT_010194.15 TGGTCAGGCTGATCT 12826218 MGA 12821853 12851750 4365 12821853 12851750 4365 12821934 12849089 4284
Chr17 Complement NT_010783.13 AGGTCATAATGACCC 11647127 MPO 11651495 11640401 4368 11651495 11640416 4368 11651318 11641216 4191
Chr8 Complement NT_008251.13 AGGTTGCAGTGACCT 369079 FGFR1 373448 317604 4369 373448 317604 4369 362276 318458 -6803
Chr15 Normal NT_026446.12 CTGTCACACTGACCC 2295278 LOC350219 2290907 2299326 4371 2290907 2299326 4371 2290907 2299326 4371
Chr7 Normal NT_007933.12 AGGTCAAAATTACCG 19262795 COL1A2 19258423 19294760 4372 19258423 19294760 4372 19258560 19293921 4235
Chr1 Complement NT_004511.15 AGGCCAAAGTGACCT 5147699 LOC253148 5152073 5132826 4374 5152073 5132826 4374 5151511 5133422 3812
Chr15 Complement NT_010194.15 GGGTCATGGCGACCT 45393201 LOC145809 45397578 45396650 4377 45397578 45396650 4377 45397384 45396902 4183
Chr3 Complement NT_029928.10 AGATCAGCCTGACCA 660502 MGC33212 664904 637824 4402 664879 637833 4377 664757 637932 4255
Chr18 Normal NT_010966.13 AGGTCCAGCTGACCC 24556790 LOC284263 24552412 24598922 4378 24552412 24598922 4378 24598418 24598705 -41628
Chr4 Normal NT_006316.15 AGGTCGGGGGGACCC 175129 LOC285479 170751 175511 4378 170751 175511 4378 174941 175309 188
Chr1 Complement NT_077383.2 AGGTCAATCTGACCT 443903 P29 448281 438479 4378 448281 438479 4378 448265 439064 4362
Chr20 Normal NT_028392.4 GTGTCATCATGACCA 2570422 C20orf178 2565884 2608937 4538 2566043 2608134 4379 2566043 2608134 4379
Chr17 Normal NT_010755.13 AGGTCACATAGACCA 4678040 FLJ40137 4673533 4686327 4507 4673661 4685376 4379 4673809 4684276 4231
Chr9 Complement NT_008476.14 AGGTCACACTGATCC 3530677 LOC158293 3535056 3529988 4379 3535056 3529988 4379 3534065 3531121 3388
Chr1 Normal NT_032962.4 GGGACATCTTGACCA 906960 ECM1 902524 908260 4436 902579 908032 4381 902682 907939 4278
Chr17 Complement NT_010641.13 GGGTCACGATGTCCT 6756520 FDXR 6760935 6750427 4415 6760901 6750430 4381 6760873 6750743 4353
Chr8 Normal NT_077531.2 AGGTCACACCTACCC 2697472 LOC203074 2693089 2721709 4383 2693089 2706362 4383 2693129 2706336 4343
Chr13 Complement NT_009952.13 AGGTCAGGGCCACCC 25337951 LOC341617 25342334 25328970 4383 25342334 25328970 4383 25342334 25328970 4383
Chr1 Normal NT_032977.5 GGCTCACTGTGACCT 8141347 LOC350705 8136964 8138015 4383 8136964 8138015 4383 8136964 8138015 4383
Chr2 Complement NT_022184.12 AGGTCCAAATGACCC 52151693 GAF1 52156077 52116443 4384 52156077 52116443 4384 52155837 52118581 4144
Chr14 Complement NT_026437.10 GGCTCACTATGACCT 57880850 LOC145501 57885234 57860781 4384 57885234 57860781 4384 57885177 57861979 4327
ChrX Complement NT_011786.13 AGGTCACAAAGACCT 15420817 LOC347490 15425203 15402743 4386 15425203 15402743 4386 15425203 15402743 4386
Chr20 Complement NT_011362.8 GGGCCACAGTGACCC 13233229 PTGIS 13237615 13173322 4386 13237615 13173322 4386 13237561 13177365 4332
Chr1 Normal NT_034403.3 GGGTCAGAGGGACCA 47739 LOC339431 43351 58665 4388 43351 58665 4388 44977 55624 2762
Chr18 Complement NT_010859.12 GGGACACCATGACCA 13712172 MGC24180 13716576 13655748 4404 13716562 13655748 4390 13672079 13656482 -40093
Chr19 Complement NT_011109.15 TGGTCAGGCTGATCT 18630195 SPK 18634608 18586940 4413 18634585 18586940 4390 18620255 18587036 -9940
Chr12 Normal NT_009759.15 AGGCCAGCCTGACCA 6406321 LOC341479 6401929 6407128 4392 6401929 6407128 4392 6401929 6407128 4392
Chr5 Normal NT_034772.4 TGGTCAGAGTGACAC 22219433 LOC51334 22215040 22438021 4393 22215040 22437983 4393 22231920 22437425 -12487
Chr20 Complement NT_011362.8 AGGTCACATCAACCT 9055554 C20orf10 9059948 9055443 4394 9059948 9055443 4394 9059791 9055462 4237
Chr2 Complement NT_005079.12 AGGTCACTGCAACCT 1841922 SAP130 1847118 1760246 5196 1846316 1760246 4394 1846186 1761029 4264
Chr6 Normal NT_034880.2 AGGTCAAGAGGACCT 4721079 CDYL 4646392 4895776 74687 4716682 4895776 4397 4717017 4894289 4062
Chr17 Normal NT_010718.13 GGGTCACTGTCACCT 17007403 SMCR7 17003006 17008230 4397 17003006 17008230 4397 17005172 17007215 2231
Chr11 Normal NT_033927.5 AGGTCGGGGGGACCC 1517733 LOC255620 1513262 1518115 4471 1513335 1518115 4398 1513384 1517633 4349
Chr10 Complement NT_030059.10 AGGTCGCAATGAGCC 9445681 LIPA 9612862 9411880 167181 9450080 9411880 4399 9445953 9413133 272



Chr22 Normal NT_011520.9 ATGTCACCCTGACCA 18750163 APOBEC3F 18745694 18758968 4469 18745763 18757754 4400 18746020 18757754 4143
Chr13 Normal NT_009799.12 TGGTCAGGCTGGCCT 10217651 C13orf12 10213251 10233059 4400 10213251 10233059 4400 10213322 10232239 4329
Chr1 Normal NT_077937.1 AGGTCACCCCAACCT 2021215 CGI-115 2016772 2063046 4443 2016815 2063046 4400 2016849 2062554 4366
Chr21 Normal NT_011515.10 TGGTCATTGTAACCT 526609 D21S2056E 522199 537895 4410 522209 537895 4400 522249 536393 4360
ChrX Normal NT_011568.12 TGGTCATTCTGGCCT 1876520 LOC347405 1872120 1924377 4400 1872120 1924377 4400 1872120 1924377 4400
Chr8 Normal NT_008046.13 AGCTCAAAATGACCT 10175338 LOC352491 10170936 10251251 4402 10170936 10251251 4402 10170936 10251251 4402
Chr19 Complement NT_011109.15 AGGTCACAGTGCCCT 30691732 MGC34079 30696168 30686431 4436 30696134 30686431 4402 30695969 30688108 4237
Chr11 Normal NT_033903.5 AGGCCAGCCTGACCA 12327610 CABP4 12320275 12327074 7335 12323207 12326913 4403 12323284 12326519 4326
Chr11 Complement NT_035113.4 TGGTCATGGTGTCCT 311199 CD151 315602 309658 4403 315602 309658 4403 312420 310300 1221
Chr8 Complement NT_008183.16 GGGTGGGAGTGACCC 27354754 LOC286157 27359158 27358336 4404 27359158 27358336 4404 27359029 27358634 4275
Chr17 Complement NT_010799.13 AGGTCAGCAAGACCA 7127645 LOC284094 7132050 7130116 4405 7132050 7130116 4405 7131769 7131344 4124
Chr14 Complement NT_026437.10 AGGTCAGAATGAACT 84303501 C14orf2 84307916 84298667 4415 84307907 84298668 4406 84301567 84299044 -1934
Chr4 Normal NT_016297.14 AGGTCGTAGTGAGCC 4981392 FLJ10983 4976941 5012352 4451 4976986 5012352 4406 4976998 5011876 4394
Chr13 Normal NT_024524.12 GGGTCACTATTACCG 53667087 LOC341739 53662679 53742349 4408 53662679 53742349 4408 53662679 53742349 4408
Chr16 Normal NT_037887.3 AGGCCAGGCTGACCC 1984377 SYNGR3 1979969 1984276 4408 1979969 1984276 4408 1980105 1983074 4272
Chr1 Normal NT_032977.5 GGGTCATTCTTACCC 19251007 PDE4B 18707111 19289167 543896 19246598 19288853 4409 19246984 19287272 4023
Chr6 Normal NT_007592.13 TGCTCAACATGACCC 10211289 LOC221649 10206879 10207332 4410 10206879 10207332 4410 10206879 10207332 4410
Chr4 Normal NT_016606.15 AGGTCACAAAGACCT 2110997 MGST2 2106587 2145072 4410 2106587 2145072 4410 2106839 2144967 4158
Chr1 Normal NT_004321.15 AGGACAGGGTGACCA 167587 LOC348388 163174 177821 4413 163174 177821 4413 163174 177821 4413
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3810062 3844501 4413 3828818 3843941 -14343
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3810062 3844501 4413 3833178 3843941 -18703
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3810062 3844501 4413 3810117 3843941 4358
Chr6 Complement NT_034880.2 GGCTCATACTGACCC 3208097 FLJ22174 3212511 3209209 4414 3212511 3209209 4414 3210803 3210342 2706
Chr5 Complement NT_077451.2 CGGTCAGGTTGGCCT 1512916 GRM6 1517330 1500538 4414 1517330 1500538 4414 1517151 1503864 4235
Chr19 Complement NT_011109.15 GGGTCAGAAAGACCT 26882811 TFPT 26887226 26878520 4415 26887226 26878520 4415 26886839 26878547 4028
Chr22 Normal NT_011522.4 GGATCATCCTGACCC 26124 LOC351064 21708 55502 4416 21708 55502 4416 21708 55502 4416
Chr1 Normal NT_004525.15 AGGTCACAAAGACCT 843963 LOC339497 839546 840336 4417 839546 840336 4417 839684 840146 4279
Chr1 Complement NT_030584.9 AGGTCATACTGGCCC 128005 MFAP2 132443 125339 4438 132423 125339 4418 129110 125757 1105
Chr12 Complement NT_009755.15 GGGTTGGCGTGACCC 2284476 NCOR2 2311937 2118058 27461 2288895 2118058 4419 2288894 2119045 4418
Chr1 Normal NT_004511.15 AGGTCAGAGTAACCA 5035203 GJB3 5028341 5034400 6862 5030782 5034400 4421 5031915 5032727 3288
Chr3 Normal NT_005927.15 AGGTCGCAGTGAGCC 9577362 LOC348822 9572941 9573216 4421 9572941 9573216 4421 9572941 9573216 4421
Chr18 Normal NT_010859.12 AGGTCAGGATCACCA 10107053 LOC342688 10102631 10134270 4422 10102631 10134270 4422 10102631 10134270 4422
Chr13 Normal NT_024524.12 AGGCCAGCCTGACCA 28195845 LOC349958 28191423 28325567 4422 28191423 28325567 4422 28191423 28325567 4422
Chr2 Complement NT_026970.9 GGGTCGGGGTGGCCT 1843252 LOC93082 1847675 1837214 4423 1847675 1837214 4423 1840457 1840044 -2795
Chr17 Complement NT_010783.13 AGGCCACCCTGACCA 5526143 CA10 5530567 5000873 4424 5530567 5000873 4424 5528345 5002144 2202
Chr14 Normal NT_026437.10 TGGACACAGTGACCT 46748976 LOC122438 46744550 46786059 4426 46744550 46786059 4426 46744550 46786059 4426
Chr20 Normal NT_011362.8 AGTTCAGATTGACCT 5043347 LOC200222 5038921 5040448 4426 5038921 5040448 4426 5039439 5040421 3908
Chr22 Complement NT_011520.9 AGGCCAACTTGACCA 18018011 CSNK1E 18103581 17995752 85570 18022438 17996978 4427 18019216 17998347 1205
Chr17 Normal NT_010663.13 GGCTCACCGTGACCT 887083 FLJ12171 882656 893942 4427 882656 893905 4427 882682 893097 4401
Chr17 Complement NT_010748.12 AGGTCGCAGTGAGCT 1948772 LOC339192 1953199 1943661 4427 1953199 1943661 4427 1953116 1952787 4344
Chr19 Complement NT_011109.15 AGATCAGTCTGACCA 22487127 LOC199799 22491584 22490875 4457 22491555 22490875 4428 22491528 22491010 4401
Chr11 Complement NT_009237.15 CGGTCAAGGTGCCCC 40845315 LOC338626 40849743 40848538 4428 40849743 40848538 4428 40849549 40848584 4234
ChrX Complement NT_011786.13 AGGTCAGCTTGGCCA 15823297 LDOC1 15827726 15826323 4429 15827726 15826323 4429 15827599 15827159 4302
Chr19 Complement NT_011109.15 GGGTCAGCTCGCCCC 11654141 SIRT2 11658579 11637420 4438 11658571 11637420 4430 11658379 11638013 4238
Chr19 Complement NT_011109.15 GGGTCAGCTCGCCCC 11654141 SIRT2 11658579 11637420 4438 11658571 11637420 4430 11652677 11638013 -1464
Chr2 Complement NT_005058.13 AGATCATTTTGACCA 3508881 LOC351235 3513312 3503656 4431 3513312 3503656 4431 3513312 3503656 4431
Chr14 Normal NT_026437.10 TGGTCAGGCTGATCT 1956511 LOC350005 1952078 1953367 4433 1952078 1953367 4433 1952078 1953367 4433
Chr18 Normal NT_010966.13 AGGTCATGCTGTCCC 24698132 SLC14A2 24684548 24752174 13584 24693698 24752174 4434 24693732 24751586 4400
Chr9 Complement NT_035014.3 AGGTCTGCCTGACCT 1452979 LOC340471 1457414 1434897 4435 1457414 1434897 4435 1457414 1434897 4435
Chr12 Normal NT_009759.15 AGGTCACCTTGACTG 4777039 KCNA6 4772603 4776839 4436 4772603 4776839 4436 4773469 4775058 3570
Chr17 Normal NT_010641.13 GGGTCACCCCGCCCC 9451541 LOC339153 9447105 9461019 4436 9447105 9449822 4436 9448451 9448771 3090
Chr19 Complement NT_011109.15 AGGTCAGGCTAACCT 16037461 PSG9 16041898 16025656 4437 16041898 16025656 4437 16041801 16025979 4340
Chr5 Normal NT_006713.13 ATGTCAGTGTGACCC 2318553 KIAA1998 2314115 2561203 4438 2314115 2543689 4438 2372809 2537106 -54256
Chr7 Complement NT_007819.13 AGGTCAGTGTGACTA 2435870 LOC221931 2440308 2438830 4438 2440308 2438830 4438 2440005 2439673 4135
Chr15 Normal NT_037852.3 AGCTCACTGCGACCT 489467 LOC283754 485029 493121 4438 485029 493121 4438 485076 491660 4391
Chr19 Complement NT_011109.15 GGGTCAGCTCGCCCC 11654141 SIRT2 11658579 11637420 4438 11658579 11637420 4438 11652677 11638013 -1464
Chr13 Complement NT_009952.13 TGGTCAATTTGTCCT 4713005 LOC349887 4717444 4680119 4439 4717444 4680119 4439 4717444 4680119 4439
Chr6 Normal NT_034874.2 TGGTCAACATCACCT 4017063 HLA-DQA2 4012604 4018066 4459 4012623 4017573 4440 4012623 4017573 4440
Chr11 Normal NT_033899.5 AGGTCACAGTGACCT 19957537 LOC341041 19953097 20154465 4440 19953097 20154465 4440 20053928 20106342 -96391
Chr6 Normal NT_033951.3 TGGTCAACATCACCT 4095890 HLA-DQA2 3992136 4096841 103754 4091449 4096400 4441 4091449 4096834 4441
Chr1 Complement NT_037485.3 GGGTCACTGCAACCT 1816523 LOC148354 1820964 1819475 4441 1820964 1819475 4441 1820938 1819839 4415
Chr22 Normal NT_011520.9 AGGCCAGCCTGACCA 3802776 CABIN1 3798334 3965165 4442 3798334 3965165 4442 3822535 3964733 -19759
Chr17 Complement NT_024871.10 GGGTCGCTGTGTCCC 1849437 LOC350481 1853879 1835202 4442 1853879 1835202 4442 1853879 1835202 4442
Chr6 Normal NT_007592.13 TGGTCAACATCACCT 23510943 HLA-DQA2 23506481 23511941 4462 23506500 23511453 4443 23506500 23511453 4443
Chr6 Complement NT_007592.13 AGGTCAAACCGCCCC 22632922 HSPA1L 22637401 22631956 4479 22637366 22631956 4444 22634309 22632384 1387
Chr6 Complement NT_033951.3 AGGTCAAACCGCCCC 3224450 HSPA1L 3228929 3223484 4479 3228894 3223484 4444 3225837 3223912 1387
Chr14 Normal NT_026437.10 GGGTCCAGGTGACCC 83929959 LOC350105 83925515 83939601 4444 83925515 83939601 4444 83925515 83939601 4444
Chr6 Complement NT_034874.2 AGGTCAAACCGCCCC 3081765 HSPA1L 3086245 3080799 4480 3086210 3080799 4445 3083152 3081227 1387
Chr12 Normal NT_019546.15 AGGTCAGAGAGACCT 18560087 LOC349776 18555642 18583818 4445 18555642 18583818 4445 18555642 18583818 4445
Chr3 Normal NT_005612.13 GGGTCACACCGACAC 34612038 LOC254057 34607591 34618753 4447 34607591 34618753 4447 34615477 34615806 -3439
Chr22 Normal NT_011522.4 GGCTCGCCCTGACCT 26155 LOC351064 21708 55502 4447 21708 55502 4447 21708 55502 4447
Chr17 Complement NT_010783.13 AGGTTGCAGTGACCC 18335900 FLJ32065 18340490 18331330 4590 18340348 18331330 4448 18340348 18339884 4448
Chr2 Normal NT_005334.13 GGGTCAGGTAGACCC 10841205 LOC130678 10836757 10837074 4448 10836757 10837074 4448 10836757 10837074 4448
Chr3 Normal NT_005612.13 AGGCCAGCCTGACCA 30853193 UMPS 30848741 30863156 4452 30848741 30863156 4452 30848847 30862459 4346
Chr3 Complement NT_005962.15 CGGCCACCTTGACCT 16944330 LOC344583 16948783 16872059 4453 16948783 16872059 4453 16948783 16872059 4453
Chr11 Normal NT_033927.5 GAGTCATTATGACCC 1523060 LOC341142 1518604 1530894 4456 1518604 1530894 4456 1518722 1530894 4338
Chr18 Normal NT_010966.13 GGCTCACTGCGACCT 685818 SNRPD1 681332 699306 4486 681362 699306 4456 681493 698201 4325
Chr10 Normal NT_008583.15 GGGTCACTGCAACCT 24087679 MGC33202 24083221 24088248 4458 24083221 24087146 4458 24083264 24086615 4415
Chr19 Complement NT_011109.15 AGATCAGCTTGACCA 13486359 FLJ12229 13491008 13465652 4649 13490818 13465652 4459 13488755 13466158 2396
Chr7 Normal NT_007933.12 AGGTCAAATTGACAT 31693101 PIK3CG 31688473 31730310 4628 31688642 31730310 4459 31690725 31728550 2376
Chr14 Normal NT_026437.10 AGCTCACTGCGACCT 55104688 C14orf111 55099914 55123462 4774 55100228 55123462 4460 55100228 55121674 4460
Chr2 Complement NT_005403.13 AGGTCAATATGATCT 25009797 LOC285083 25014258 25011672 4461 25014258 25011672 4461 25014194 25013826 4397
Chr3 Normal NT_005612.13 TGGTCATAATGTCCT 38844591 LOC348808 38840130 38992586 4461 38840130 38869156 4461 38840220 38845920 4371
Chr7 Complement NT_007933.12 AGGTCAGCATTACCC 39047120 LOC352374 39051581 38899578 4461 39051581 38899578 4461 39051581 38899578 4461
ChrX Complement NT_025965.11 GGGGCAGCCTGACCC 1049736 UBL4 1054275 1051335 4539 1054198 1053154 4462 1054198 1053154 4462
Chr7 Complement NT_007758.10 AGGTCACACTGCCCC 3040041 LOC352222 3044506 3012330 4465 3044506 3012330 4465 3044506 3012330 4465
Chr19 Complement NT_011109.15 GGGTCAGAGTGTCCC 27984567 PTPRH 27989064 27960806 4497 27989032 27960806 4465 27988991 27961308 4424
Chr10 Complement NT_008583.15 AGGCCAGGATGACCT 21091839 FLJ32820 21096305 21082143 4466 21096305 21082143 4466 21094283 21082280 2444
Chr5 Complement NT_006576.13 AGGGCAAAATGACCA 22822905 LOC345555 22827371 22739154 4466 22827371 22739154 4466 22827371 22739154 4466
Chr2 Normal NT_005403.13 GGATCATTCTGACCA 55335237 LOC129316 55330769 55331313 4468 55330769 55331313 4468 55330769 55331313 4468
Chr12 Complement NT_029419.10 TGGTCTCCCTGACCC 28174816 LOC283407 28179284 28003926 4468 28179284 28003926 4468 28107127 28004153 -67689
Chr19 Normal NT_011255.13 TGGCCAGGCTGACCT 4713621 PGSF1 4709152 4712568 4469 4709152 4712531 4469 4709246 4712316 4375
Chr6 Complement NT_033951.3 AGGTCACCTTGACCT 3368562 RDBP 3373078 3366128 4516 3373031 3366128 4469 3372486 3366341 3924



Chr6 Complement NT_034874.2 AGGTCACCTTGACCT 3225702 RDBP 3230218 3223268 4516 3230171 3223268 4469 3229626 3223481 3924
Chr14 Complement NT_026437.10 GGGTCACGGCAACCT 15507009 C14orf10 15597231 15474718 90222 15511479 15474718 4470 15511204 15474835 4195
Chr1 Complement NT_021979.15 CGGTCAAGTTTACCT 776341 LOC339408 780811 711619 4470 780811 711619 4470 780811 711619 4470
Chr6 Complement NT_007592.13 AGGTCACCTTGACCT 22776764 RDBP 22781234 22774330 4470 22781234 22774330 4470 22780689 22774543 3925
Chr11 Complement NT_009237.15 GGGTCGGTTTGATCC 2466466 LOC341262 2470938 2466616 4472 2470938 2466616 4472 2470938 2466616 4472
Chr19 Complement NT_011109.15 AGGTCAGTACGACTT 17196694 LOC284350 17201168 17198645 4474 17201168 17198645 4474 17201090 17200716 4396
Chr19 Complement NT_011295.10 TGGTCAATGTGCCCC 6197604 OR7C1 6202078 6199941 4474 6202078 6199941 4474 6201855 6200896 4251
Chr11 Normal NT_009237.15 TGGTCAATATCACCT 9821693 LDHA 9817170 9830497 4523 9817215 9830497 4478 9819494 9829932 2199
Chr19 Normal NT_011295.10 GTGTCACCATGACCA 5409542 WSX1 5405006 5426828 4536 5405064 5426828 4478 5405487 5425904 4055
Chr22 Complement NT_011519.10 AGGTCATAATGAACT 436631 MGC57211 454732 416522 18101 441113 416951 4482 441113 416951 4482
Chr20 Normal NT_011387.8 GGGTCAGGCTGCCCC 24874349 CST7 24869866 24880562 4483 24869866 24880562 4483 24870076 24880348 4273
Chr16 Normal NT_010498.13 GGGACACCGTGACCA 5402479 LOC350284 5397995 5399390 4484 5397995 5399390 4484 5397995 5399390 4484
Chr1 Complement NT_077929.1 AGATCAGCCTGACCA 494426 MCLC 498921 464961 4495 498910 467439 4484 485890 470123 -8536
Chr11 Complement NT_033927.5 TGGTCACTCTGTCCT 17361439 LOC349702 17365925 17341820 4486 17365925 17341820 4486 17365925 17341820 4486
Chr12 Complement NT_029419.10 GGCTCACCATGACCT 5268713 LOC341553 5273201 5243150 4488 5273201 5243150 4488 5273201 5243150 4488
Chr17 Normal NT_010799.13 AGGTCAGCATGTCCA 7350956 CCL11 7346467 7348979 4489 7346467 7348979 4489 7346608 7348489 4348
Chr1 Complement NT_004487.15 TGGCCAGGCTGACCC 7331226 LOC350744 7335715 7309281 4489 7335715 7309281 4489 7335561 7309281 4335
Chr8 Complement NT_008046.13 ATGTCACTCTGACCC 18562261 LOC352499 18566751 18490135 4490 18566751 18490135 4490 18566751 18490135 4490
Chr16 Normal NT_010393.13 AGGTTGCAATGACCT 11005486 MGC35048 11000996 11142125 4490 11000996 11142075 4490 11002847 11141088 2639
Chr10 Complement NT_030059.10 AGTTCACACTGACCC 18130101 CRTAC1 18229143 18063316 99042 18134593 18063316 4492 18115899 18063919 -14202
Chr17 Normal NT_010641.13 TGGTCAGGCTGAGCT 6261977 LOC350383 6257484 6262900 4493 6257484 6262900 4493 6257484 6262900 4493
Chr12 Complement NT_035243.4 GTGTCACCATGACCT 655627 GALNT9 660359 650704 4732 660123 650704 4496 658021 651438 2394
Chr12 Normal NT_029419.10 AGATCAACACGACCT 16574634 HOXC5 16554200 16572451 20434 16570138 16572451 4496 16570213 16571582 4421
Chr11 Normal NT_008984.15 TGGTCACTTTCACCT 11364 LOC349709 6867 106154 4497 6867 106154 4497 6867 106154 4497
Chr1 Normal NT_077913.1 CGGGCATGATGACCT 122694 FLJ90811 118196 121258 4498 118196 121258 4498 118226 120961 4468
Chr22 Normal NT_011519.10 AGATCAGCCTGACCA 1419502 LOC351020 1415004 1416287 4498 1415004 1416287 4498 1415800 1416287 3702
Chr6 Complement NT_007592.13 AGGTAACCATGACCA 17070624 HIST1H2BG 17075123 17074679 4499 17075123 17074679 4499 17075122 17074742 4498
Chr10 Normal NT_077569.2 AGGTGAGCATGACCC 971408 LOC340816 966908 988780 4500 966908 988780 4500 966908 988780 4500
Chr8 Complement NT_078037.1 GGGTCAGGTGGACCT 603832 GOR 608335 601743 4503 608335 601743 4503 607722 606766 3890
Chr15 Complement NT_037852.3 AGGACGAGGTGACCC 1001937 LOC283805 1006441 1005424 4504 1006441 1005424 4504 1006361 1005559 4424
Chr7 Normal NT_007933.12 GGCTCACTGCGACCT 23555773 LOC340331 23551269 23618097 4504 23551269 23618097 4504 23551269 23618097 4504
Chr15 Complement NT_010194.15 AGGTCAGAATCACCT 3940264 LOC342183 3944769 3918866 4505 3944769 3918866 4505 3944769 3918866 4505
Chr7 Complement NT_033968.4 GGCTCATGCCGACCT 6026392 LOC222026 6030898 6029400 4506 6030898 6029400 4506 6030874 6029400 4482
Chr3 Normal NT_006014.14 GGGTCACTGCAACCT 711502 BSN 706995 824049 4507 706995 824049 4507 707109 817345 4393
Chr9 Normal NT_024000.15 GGGTCAGGACCACCT 642457 LOC286257 637949 639519 4508 637949 639519 4508 637975 639336 4482
Chr7 Normal NT_033968.4 AGGTCACCCTGACGG 4203903 LOC222008 4199359 4226551 4544 4199394 4209593 4509 4199796 4207333 4107
Chr1 Complement NT_034471.3 GGGTCACGACTACCC 20531 LOC345824 25042 9856 4511 25042 9856 4511 25042 9856 4511
Chr22 Normal NT_011520.9 GGGTCCCGTTGACCA 6083299 SEZ6L 6078786 6167003 4513 6078786 6164311 4513 6079528 6164311 3771
ChrX Normal NT_025302.11 GGCTCACTGCGACCT 345186 CD99 340670 390790 4516 340670 390790 4516 340844 390287 4342
Chr22 Complement NT_011519.10 GGGTCATCGTGACTG 749777 CECR6 754401 749339 4624 754293 749339 4516 754167 752431 4390
Chr12 Complement NT_029419.10 AGGACGAGATGACCC 16498635 LOC338786 16503151 16500582 4516 16503151 16500582 4516 16500982 16500662 2347
Chr17 Complement NT_010663.13 GGGTCGTCATAACCC 95162 MAFG 99705 93552 4543 99678 93605 4516 95171 94591 9
Chr11 Normal NT_033899.5 GGGTTGTGTTGACCT 24521569 TECTA 24517053 24605193 4516 24517053 24605193 4516 24517053 24605193 4516
Chr18 Complement NT_010966.13 AGGTCAAGCTGAGCC 15436510 LOC342717 15441027 15406834 4517 15441027 15406834 4517 15441027 15406834 4517
Chr6 Complement NT_007299.12 TGATCACCTTGACCT 29301792 LOC352073 29306310 29298821 4518 29306310 29298821 4518 29306310 29298821 4518
Chr5 Normal NT_034772.4 AGGTCACTCCCACCC 93985 LOC285702 89466 90438 4519 89466 90438 4519 89466 90438 4519
Chr22 Normal NT_011519.10 GGGTGGGTGTGACCC 1416759 LOC200298 1412238 1414397 4521 1412238 1414397 4521 1412453 1412965 4306
Chr9 Complement NT_008470.15 AGCTCATTGCGACCT 33528010 KIAA1094 33532533 33530445 4523 33532533 33530445 4523 33532217 33530601 4207
Chr14 Complement NT_026437.10 AGGTCAAGCTGATCA 24840665 LOC341845 24845188 24680341 4523 24845188 24680341 4523 24845188 24680341 4523
Chr19 Normal NT_011109.15 GGGTCATTCTGATCA 23649403 KLK2 23644879 23652012 4524 23644879 23650050 4524 23644920 23650005 4483
Chr7 Normal NT_007758.10 GGTTCATCATGACCT 11438102 LOC340259 11433578 11436335 4524 11433578 11436335 4524 11435028 11435348 3074
Chr1 Normal NT_019273.15 TGGTCTGTGCGACCC 1591338 LOC343010 1586814 1614427 4524 1586814 1614427 4524 1587313 1614427 4025
Chr2 Complement NT_022184.12 AGGTCAAAGTGAGCC 65062363 LOC90784 65066888 65063947 4525 65066888 65063947 4525 65064430 65064104 2067
Chr16 Normal NT_010498.13 CGGTCACGGTGACCT 5624381 SLC12A3 5619836 5669147 4545 5619855 5668062 4526 5619861 5668030 4520
Chr10 Complement NT_008583.15 GGGTAATATTGACCT 15450068 LOC256328 15454597 15365550 4529 15454597 15365550 4529 15454597 15365550 4529
Chr7 Complement NT_007741.12 AGGTCATTGTGAGCC 1232077 LOC285890 1236607 1102946 4530 1236607 1102946 4530 1236552 1103515 4475
Chr17 Complement NT_010641.13 AGGTTGCAGTGACCT 7824448 FLJ00103 7828979 7797414 4531 7828979 7797683 4531 7825988 7802127 1540
Chr8 Complement NT_008183.16 AGGTCACAAAGACCT 13690341 LOC340428 13694874 13692056 4533 13694874 13692056 4533 13694721 13694374 4380
Chr16 Complement NT_010393.13 TGGTCAGGCTGATCT 14837369 KIAA1970 14841903 14806555 4534 14841903 14809561 4534 14841882 14809666 4513
Chr20 Normal NT_011362.8 AGGTCATAAAGACCT 18149735 DOK5 18145165 18320617 4570 18145197 18320617 4538 18258169 18319926 -108434
Chr20 Normal NT_011362.8 AGGTCATAAAGACCT 18149735 DOK5 18145165 18320617 4570 18145197 18320617 4538 18145394 18319926 4341
Chr13 Complement NT_024524.12 GGGCCAGGATGACCC 268458 LOC341620 272996 234749 4538 272996 234749 4538 272946 234749 4488
Chr1 Complement NT_077956.1 AGCTCACGCTGACCC 84655 LOC339495 89194 66432 4539 89194 66432 4539 79574 66979 -5081
Chr9 Complement NT_023932.15 AGCTCACAGTGACCA 683075 LOC349236 692482 683754 9407 687614 683754 4539 686950 685365 3875
Chr17 Normal NT_010783.13 GGCTCACTGCGACCT 20747472 RDGBB 20742586 21058436 4886 20742933 21057791 4539 20742933 21057665 4539
Chr13 Normal NT_009799.12 GGGTCATGGTGTCCG 8116426 WASF3 8111887 8243063 4539 8111887 8243063 4539 8196408 8239982 -79982
Chr2 Normal NT_005403.13 AGGTAGCTGTGACCT 8279298 GALNT5 8274757 8327943 4541 8274757 8327943 4541 8275029 8327199 4269
Chr19 Complement NT_011109.15 GGGTCACAATGATCA 2341852 LOC342866 2346393 2335016 4541 2346393 2335016 4541 2346279 2335016 4427
Chr3 Complement NT_005999.15 GGGTGGTGGTGACCT 4626677 C1orf1 4631219 4629043 4542 4631219 4629043 4542 4630892 4630287 4215
Chr22 Complement NT_011525.5 TGGTCACACTCACCT 590218 LOC348644 594763 590964 4545 594763 590964 4545 594763 590964 4545
Chr13 Complement NT_024524.12 GGGTCAGTCCCACCC 14832553 LOC347969 14837099 14836335 4546 14837099 14836335 4546 14837099 14836335 4546
Chr16 Normal NT_024797.13 GGGTCACTGTGACTT 11535313 LOC350336 11530767 11555495 4546 11530767 11555495 4546 11530812 11555495 4501
Chr9 Complement NT_008413.15 TGGTCAGGCTGATCT 32975539 APTX 32991627 32962610 16088 32980087 32962610 4548 32975990 32963497 451
Chr9 Complement NT_008413.15 TGGTCAGGCTGATCT 32975539 APTX 32991627 32962610 16088 32980087 32962610 4548 32977761 32963497 2222
Chr9 Complement NT_008413.15 TGGTCAGGCTGATCT 32975539 APTX 32991627 32962610 16088 32980087 32962610 4548 32991603 32963683 16064
Chr10 Normal NT_008583.15 AGGTCAGGATGACAT 24105664 KIAA0913 24101115 24112722 4549 24101115 24110841 4549 24101918 24110531 3746
Chr6 Complement NT_007592.13 AGGTCGCGGTGAGCC 22539513 LY6G6C 22544174 22540977 4661 22544062 22540977 4549 22544008 22541425 4495
Chr6 Complement NT_033951.3 AGGTCGCGGTGAGCC 3131085 LY6G6C 3135746 3132549 4661 3135634 3132549 4549 3135580 3132997 4495
Chr6 Complement NT_034874.2 AGGTCGCGGTGAGCC 2988364 LY6G6C 2993025 2989828 4661 2992913 2989828 4549 2992859 2990276 4495
Chr17 Complement NT_010718.13 AGGTCAGGCTAACCT 15709989 TNFRSF13B 15714539 15681536 4550 15714539 15681536 4550 15714526 15681998 4537
Chr22 Complement NT_011520.9 TGGTCAGGTTGCCCT 7701236 PITPNB 7705824 7638227 4588 7705787 7638229 4551 7705748 7641449 4512
Chr1 Complement NT_004559.10 AGTTCAGCACGACCC 2154340 HIST3H2A 2158892 2158000 4552 2158892 2158000 4552 2158836 2158444 4496
Chr7 Normal NT_007933.12 CGGTTATCCTGACCC 1145893 LOC340321 1141341 1142852 4552 1141341 1142852 4552 1142228 1142503 3665
Chr17 Complement NT_010641.13 TGGTCACATTCACCT 5116026 FLJ14775 5120644 5095666 4618 5120579 5095666 4553 5120408 5097829 4382
Chr7 Complement NT_033968.4 GGCTCACGCCGACCT 6026344 LOC222026 6030898 6029400 4554 6030898 6029400 4554 6030874 6029400 4530
Chr1 Complement NT_004487.15 AGGTCCTAATGACCT 7331160 LOC350744 7335715 7309281 4555 7335715 7309281 4555 7335561 7309281 4401
ChrX Complement NT_025965.11 AGGTCATGCTGAGCT 1109839 G6PD 1114395 1098532 4556 1114395 1098532 4556 1113296 1099141 3457
Chr5 Complement NT_023133.11 AGGTTGCAGTGACCC 4340623 KIAA1935 4345179 4327907 4556 4345179 4327907 4556 4330314 4328947 -10309
Chr6 Complement NT_007592.13 AAGTCATTGTGACCT 10896866 LOC221644 10901422 10894939 4556 10901422 10894939 4556 10901422 10894939 4556
Chr2 Complement NT_005403.13 AGGTCAAGGTGATCA 58788898 FZD5 58793480 58790054 4582 58793455 58790625 4557 58792800 58791043 3902
Chr9 Normal NT_019501.12 TGGTCACAGCGACCT 1731818 LOC158288 1727260 1728718 4558 1727260 1728718 4558 1728168 1728443 3650
Chr19 Normal NT_011255.13 TGGCCACGGTGACCC 987220 ABCA7 981245 1005571 5975 982661 1005571 4559 982661 1005424 4559
Chr2 Complement NT_022184.12 AGGCCGCGTTGACCC 53592435 LOXL3 53597017 53575878 4582 53596994 53575878 4559 53595693 53576665 3258



Chr16 Normal NT_037887.3 GGGTCGCAGTGAGCC 1767888 LOC197342 1763328 1771226 4560 1763328 1770629 4560 1765150 1766240 2738
Chr11 Normal NT_028310.10 GGGTCAGCCCCACCC 985792 LOC341028 981229 1048353 4563 981229 1048353 4563 981229 1048353 4563
Chr16 Complement NT_010505.13 TGGACATCATGACCT 2423688 LOC342327 2428251 2386675 4563 2428251 2386675 4563 2428251 2386675 4563
Chr12 Normal NT_078089.1 AGCTCACTGCGACCT 1463388 FLJ40346 1458770 1488563 4618 1458822 1487572 4566 1469344 1487132 -5956
Chr19 Normal NT_011295.10 TGGTCAGGCTGGCCT 10698991 KIAA0892 10694425 10731690 4566 10694425 10731690 4566 10694471 10729393 4520
Chr16 Complement NT_019609.11 AGCTCACTGCGACCT 1992505 LOC350312 1997071 1985053 4566 1997071 1985053 4566 1997071 1985053 4566
Chr22 Normal NT_011520.9 TGTTCACACTGACCC 19166945 MGAT3 19162379 19194493 4566 19162379 19194493 4566 19192413 19194008 -25468
Chr14 Complement NT_026437.10 AGGTCAGGCCAACCC 54169435 C14orf43 54174002 54106127 4567 54174002 54109906 4567 54126752 54111986 -42683
Chr6 Complement NT_007299.12 AGGTCATAAAGACCT 12094684 LOC346012 12099252 12053418 4568 12099252 12053418 4568 12099252 12053418 4568
Chr9 Complement NT_008413.15 AGATCAGCCTGACCA 35088587 STOML2 35093155 35089892 4568 35093155 35089892 4568 35093092 35090033 4505
Chr20 Normal NT_011362.8 AGGTCATAAAGACCT 18149735 DOK5 18145165 18320617 4570 18145165 18320617 4570 18145394 18319926 4341
Chr20 Normal NT_011362.8 AGGTCATAAAGACCT 18149735 DOK5 18145165 18320617 4570 18145165 18320617 4570 18258169 18319926 -108434
Chr6 Normal NT_007592.13 GGGTCACCCTGAACA 25008266 HMGA1 25001777 25011135 6489 25003695 25011135 4571 25005685 25009788 2581
Chr6 Normal NT_025741.12 GGGTCACTCCCACCC 17717388 LOC285757 17712815 17714119 4573 17712815 17714119 4573 17712815 17714119 4573
Chr11 Complement NT_028310.10 CGGTCAGGCTGACCT 5097340 PRKCDBP 5102050 5100351 4710 5101913 5100351 4573 5101879 5100566 4539
Chr19 Complement NT_011255.13 AGGTCACAGTGATCA 2656789 DIRAS1 2661364 2654566 4575 2661364 2654566 4575 2657804 2657208 1015
Chr22 Normal NT_011519.10 AGGTCAGGGCGCCCC 2900952 TBX1 2896376 2923266 4576 2896376 2923266 4576 2899317 2922695 1635
Chr3 Normal NT_005612.13 TGGTGACTTTGACCC 37504820 FLJ31265 37500154 37504465 4666 37500243 37504465 4577 37500284 37501721 4536
Chr11 Complement NT_033903.5 TGGACAAGGTGACCC 10642809 LOC347851 10647386 10643906 4577 10647386 10643906 4577 0 0 -10642809
Chr2 Complement NT_022184.12 TGGTCAGAGTGAACT 6414605 FLJ32203 6419368 6416038 4763 6419183 6416038 4578 6418917 6416345 4312
Chr12 Complement NT_029419.10 AGGTCAAGTTGAGCA 10366438 LOC341566 10371016 10360986 4578 10371016 10360986 4578 10371016 10360986 4578
Chr13 Complement NT_024524.12 GGGTCAAAATAACCT 11105132 KIAA0564 11109711 10715464 4579 11109711 10715464 4579 11109642 10716824 4510
Chr14 Normal NT_026437.10 AGGTGGGGGTGACCT 72713545 SLC24A4 72708966 72882636 4579 72708966 72882636 4579 72710267 72880013 3278
Chr14 Normal NT_026437.10 AGGTGGGGGTGACCT 72713545 SLC24A4 72708966 72882636 4579 72708966 72882636 4579 72712315 72880013 1230
ChrX Normal NT_011757.12 AGGTCACTTTGACTT 13097765 LOC286516 13093185 13103135 4580 13093185 13103135 4580 13093185 13103135 4580
Chr11 Normal NT_033927.5 AGGTCAGCCTGGCCA 3179180 P2RY6 3174592 3208693 4588 3174599 3207879 4581 3206593 3207579 -27413
Chr19 Normal NT_011295.10 GGGTCTTACTGACCG 12739959 LOC148203 12735377 12755743 4582 12735377 12755743 4582 12735585 12753927 4374
Chr1 Normal NT_037485.3 GGCTCACTGCGACCT 464063 EXTL1 459480 474141 4583 459480 474141 4583 460347 473047 3716
Chr20 Complement NT_030871.1 GGGTCAGGCTGTCCT 1142341 LOC284811 1146925 1144741 4584 1146925 1144741 4584 1145147 1144779 2806
Chr10 Normal NT_030059.10 GGCTCAGTCTGACCC 21235313 BA108L7 21229549 21239555 5764 21230727 21239555 4586 21233010 21237900 2303
Chr8 Complement NT_023684.15 GGGCCACGGTGACCA 583420 LOC286074 588006 587402 4586 588006 587402 4586 588002 587402 4582
Chr11 Normal NT_008984.15 AGGTAGAGTTGACCC 1176828 TYR 1172242 1290448 4586 1172242 1290448 4586 1172744 1290156 4084
Chr16 Complement NT_010552.13 AGGTCAGATTGTCCT 423765 LOC146439 428353 419110 4588 428353 422130 4588 422558 422152 -1207
Chr3 Normal NT_005962.15 AGGCCAAGGCGACCT 19210856 ECE2 19206267 19223281 4589 19206267 19223281 4589 19206405 19222488 4451
Chr5 Normal NT_006576.13 TGGTCAGGCTGATCT 25557618 FLJ10246 25553029 25589758 4589 25553029 25589758 4589 25553056 25553517 4562
Chr15 Normal NT_010194.15 GGGACACGGTGACCA 44782969 B7-H3 44763062 44793248 19907 44778379 44791695 4590 44778379 44791695 4590
Chr14 Complement NT_026437.10 AGGCCAGAGTGACCT 79894347 C14orf136 79898937 79897646 4590 79898937 79897646 4590 79898327 79897857 3980
Chr1 Complement NT_004433.15 AGGTCGGGCTGACTC 828129 KIAA0435 832719 758337 4590 832719 758337 4590 831523 760155 3394
Chr2 Complement NT_005058.13 GGGTTGAAATGACCT 18283425 LOC200589 18288015 18275874 4590 18288015 18275874 4590 18287965 18287230 4540
Chr15 Complement NT_078094.1 GGGTCACTATAACCT 133506 LOC339000 138096 100280 4590 138096 100280 4590 138096 100280 4590
Chr18 Normal NT_025028.13 CTGTCATGCTGACCC 5432116 LOC147072 5427525 5430014 4591 5427525 5430014 4591 5428580 5429452 3536
Chr1 Complement NT_004754.14 AAGTCAAAGTGACCT 4522566 NOTCH2 4527272 4369060 4706 4527158 4369060 4592 4526902 4372811 4336
Chr5 Normal NT_006713.13 AGGTGGTTCTGACCT 6571612 LOC345772 6567019 6661540 4593 6567019 6661540 4593 6567019 6661540 4593
Chr1 Complement NT_004559.10 AGGTCAGCCTGCCCT 2113031 TRIM17 2117665 2108959 4634 2117624 2109058 4593 2116091 2109220 3060
Chr16 Normal NT_037887.3 GTGTCATGGTGACCC 159916 HBAP2 155322 156704 4594 155322 156704 4594 0 0 159916
Chr2 Normal NT_005120.13 TGGTCATCCTGGCCT 4809 INPP5D 215 47083 4594 215 47083 4594 215 45888 4594
Chr10 Complement NT_077567.2 AGCTCACATTGACCC 2888812 LOC340812 2893406 2842368 4594 2893406 2842368 4594 2893406 2842368 4594
Chr2 Complement NT_005334.13 ATGTCAAACTGACCA 870112 LOC339785 874707 786955 4595 874707 786955 4595 874707 786955 4595
Chr2 Normal NT_005403.13 AGGTCACAGTGAGCA 78500825 HRB 78496201 78580664 4624 78496228 78579171 4597 78496471 78578544 4354
Chr10 Normal NT_030059.10 TGGTCCTTCTGACCC 7161558 SNCG 7156879 7161563 4679 7156961 7161563 4597 7157003 7161290 4555
Chr15 Complement NT_010274.15 AGGGCAAGATGACCT 7697097 LOC342139 7701695 7697571 4598 7701695 7697571 4598 7701695 7697571 4598
Chr16 Complement NT_037887.3 GGGGCGAACTGACCT 1779111 IGFALS 1783733 1780417 4622 1783710 1780422 4599 1783654 1780602 4543
Chr10 Normal NT_030059.10 GGCTCACTGCGACCT 14748733 HELLS 14744132 14808749 4601 14744132 14800413 4601 14744237 14799937 4496
ChrX Complement NT_011568.12 AAGTCAGAGTGACCG 11143832 SLC38A5 11148433 11136790 4601 11148433 11136796 4601 11146179 11137187 2347
Chr11 Normal NT_028310.10 ATGTCACATTGACCT 5824593 NALP14 5819991 5852712 4602 5819991 5852712 4602 5819991 5852712 4602
Chr1 Complement NT_077964.1 AGGTCGTCGTCACCC 89186 CDC2L2 165501 88586 76315 93790 89081 4604 93790 89107 4604
Chr1 Normal NT_004836.14 GGCTCACTGTGACCT 7706834 LOC284699 7702229 7702937 4605 7702229 7702937 4605 7702229 7702937 4605
Chr13 Normal NT_009952.13 AGGTCTCCCTGACCA 23033970 LOC349915 23029365 23049548 4605 23029365 23049548 4605 23029481 23049548 4489
Chr9 Normal NT_023935.15 GGGTCAGGTTGACAG 3933521 GDA 3894085 4036583 39436 3928915 4027962 4606 3929008 4027790 4513
Chr7 Complement NT_007933.12 AGATCAGCCTGACCA 23696614 DKFZp761L1417 23701221 23677696 4607 23701221 23677696 4607 23701068 23679263 4454
Chr3 Normal NT_005962.15 GGGTCACTGCAACCT 21600869 HRG 21596261 21608485 4608 21596261 21608485 4608 21596284 21608135 4585
Chr14 Complement NT_026437.10 GGGTCAGGTTGGCCA 3952797 AP1G2 3957407 3948904 4610 3957407 3948904 4610 3956651 3949086 3854
Chr12 Normal NT_009759.15 GGGCCACAATGACCT 4241809 CCND2 4237199 4268777 4610 4237199 4268777 4610 4237468 4263436 4341
Chr2 Normal NT_005058.13 AGGTGGTACTGACCT 997307 LOC129439 992697 994097 4610 992697 994097 4610 992721 993848 4586
Chr10 Complement NT_030772.8 AGTTCAAGATGACCA 258461 GDF10 263072 249695 4611 263072 249695 4611 262616 250476 4155
Chr11 Normal NT_033899.5 AGGTCAAAATGGCCA 26074733 KIAA1959 26070122 26226831 4611 26070122 26226831 4611 26070436 26224272 4297
Chr17 Complement NT_010783.13 AGGTCAGCGCGCCCT 1218574 LOC339204 1223186 1217864 4612 1223186 1217864 4612 1223186 1217864 4612
Chr17 Complement NT_010641.13 AAGTCAGCTTGACCA 7037786 HN1 7042574 7023150 4788 7042399 7023884 4613 7042296 7024001 4510
Chr12 Complement NT_029419.10 AGGTCGCGGTGAGCC 16828237 NFE2 16838127 16829204 9890 16832850 16829204 4613 16832338 16829464 4101
Chr17 Normal NT_030843.6 AGGTCTTTCTGACCT 1895158 DKFZp566O084 1890544 1956864 4614 1890544 1955122 4614 1890571 1954752 4587
Chr17 Normal NT_024871.10 GGGTGGTGCTGACCT 567892 CARD14 553958 584528 13934 563276 574399 4616 563889 574232 4003
Chr19 Normal NT_011109.15 GGGTCATTCTGATCA 23630977 KLK3 23626361 23632210 4616 23626361 23632210 4616 23626402 23631573 4575
Chr2 Complement NT_005079.12 AGGTCAGGACCACCT 4278371 LOC255447 4282989 4281589 4618 4282989 4281589 4618 4282965 4281838 4594
Chr5 Normal NT_034772.4 GGGTCACTGCAACCT 35760463 LOC345599 35755844 35756236 4619 35755844 35756236 4619 35755844 35756236 4619
Chr20 Complement NT_011362.8 TGGTCATGTGGACCC 14254836 LOC284752 14259457 14255557 4621 14259457 14255557 4621 14256699 14256328 1863
Chr12 Complement NT_029419.10 AGGTCAGAATGACCC 18240310 ITGA7 18244988 18221662 4678 18244933 18221662 4623 18244772 18222148 4462
Chr8 Normal NT_008046.13 AGGTCATTTTGACCT 46923815 LOC346939 46919191 46936564 4624 46919191 46936564 4624 46919191 46936564 4624
Chr22 Complement NT_011520.9 GGGTCAGGGTGCCCA 742320 MGC10963 746970 744630 4650 746944 744630 4624 746769 744738 4449
Chr20 Complement NT_011387.8 AAGTCATCATGACCA 5970052 C20orf75 5974677 5961425 4625 5974677 5961425 4625 5973445 5961668 3393
Chr19 Normal NT_011109.15 AGGTGACCCTGACCT 23195030 SPIB 23190405 23200436 4625 23190405 23200436 4625 23190410 23199532 4620
Chr22 Complement NT_011519.10 AGGGCAGGGTGACCT 3546354 LOC348600 3579964 3535479 33610 3550980 3535665 4626 3550815 3537877 4461
Chr7 Complement NT_007819.13 TGGTCAGGCTGGCCT 4458421 LOC349101 4463048 4456696 4627 4463048 4456696 4627 4462171 4457176 3750
Chr17 Complement NT_010663.13 GGGTCGGGTAGACCT 128640 LOC147111 133269 124492 4629 133269 124492 4629 132893 124945 4253
Chr2 Normal NT_022171.13 GGGTTGCTGTGACCT 12104092 LOC344558 12099462 12165328 4630 12099462 12165328 4630 12099462 12165328 4630
Chr19 Complement NT_011109.15 AGGTCACCACCACCC 16407579 TSLL2 16412209 16394740 4630 16412209 16394740 4630 16412160 16395700 4581
Chr4 Complement NT_022792.15 AGGTCGCAGTGAGCT 16363496 LOC254385 16368127 16362213 4631 16368127 16362213 4631 16368127 16362213 4631
Chr6 Normal NT_007422.12 TGGCCAGGCTGACCT 3061398 SLC22A3 3056766 3163355 4632 3056766 3163355 4632 3056793 3159429 4605
ChrX Normal NT_011568.12 AGGTCGCAGTGAGCT 9916814 USP11 9912182 9927595 4632 9912182 9927595 4632 9912182 9927197 4632
Chr5 Normal NT_006576.13 TGGCCACTGTGACCC 23360059 C7 23336270 23442857 23789 23355426 23409783 4633 23355426 23408421 4633
Chr17 Complement NT_010783.13 AGGTCGTAGTGACCC 12472216 TRIM37 12477094 12352984 4878 12476849 12368549 4633 12476804 12369720 4588
Chr17 Normal NT_010663.13 TGGACAGGCTGACCC 274998 LOC350394 270364 273401 4634 270364 273401 4634 270364 273401 4634
Chr12 Complement NT_009714.15 AGATCATCCTGACCA 5174086 LRP6 5178720 5032665 4634 5178720 5032665 4634 5178643 5033034 4557
Chr22 Complement NT_011522.4 AGGTCACCCTGTCCA 147854 LOC343901 152489 100188 4635 152489 100188 4635 125288 100188 -22566



Chr2 Complement NT_005334.13 AGGTGATGATGACCT 6632484 NTSR2 6637119 6624999 4635 6637119 6624999 4635 6636949 6625299 4465
Chr8 Complement NT_037704.3 AGATCAAAATGACCC 184294 VPS28 190465 185563 6171 188929 185563 4635 188891 185751 4597
Chr7 Complement NT_033968.4 GGCTCATGCTGACCT 6026262 LOC222026 6030898 6029400 4636 6030898 6029400 4636 6030874 6029400 4612
Chr3 Complement NT_005825.15 ATGTCACTGTGACCC 5108927 LOC285230 5113563 5111222 4636 5113563 5111222 4636 5112821 5112504 3894
Chr20 Normal NT_011362.8 AGGTCACTGCAACCT 12595973 ARFGEF2 12591335 12705438 4638 12591335 12703146 4638 12591335 12702644 4638
Chr19 Complement NT_011109.15 AGGTCATTCTGAGCA 8496931 FLJ22573 8501569 8497924 4638 8501569 8498371 4638 8500299 8498399 3368
Chr9 Complement NT_008476.14 AGGCCAGTTCGACCC 4718369 FBP1 4723008 4686574 4639 4723008 4686628 4639 4722797 4686868 4428
Chr4 Complement NT_016354.15 TGGTCAGGGTGACAC 7841489 HNRPDL 7846128 7839069 4639 7846128 7839069 4639 7845548 7841917 4059
Chr4 Normal NT_037622.3 TGGTCAAGGTGAGCC 1000722 FGFRL1 994770 1010515 5952 996082 1010515 4640 996104 1008965 4618
Chr10 Complement NT_008583.15 GGGTGAAGGTGACCT 18851205 LOC283056 18855845 18854916 4640 18855845 18854916 4640 18855738 18855394 4533
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 5399385 LOC349074 5404027 5397864 4642 5404027 5397864 4642 5403962 5397982 4577
Chr18 Normal NT_010966.13 AGGTCATGGTGAGCC 27559172 KIAA0427 27554529 27878686 4643 27554529 27878686 4643 27635039 27875032 -75867
Chr19 Complement NT_011295.10 GGGCCAGCATGACCT 8703796 KIAA1623 8708440 8696836 4644 8708440 8696836 4644 8708281 8697128 4485
Chr15 Complement NT_010274.15 TGGTCAGGCTGGCCT 11949269 LOC339026 11953913 11950515 4644 11953913 11950515 4644 11953913 11950515 4644
Chr2 Normal NT_022184.12 AGGCCACTGCGACCC 3056348 LOC285122 3051702 3057520 4646 3051702 3057520 4646 3056263 3057211 85
Chr17 Complement NT_010663.13 GTGTCAGAATGACCA 38699 ARHGDIA 43346 39705 4647 43346 39705 4647 41913 40859 3214
Chr22 Normal NT_011520.9 GGGTCACGCTGAGCA 22251528 dJ222E13 22246824 22267344 4704 22246881 22267344 4647 22246983 22267017 4545
Chr19 Normal NT_011109.15 AGGACGCCCTGACCC 19079757 HIF3A 19068532 19114908 11225 19075110 19111777 4647 19075143 19111097 4614
Chr4 Complement NT_016354.15 AGCTCAGTGTGACCA 44806618 LOC201989 44811354 44808109 4736 44811265 44809430 4647 44811241 44809580 4623
Chr1 Complement NT_026943.12 GGGTCATGTTGAGCA 1304236 GNG5 1308889 1300649 4653 1308884 1300733 4648 1308415 1304169 4179
Chr12 Normal NT_009775.13 AGGTCACAGTGAGCT 5895374 LOC341536 5890726 5934279 4648 5890726 5934279 4648 5890726 5934279 4648
Chr4 Normal NT_016354.15 AGATCAGCCTGACCA 54176048 LOC345007 54171400 54195682 4648 54171400 54195682 4648 54171400 54195682 4648
Chr1 Complement NT_004668.15 GGGTCAATATGACCC 2700368 EST1B 2705017 2671418 4649 2705017 2671418 4649 2704872 2672779 4504
Chr5 Normal NT_034772.4 AGGTCACAGTGAGCA 12979753 CAMK4 12974668 13240426 5085 12975102 13235766 4651 12975202 13235183 4551
Chr3 Normal NT_005612.13 AGGTTGTGGTGACCC 7847270 FLJ23047 7842619 7888560 4651 7842619 7888560 4651 7883148 7883546 -35878
Chr1 Normal NT_021877.15 AGATCAGCCTGACCA 4843867 LOC256338 4839216 4840416 4651 4839216 4840416 4651 4839378 4840037 4489
Chr5 Complement NT_023089.13 TGGTCAGTCTGAGCT 3131547 LOC351790 3136198 3091883 4651 3136198 3091883 4651 3136198 3091883 4651
Chr11 Normal NT_033899.5 GGCTCACTGTGACCT 20248958 APOC3 20244303 20247466 4655 20244303 20247466 4655 20244978 20247279 3980
Chr11 Complement NT_033899.5 AGGTCACGCTGAGCC 21286390 FXYD6 21291824 21251372 5434 21291046 21251372 4656 21257170 21254196 -29220
Chr4 Complement NT_016354.15 TGGTCAATCTGACAT 5654998 LOC351599 5659654 5622483 4656 5659654 5622483 4656 5659654 5622483 4656
Chr18 Normal NT_010859.12 GGGACACCATGACCA 11129912 LOC342844 11125253 11139678 4659 11125253 11139678 4659 11125253 11139678 4659
Chr22 Normal NT_011520.9 GGGTCACGCTGAGCA 22198213 SERHL 22193541 22205522 4672 22193552 22205522 4661 22193633 22202068 4580
Chr2 Complement NT_005079.12 TGGTCACTGTGACTT 4027894 LOC284988 4032556 4030705 4662 4032556 4030705 4662 4032101 4031892 4207
Chr20 Complement NT_011362.8 AGGTCAGAGTGACCT 20785625 LOC339583 20790287 20784430 4662 20790287 20784430 4662 20790145 20784476 4520
Chr1 Complement NT_004852.15 AGGTCATTTTTACCT 3249975 LOC199998 3254642 3251612 4667 3254642 3251612 4667 3252613 3252014 2638
Chr3 Normal NT_005962.15 AGGTCGCAGTGAGCT 27057960 LOC344903 27053293 27070669 4667 27053293 27070669 4667 27053293 27070669 4667
Chr10 Complement NT_008583.15 AGGTCGCAGTGAGCC 25050850 LOC255979 25055518 25054601 4668 25055518 25054601 4668 25055518 25054601 4668
Chr11 Normal NT_035113.4 GGGTCAGCCTGGCCG 832608 IFITM3 827938 829319 4670 827938 829319 4670 828175 829150 4433
ChrX Normal NT_011651.13 GGGTCAAGCAGACCT 23144464 SRPUL 23139759 23166858 4705 23139791 23166858 4673 23141886 23166550 2578
Chr16 Complement NT_037887.3 GGGCCAGCCTGACCC 1215281 TPS1 1220215 1218338 4934 1219954 1218338 4673 1219953 1219194 4672
Chr2 Complement NT_022184.12 TGGTCCCTCTGACCC 5353176 GPR113 5384603 5346974 31427 5357850 5348747 4674 5357850 5348747 4674
Chr6 Normal NT_025741.12 AGGTCACTCTAACCT 26459223 LOC352014 26454547 26567942 4676 26454547 26567942 4676 26454547 26567942 4676
Chr7 Complement NT_007758.10 TGGTCAGGCTGGCCT 10864824 LOC352237 10869500 10824236 4676 10869500 10824236 4676 10869500 10824236 4676
Chr8 Normal NT_078037.1 AGGTCGCAGTGAGCC 406849 CA2 402172 419647 4677 402172 419647 4677 402237 418944 4612
Chr19 Complement NT_011109.15 AGTTCAACGTGACCC 1763033 LOC342863 1767711 1759590 4678 1767711 1759590 4678 1767711 1759590 4678
Chr13 Complement NT_077627.2 TGATCAACTTGACCT 48631 LOC348012 53309 51642 4678 53309 51642 4678 51944 51663 3313
ChrX Complement NT_011651.13 GGCTCACTGTGACCT 636615 TAF9L 641293 631342 4678 641293 631342 4678 641204 633203 4589
Chr19 Normal NT_077812.1 GGGTCGGTGTCACCT 354407 MGC52424 349728 351736 4679 349728 351736 4679 351136 351702 3271
Chr18 Normal NT_010966.13 AGGCCACGCTGACCA 4103025 LOC350527 4098344 4105613 4681 4098344 4105613 4681 4098344 4105613 4681
Chr13 Complement NT_027140.5 AGGTCAGCCTGACTT 842206 LOC349989 846889 807778 4683 846889 807778 4683 846889 807778 4683
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6026214 LOC222026 6030898 6029400 4684 6030898 6029400 4684 6030874 6029400 4660
Chr6 Normal NT_007592.13 GGGTCAGAGTGACGG 32436646 LOC340207 32431962 32448547 4684 32431962 32448547 4684 32431962 32448547 4684
Chr11 Complement NT_033899.5 AGGTCACCTTGTCCA 37360437 LOC341094 37365121 37354664 4684 37365121 37354664 4684 37365121 37354664 4684
Chr12 Complement NT_029419.10 GGCTCACTGCGACCT 21913983 LOC341432 21918667 21650535 4684 21918667 21650535 4684 21918667 21650535 4684
Chr12 Normal NT_019546.15 GGGTCAGAGTGATCT 30481824 RFX4 30477140 30638771 4684 30477140 30609476 4684 30560782 30637437 -78958
Chr6 Normal NT_007592.13 AGCTCACTCTGACCC 22026760 LOC253018 22022075 22028277 4685 22022075 22028277 4685 22026837 22027127 -77
Chr21 Complement NT_030188.2 AGGTGGCCCTGACCC 815993 LOC255589 820679 817707 4686 820679 817707 4686 820152 819598 4159
Chr17 Complement NT_024871.10 TGATCATTTTGACCT 1756012 LOC284187 1760837 1751376 4825 1760698 1752715 4686 1760682 1755195 4670
ChrX Normal NT_025319.13 AGATCAAATTGACCT 4618733 LOC349414 4614047 4729804 4686 4614047 4729804 4686 4614047 4729804 4686
Chr9 Normal NT_008413.15 TGGTCAGAGGGACCT 3474439 PRO1600 3469753 3471485 4686 3469753 3471485 4686 3470237 3470434 4202
Chr10 Complement NT_030059.10 TGGTCATACTGACCA 14155529 LOC142901 14160216 14158230 4687 14160216 14158230 4687 14159711 14158262 4182
Chr6 Normal NT_033951.3 AGCTCACTCTGACCC 2621504 LOC282955 2616817 2623021 4687 2616817 2623021 4687 2621581 2621871 -77
Chr15 Complement NT_078095.1 TAGTCAGACTGACCC 169237 LOC350240 173925 161676 4688 173925 161676 4688 173925 161676 4688
Chr20 Complement NT_011362.8 TGGTCAGGCTGGCCT 8035909 LOC149703 8040599 8038237 4690 8040599 8038237 4690 8039667 8039395 3758
Chr6 Normal NT_034874.2 AGCTCACTCTGACCC 2473630 LOC282918 2468940 2475147 4690 2468940 2475147 4690 2473707 2473997 -77
Chr1 Complement NT_004511.15 GGTTCAGCATGACCA 1946543 COL16A1 1951234 1899433 4691 1951234 1899433 4691 1949379 1899837 2836
Chr7 Complement NT_033968.4 GGCTCATGCTGACCT 5399336 LOC349074 5404027 5397864 4691 5404027 5397864 4691 5403962 5397982 4626
Chr3 Complement NT_005825.15 AGGGCACCATGACCA 1093447 LOC351528 1098139 1086678 4692 1098139 1086678 4692 1098131 1086678 4684
Chr22 Complement NT_011519.10 AGGTCATCCTGCCCT 3073157 TXNRD2 3081665 3015190 8508 3077852 3015191 4695 3058618 3016778 -14539
Chr22 Complement NT_011519.10 AGGTCATCCTGCCCT 3073157 TXNRD2 3081665 3015190 8508 3077852 3015191 4695 3072042 3016778 -1115
Chr16 Normal NT_010498.13 AGCTCACAGTGACCT 4329198 CAPNS2 4324502 4325510 4696 4324502 4325510 4696 4324587 4325333 4611
Chr8 Normal NT_007995.13 GGGTTGCCATGACCT 278415 LEPROTL1 273719 316638 4696 273719 286354 4696 273803 284152 4612
Chr2 Complement NT_005403.13 TGGTCAGGCTGATCT 67101162 PECR 67105859 67062448 4697 67105859 67062448 4697 67105800 67063334 4638
Chr9 Normal NT_024000.15 GGGTGGAGCTGACCC 499323 PHP14 493465 496569 5858 494625 496569 4698 494962 496378 4361
Chr1 Normal NT_031728.8 TGGTCAGGCTGGCCT 120378 RAB4A 115614 149318 4764 115680 149318 4698 115888 147525 4490
Chr12 Complement NT_009714.15 AGGTCATGCTGCCCT 8128579 RERG 8133338 8019692 4759 8133278 8019692 4699 8129397 8021018 818
Chr19 Complement NT_011295.10 TGGCCAGGCTGACCC 10278384 FLJ13241 10283084 10279813 4700 10283084 10279813 4700 10283081 10281737 4697
Chr20 Normal NT_011362.8 GGGCCGAGCTGACCT 5043621 LOC200222 5038921 5040448 4700 5038921 5040448 4700 5039439 5040421 4182
Chr1 Complement NT_004511.15 AGATCAGCCTGACCA 8102085 MTF1 8106846 8061402 4761 8106785 8061402 4700 8104884 8062359 2799
Chr1 Normal NT_021973.15 GGGTCAGCTTGCCCA 138718 GALNT2 133945 348935 4773 134017 348935 4701 134017 346193 4701
Chr1 Complement NT_034389.4 AGGTAAAAGTGACCC 2435517 DPYD 2440219 1931674 4702 2440219 1931674 4702 2440219 1932649 4702
Chr17 Normal NT_024871.10 AGTTCAGGATGACCT 1742451 LOC146701 1737749 1749688 4702 1737749 1749688 4702 1747006 1749406 -4555
Chr13 Complement NT_009952.13 GGGTCGCAGTGAGCT 8333456 TGDS 8338186 8315951 4730 8338158 8315951 4702 8338065 8316711 4609
Chr7 Normal NT_007819.13 AGGTCAGAATGACGA 40802277 LOC352286 40797572 40842755 4705 40797572 40842755 4705 40797572 40842755 4705
Chr2 Normal NT_005120.13 GGGTCAATGCAACCT 4904855 SCLY 4900148 4937771 4707 4900148 4937771 4707 4900166 4937466 4689
Chr5 Complement NT_023089.13 GGGTGAGGACGACCT 502478 SLC9A3 507287 456163 4809 507185 456163 4707 507175 456232 4697
Chr11 Normal NT_033899.5 AGGTCACAGTGAGCT 26415936 LOC341056 26411226 26433050 4710 26411226 26433050 4710 26411226 26433050 4710
Chr8 Complement NT_037704.3 AGGTCGCAGTGAGCC 184217 VPS28 190465 185563 6248 188929 185563 4712 188891 185751 4674
Chr16 Complement NT_037887.3 AGGTCAGAATGACAC 2236786 DCI 2241663 2229396 4877 2241499 2229824 4713 2241491 2229904 4705
Chr17 Normal NT_010718.13 GGCTCACTGCGACCT 6464278 LOC284158 6459564 6486110 4714 6459564 6486110 4714 6461945 6485821 2333
Chr6 Complement NT_007592.13 AGGTCACAGAGACCT 5478109 LOC346110 5482823 5367809 4714 5482823 5367809 4714 5401384 5367809 -76725
Chr9 Complement NT_008470.15 AGGTCACTCAGACCC 32647519 LOC203245 32652235 32646151 4716 32652235 32646151 4716 32652015 32648342 4496
Chr19 Normal NT_011109.15 GGGTCGGAATGACCT 11889397 PAK4 11884655 11941674 4742 11884680 11938260 4717 11928412 11937437 -39015



Chr6 Complement NT_007592.13 GGGTCATACTGAACA 9222407 LOC221654 9227125 9225217 4718 9227125 9225217 4718 9227125 9225217 4718
Chr12 Normal NT_029419.10 AGGTCAGCAGGACCT 18153432 LOC121130 18148713 18183926 4719 18148713 18183926 4719 18148713 18183926 4719
Chr8 Complement NT_008046.13 GGGTCACCATGAACC 47287989 SLA 47335754 47269237 47765 47292709 47269237 4720 47292668 47271032 4679
Chr6 Complement NT_007592.13 AGATCAGCCTGACCC 32681244 TRFP 32685964 32671849 4720 32685964 32671849 4720 32685883 32671937 4639
Chr17 Complement NT_078100.1 AGGCCAAGGTGACCC 160106 FLJ22865 164878 125646 4772 164827 125752 4721 162520 126247 2414
Chr7 Complement NT_007819.13 AGGTCAGCGTGAGCC 45145662 LOC346466 45150384 45148583 4722 45150384 45148583 4722 45150384 45148583 4722
Chr11 Normal NT_033899.5 AGGTCGCAGTGAGCC 17209182 LOC143920 17204458 17205854 4724 17204458 17205854 4724 17204719 17205132 4463
Chr1 Normal NT_004668.15 TGGTCTCACTGACCT 7332359 LOC348420 7327635 7329117 4724 7327635 7329117 4724 7327677 7329117 4682
Chr2 Complement NT_005403.13 AGGTTGCAGTGACCC 51908396 PPIL3 51913336 51895017 4940 51913121 51895017 4725 51911675 51895455 3279
Chr20 Normal NT_011387.8 GGCTCAATGTGACCA 22960846 SSTR4 22956121 22957287 4725 22956121 22957287 4725 22956121 22957287 4725
Chr9 Complement NT_024000.15 GGGCCACAGTGACCC 186591 NOTCH1 191317 139976 4726 191317 139976 4726 191317 141602 4726
Chr20 Complement NT_011362.8 GGGTCATCTTGCCCG 9564454 C20orf165 9569182 9568036 4728 9569182 9568036 4728 9569137 9568064 4683
Chr14 Normal NT_026437.10 GGGTAATAATGACCC 70347064 TDP1 70341324 70431147 5740 70342336 70429724 4728 70349500 70429528 -2436
Chr12 Complement NT_009775.13 AAGTCACTATGACCA 6897206 FLJ25965 6901935 6742390 4729 6901935 6742390 4729 6901880 6742527 4674
Chr11 Complement NT_033899.5 TGGTCACTGTTACCC 22440370 G6PT1 22445266 22438745 4896 22445100 22438745 4730 22443758 22439300 3388
Chr1 Normal NT_021979.15 AGGTCAGGGTCACCC 1214647 ABCD3 1209877 1309989 4770 1209915 1309989 4732 1209939 1308589 4708
Chr19 Normal NT_011109.15 AGGTCACTGCAACCT 26977944 RPS9 26972800 27021052 5144 26973209 26979702 4735 26973243 26979633 4701
Chr16 Complement NT_010498.13 AGGTCGCAGTGAGCC 4625349 FLJ31547 4680155 4600851 54806 4630087 4600913 4738 4629938 4601148 4589
Chr15 Normal NT_010194.15 TGGTCACATTGTCCT 45896329 FLJ13993 45891589 45910534 4740 45891589 45904493 4740 45891594 45904344 4735
Chr15 Normal NT_010194.15 TGGTCACATTGTCCT 45896329 FLJ13993 45891589 45910534 4740 45891589 45904493 4740 45905443 45909093 -9114
Chr8 Normal NT_023684.15 AGGTGGGGCTGACCT 1131263 LOC51236 1126523 1129596 4740 1126523 1129470 4740 1126590 1128306 4673
Chr7 Normal NT_007819.13 AGGTCATGTGGACCA 30301985 GHRHR 30297244 30312749 4741 30297244 30312749 4741 30297292 30312467 4693
Chr3 Normal NT_005962.15 TGGTCAGGCTGGCCT 21601003 HRG 21596261 21608485 4742 21596261 21608485 4742 21596284 21608135 4719
Chr22 Complement NT_011520.9 AGGTCCCACTGACCT 18155515 KCNJ4 18160257 18131386 4742 18160257 18131386 4742 18133191 18131854 -22324
Chr9 Normal NT_078081.1 GGGTCATCACGAGCT 33602 LOC349331 28858 32677 4744 28858 32677 4744 29802 32623 3800
Chr20 Complement NT_011387.8 GGGTCATCATCACCA 20765930 LOC350961 20770674 20756143 4744 20770674 20756143 4744 20770674 20756143 4744
Chr11 Complement NT_033903.5 GGGACATGGTGACCA 1001714 LOC219453 1006459 1005512 4745 1006459 1005512 4745 1006459 1005512 4745
Chr15 Complement NT_010274.15 AGGTCAAAGGGACCA 6641323 LOC161671 6646069 6570798 4746 6646069 6570798 4746 6646069 6570798 4746
Chr2 Normal NT_005058.13 TGGTCAGCTTGCCCC 126876 FLJ38377 122129 131675 4747 122129 131675 4747 128662 131247 -1786
Chr1 Complement NT_032977.5 AGGTCAAGTTGACTT 11813566 LOC343204 11818313 11805214 4747 11818313 11805214 4747 11818313 11805214 4747
Chr7 Normal NT_030008.6 GGCTCAACTTGACCA 1582406 LOC349069 1577659 1714648 4747 1577659 1714648 4747 1577695 1714378 4711
Chr3 Complement NT_005825.15 GGGTCAGGGTGACAG 5306077 CSPG5 5310895 5294366 4818 5310825 5294622 4748 5310820 5294727 4743
Chr2 Complement NT_022184.12 GGGTCAAAATTACCC 43379934 LOC344434 43384683 43353583 4749 43384683 43353583 4749 43384683 43353583 4749
Chr17 Normal NT_024871.10 TGGTCATCCAGACCT 795394 FLJ35220 790644 813558 4750 790644 813558 4750 790672 811620 4722
Chr15 Complement NT_010194.15 AGGTGAGTGTGACCC 46844728 LOC342104 46849479 46837121 4751 46849479 46837121 4751 46849479 46837121 4751
Chr5 Complement NT_029289.9 AGGTCACTGCAACCT 2174588 HDAC3 2179340 2163371 4752 2179340 2163371 4752 2179285 2163963 4697
Chr6 Normal NT_025741.12 AGGCCAGCCTGACCA 51147202 FLJ23121 51024565 51241024 122637 51142447 51241024 4755 51142447 51213956 4755
Chr14 Normal NT_026437.10 AGGTCAGCCTGGCCC 80043847 KIAA1822 80039092 80066945 4755 80039092 80065754 4755 80043478 80062004 369
Chr17 Normal NT_010641.13 AGGGCACAGTGACCA 8564537 LOC283992 8559782 8561497 4755 8559782 8561497 4755 8560674 8561132 3863
Chr1 Complement NT_004671.15 AGGGCACAGTGACCT 7890400 LOC284691 7895156 7892912 4756 7895156 7892912 4756 7894560 7894285 4160
Chr15 Normal NT_078094.1 TGGTCAGGCTGATCT 251378 CYFIP1 246570 357486 4808 246620 357486 4758 279667 356924 -28289
Chr13 Normal NT_024524.12 GAGTCAAGTTGACCC 21015396 DKFZP434K1172 21010609 21014863 4787 21010638 21014863 4758 21014007 21014708 1389
Chr19 Normal NT_011109.15 AGGTGACACTGACCT 12445616 LOC350604 12440857 12456931 4759 12440857 12456931 4759 12440857 12456931 4759
Chr5 Complement NT_029289.9 AGCTCAACATGACCT 3223796 FGF1 3228878 3136051 5082 3228556 3136051 4760 3156620 3137783 -67176
Chr11 Normal NT_078088.1 GGGTCAGCCTGAGCA 104342 LOC283250 99582 103513 4760 99582 103513 4760 102407 102799 1935
Chr6 Complement NT_034874.2 AGGTTGCAGTGACCC 3073394 LSM2 3080872 3068579 7478 3078155 3068579 4761 3077937 3068937 4543
Chr6 Complement NT_007592.13 GGGTCAGTGTGACTG 34277029 DKFZP566C243 34281791 34276699 4762 34281791 34276699 4762 34281672 34277032 4643
Chr6 Complement NT_007592.13 AGGTTGCAGTGACCC 22624544 LSM2 22632029 22619729 7485 22629306 22619729 4762 22629088 22620087 4544
Chr6 Complement NT_033951.3 AGGTTGCAGTGACCC 3216068 LSM2 3223557 3211251 7489 3220830 3211251 4762 3220612 3211609 4544
Chr15 Complement NT_010194.15 TGGTCAGGCTGATCT 12621311 DKFZP727M111 12626075 12598988 4764 12626075 12598988 4764 12618934 12599351 -2377
Chr16 Complement NT_010393.13 AGGTCATGCTGACTC 14790268 GGA2 14795033 14748863 4765 14795033 14748863 4765 14794950 14752129 4682
Chr5 Normal NT_006576.13 AGGTTGCGGTGACCT 14642054 LOC202122 14637289 14648646 4765 14637289 14648646 4765 14637289 14648646 4765
Chr1 Complement NT_004536.14 GGCTCACCACGACCT 1344771 LOC350774 1349536 1346667 4765 1349536 1346667 4765 1349536 1346667 4765
Chr3 Normal NT_005962.15 AGGTGAGTCTGACCT 9794342 LOC254827 9789574 10735889 4768 9789574 10735889 4768 9789661 10733454 4681
Chr7 Complement NT_007819.13 AGGTCGGCATGAGCC 45145614 LOC346466 45150384 45148583 4770 45150384 45148583 4770 45150384 45148583 4770
Chr1 Complement NT_004836.14 AGGTCTTCATGACCT 967051 NID 971821 882493 4770 971821 883470 4770 971738 884526 4687
Chr20 Complement NT_011387.8 CGGTCAGACTTACCT 16162115 LOC343671 16166886 16053745 4771 16166886 16053745 4771 16166886 16053745 4771
Chr16 Normal NT_010498.13 TGGACAGGCTGACCT 6454233 DKFZp434I099 6449439 6486079 4794 6449461 6486079 4772 6452575 6485883 1658
Chr3 Normal NT_037565.3 GGGTGGACCTGACCT 1092943 STI2 1088170 1119365 4773 1088170 1119365 4773 1088304 1119254 4639
Chr4 Complement NT_037623.3 AGGGCGCTCTGACCT 221211 LOC92305 225986 220582 4775 225986 220582 4775 225466 222039 4255
Chr14 Normal NT_026437.10 TGGTCAGGATGACTT 45378474 FNTB 45373497 45449409 4977 45373698 45449409 4776 45373713 45448071 4761
Chr6 Complement NT_023451.12 AGGTCAGGCTCACCC 947982 LOC345836 952759 923413 4777 952759 923413 4777 952759 923413 4777
Chr16 Complement NT_010393.13 AGGTTGCAGTGACCC 12684039 LOC348160 12688816 12687722 4777 12688816 12687722 4777 12688771 12687722 4732
Chr15 Complement NT_010194.15 AGGTCACTGCAACCT 13534564 ZFP106 13539341 13494633 4777 13539341 13494633 4777 13539014 13499113 4450
Chr13 Complement NT_024524.12 AGGTCACTATAACCT 41655188 LOC122128 41659966 41605195 4778 41659966 41605195 4778 41659966 41605195 4778
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 6026119 LOC222026 6030898 6029400 4779 6030898 6029400 4779 6030874 6029400 4755
Chr5 Complement NT_077451.2 AGGCCACACTGACCA 1080169 COL23A1 1112762 759825 32593 1084949 759827 4780 1084233 760905 4064
Chr18 Normal NT_010859.12 GGGTCATTCTGACAG 12249167 CIDEA 12244320 12267594 4847 12244385 12267271 4782 12244385 12267271 4782
Chr2 Normal NT_005334.13 AGGTCGCAGTGAGCC 5520482 LOC344354 5515700 5536579 4782 5515700 5536579 4782 5515700 5536579 4782
Chr1 Normal NT_004754.14 AGGTCATCAGGACCC 368874 LOC343020 364091 406439 4783 364091 406439 4783 364091 406439 4783
Chr3 Normal NT_005612.13 GGGTCATGTTGCCCA 40918580 EPHB1 40913796 41378191 4784 40913796 41378191 4784 40914010 41377498 4570
ChrX Normal NT_011757.12 AGATCAGCCTGACCA 672131 OFD1 667325 701937 4806 667347 701937 4784 667658 701694 4473
ChrY Normal NT_011875.9 AGGTCATCTTCACCA 9667697 LOC140038 9662911 9702133 4786 9662911 9702133 4786 9662911 9702133 4786
Chr16 Normal NT_010505.13 GGGGCGTTCTGACCC 2534219 LOC342328 2529432 2546323 4787 2529432 2546323 4787 2529432 2546323 4787
Chr13 Complement NT_024524.12 AGGACATCCTGACCA 30927035 LOC349965 30931822 30622324 4787 30931822 30622324 4787 30931822 30622324 4787
Chr16 Complement NT_010393.13 AGGTCACTGTTACCT 14921057 FLJ21816 14925845 14887701 4788 14925845 14887701 4788 14925696 14887998 4639
Chr11 Complement NT_028310.10 AGGTCAGTATTACCA 3625821 LOC119692 3630611 3629640 4790 3630611 3629640 4790 3630611 3629640 4790
Chr18 Normal NT_025004.13 AGGTTGCAGTGACCC 1912057 LOC284276 1907267 1938438 4790 1907267 1938438 4790 1937881 1938300 -25824
Chr2 Complement NT_005403.13 AGGTTGCAGTGACCC 51908396 PPIL3 51913336 51895017 4940 51913186 51895017 4790 51911675 51895455 3279
Chr18 Normal NT_010859.12 AGGTAATGCTGACCT 7130012 LOC284218 7125221 7160119 4791 7125221 7160119 4791 7125221 7160119 4791
Chr17 Normal NT_010718.13 AGATCATCCTGACCG 6749401 GUCY2D 6744608 6762273 4793 6744608 6762273 4793 6744982 6758464 4419
Chr20 Complement NT_011362.8 TGGTCAGGCTGATCT 457963 LOC253715 463494 460024 5531 462756 460024 4793 461131 460703 3168
Chr1 Complement NT_004511.15 AGGTCAATAAGACCA 5274008 ZNF258 5279101 5228685 5093 5278801 5230943 4793 5277791 5231074 3783
Chr7 Normal NT_007933.12 GGGTCAGGAGGACCA 59507491 CALD1 59502697 59693681 4794 59502697 59692390 4794 59590781 59691389 -83290
Chr3 Normal NT_005927.15 TGGTCAAATAGACCT 3931413 LOC351535 3926619 3943195 4794 3926619 3943195 4794 3926619 3943195 4794
Chr21 Complement NT_011512.8 GGGTCATGTAGACCT 4642238 BTG3 4647127 4627843 4889 4647033 4627843 4795 4643333 4628282 1095
Chr19 Normal NT_011255.13 AGGCCAGCCTGACCA 441285 MADCAM1 436490 445342 4795 436490 445342 4795 436500 444965 4785
Chr19 Normal NT_011255.13 AGGCCAGCCTGACCA 441285 MADCAM1 436490 445342 4795 436490 445342 4795 441683 444965 -398
Chr11 Complement NT_033899.5 AGGTCATAGCTACCC 20641695 PCSK7 20646904 20619469 5209 20646490 20619469 4795 20644239 20620392 2544
Chr22 Complement NT_011520.9 AGGCCAGCCTGACCA 11494504 MGC50372 11499300 11462811 4796 11499300 11462811 4796 11498852 11463303 4348
Chr3 Normal NT_022459.12 AGGACAGGCTGACCA 9310247 LOC285295 9305447 9307205 4800 9305447 9307205 4800 9306266 9306769 3981
Chr5 Complement NT_006713.13 GGGTCACTGCAACCT 6515904 LOC345769 6520704 6475343 4800 6520704 6475343 4800 6520704 6475343 4800
Chr16 Normal NT_037887.3 GGGCCGCACTGACCC 163442 HBAP1 158640 159451 4802 158640 159451 4802 0 0 163442



Chr18 Complement NT_010966.13 AGGTCAGTATAACCT 3336495 OSBPL1A 3466935 3231115 130440 3341298 3231115 4803 3294169 3232245 -42326
Chr10 Normal NT_008818.14 GGGTCTCCCTGACCG 3312063 LOC283083 3307259 3308831 4804 3307259 3308831 4804 3307351 3307629 4712
Chr1 Complement NT_077938.1 GGGTCAGCAGGACCG 254083 LOC350861 258887 240913 4804 258887 240913 4804 258887 240913 4804
Chr1 Complement NT_021937.15 GGGTCACTGCAACCT 2493610 MGC33867 2498419 2491584 4809 2498414 2492059 4804 2498228 2492306 4618
Chr9 Complement NT_008413.15 AGGGCGAGGTGACCC 33387713 AQP7 33392518 33374949 4805 33392518 33374949 4805 33391261 33375004 3548
Chr13 Complement NT_024524.12 AGGTCGTCCTGACAT 34932581 LOC145078 34937387 34936170 4806 34937387 34936170 4806 34937224 34936556 4643
Chr10 Complement NT_078084.1 TGGGCAGACTGACCT 47415 LOC221011 52221 47987 4806 52221 47987 4806 52221 47987 4806
Chr1 Normal NT_032962.4 TGCTCACTGTGACCT 693092 MRPS21 688265 703010 4827 688285 702779 4807 688783 702658 4309
Chr2 Normal NT_022171.13 AGGTCAGTATTACCC 3111983 LOC129522 3107174 3109081 4809 3107174 3109081 4809 3107174 3109081 4809
Chr16 Normal NT_024797.13 AGGTCATCATGAGCG 8065078 GAN 8060266 8125631 4812 8060266 8125631 4812 8060410 8122892 4668
Chr10 Normal NT_008583.15 AGGTCACCGAGACCA 13449013 NRBF-2 13444201 13465931 4812 13444201 13465931 4812 13444379 13465126 4634
Chr3 Normal NT_005962.15 AGGTTGCAATGACCT 18204400 B3GNT5 18184069 18203635 20331 18199586 18203635 4814 18200050 18201186 4350
Chr16 Complement NT_010393.13 TAGTCATTATGACCT 14370491 KIAA1203 14375305 14348657 4814 14375305 14348657 4814 14375248 14352585 4757
Chr2 Complement NT_022184.12 TGGTCACCGTGACCA 49858849 FLJ39110 49863664 49851714 4815 49863664 49851714 4815 49863587 49852841 4738
Chr16 Complement NT_037887.3 TGGTCAGTTTCACCC 1812327 HAGH 1817163 1797229 4836 1817142 1799107 4815 1812971 1799285 644
Chr3 Complement NT_005612.13 GGGTCATTGTGACAA 49995701 LOC257039 50000516 49974117 4815 50000516 49974117 4815 50000516 49974117 4815
Chr4 Normal NT_006216.14 AGGACATTTTGACCT 3230838 PF4V1 3226023 3227211 4815 3226023 3227211 4815 3226090 3226849 4748
Chr11 Complement NT_033899.5 GGGTCAGACAGACCT 19144340 LOC283142 19149156 19147348 4816 19149156 19147348 4816 19148568 19148296 4228
Chr3 Normal NT_005825.15 AGGTCAGGCCAACCC 2898885 LOC344822 2894068 2948466 4817 2894068 2948466 4817 2899733 2948466 -848
Chr10 Normal NT_077570.1 AGGTGGGACTGACCC 222657 ANXA8 217767 241702 4890 217838 233869 4819 217943 233018 4714
Chr1 Normal NT_004511.15 AGGTCACAGCCACCC 5035602 GJB3 5028341 5034400 7261 5030782 5034400 4820 5031915 5032727 3687
Chr9 Normal NT_008470.15 AGGTCGCAGTGAGCT 9171486 LOC203326 9166665 9181230 4821 9166665 9181230 4821 9166665 9181230 4821
Chr7 Complement NT_033968.4 GGCTCACGCTGACCT 5399206 LOC349074 5404027 5397864 4821 5404027 5397864 4821 5403962 5397982 4756
Chr2 Complement NT_022184.12 AGGTTGCATTGACCC 11075935 LOC84661 11080834 11064791 4899 11080756 11064964 4821 11080458 11065186 4523
Chr5 Normal NT_006431.13 AGGCCAGCCTGACCA 12212523 KIF2 12166821 12246953 45702 12207699 12246953 4824 12207717 12246139 4806
Chr16 Normal NT_037887.3 GGGTCAGCCCGAGCC 631841 LOC146328 627017 628588 4824 627017 628588 4824 628082 628549 3759
Chr5 Normal NT_023133.11 AGGTCAGCATTACCC 1091825 LOC153743 1086999 1088395 4826 1086999 1088395 4826 1087132 1087749 4693
Chr17 Normal NT_010799.13 AGGTCAGTCTGACTC 3598545 LOC350462 3593719 3605805 4826 3593719 3605805 4826 3593738 3605805 4807
Chr1 Normal NT_032962.4 TGCTCACTGTGACCT 693092 MRPS21 688265 703010 4827 688265 702815 4827 688783 702658 4309
Chr9 Complement NT_008476.14 GGGTCAGGACCACCT 4404183 DKFZp434I1117 4409011 4401683 4828 4409011 4401683 4828 4405779 4401952 1596
Chr16 Complement NT_024812.10 AGGGCGTGCTGACCT 1438320 DKFZP434I2117 1449095 1436993 10775 1443148 1436993 4828 1442055 1437748 3735
Chr7 Complement NT_033968.4 GGCTCATGGCGACCT 6026070 LOC222026 6030898 6029400 4828 6030898 6029400 4828 6030874 6029400 4804
Chr14 Normal NT_026437.10 TGGTCAGGCTGATCT 54441327 C14orf45 54406100 54469607 35227 54436498 54452834 4829 54436557 54451443 4770
Chr7 Normal NT_007933.12 AGGTCATAAAGACCT 30953325 LOC222258 30948495 30949271 4830 30948495 30949271 4830 30948733 30949271 4592
Chr2 Normal NT_022171.13 TGGTCAGCATGACCT 12104292 LOC344558 12099462 12165328 4830 12099462 12165328 4830 12099462 12165328 4830
Chr8 Normal NT_023666.15 AGCTCATTTTGACCT 481791 POLR3D 476930 486426 4861 476961 482992 4830 477276 482335 4515
Chr16 Normal NT_037887.3 AGGTCATCTTGATCT 1768159 LOC197342 1763328 1771226 4831 1763328 1770629 4831 1765150 1766240 3009
Chr2 Complement NT_022327.12 AGGTCAGGGTCACCA 661326 DKFZp434C1714 667439 657975 6113 666158 657975 4832 665775 659580 4449
Chr7 Complement NT_007933.12 GGGTCACTGCAACCT 25003742 GPC2 25008579 25000814 4837 25008574 25000814 4832 25008406 25001437 4664
Chr16 Complement NT_010498.13 GGCTCACAGTGACCT 16694740 LCAT 16699828 16695210 5088 16699572 16695344 4832 16699561 16695364 4821
Chr4 Normal NT_016354.15 AGGTGAGGTTGACCT 55257711 LOC351637 55252879 55259936 4832 55252879 55259936 4832 55252879 55259936 4832
Chr1 Normal NT_004610.15 TGGTCATGAGGACCC 1852709 LOC149194 1847876 1850341 4833 1847876 1850341 4833 1848662 1848937 4047
Chr7 Complement NT_007758.10 GGGTCACACTGGCCT 10770502 TRIM50 10775335 10759785 4833 10775335 10759785 4833 10772035 10760167 1533
Chr1 Complement NT_004511.15 AGGTCAATAAGACCA 5274008 ZNF258 5279101 5228685 5093 5278842 5265665 4834 5277791 5231074 3783
Chr10 Normal NT_008583.15 AGGTCAAAATGAACT 9875646 LOC340872 9870810 9950611 4836 9870810 9950611 4836 9870810 9950611 4836
Chr7 Normal NT_007758.10 AGGTCAGACCGTCCC 2745516 LOC352221 2740680 2761492 4836 2740680 2761492 4836 2740680 2761492 4836
Chr17 Complement NT_010755.13 GGGGCATAGTGACCC 3355550 KRTHA5 3360390 3355663 4840 3360390 3355663 4840 3359981 3356030 4431
Chr7 Normal NT_007933.12 AGGTAATGTTGACCC 12214119 CROT 12209227 12263326 4892 12209276 12263326 4843 12212601 12262176 1518
Chr10 Normal NT_008583.15 AGGCCGCGGTGACCT 18066033 LOC340888 18061190 18062138 4843 18061190 18062138 4843 18061190 18062138 4843
Chr6 Normal NT_007422.12 TGGTCACCCTGTCCC 2619906 MAS1 2615063 2616449 4843 2615063 2616449 4843 2615329 2616306 4577
Chr3 Complement NT_006014.14 GGGTAACCCCGACCC 1498458 NPR2L 1503325 1499992 4867 1503301 1499992 4843 1503156 1500110 4698
Chr20 Normal NT_030871.1 CGGTCTCCACGACCT 5724 LOC350978 876 3331 4848 876 3331 4848 876 3331 4848
Chr3 Complement NT_005612.13 AGGTCACAGTGAGCT 67484439 ADMP 67489288 67462121 4849 67489288 67462121 4849 67463651 67463421 -20788
Chr4 Complement NT_022792.15 AGCTCAAATTGACCT 16492590 LOC345118 16497439 16477651 4849 16497439 16477651 4849 16497439 16477651 4849
Chr2 Normal NT_005403.13 AGGTAGAAGTGACCC 9711527 LOC344261 9706677 9719337 4850 9706677 9719337 4850 9706677 9719337 4850
Chr8 Normal NT_008183.16 AGGTCATTTTGACAA 27505339 LOC347030 27500487 27550283 4852 27500487 27550283 4852 27500487 27550283 4852
Chr5 Normal NT_034772.4 CAGTCACTGTGACCT 35596044 LOC340071 35591191 35665633 4853 35591191 35665633 4853 35591191 35665633 4853
Chr12 Normal NT_009714.15 AGGTCAGCATGAACC 26371109 LOC347945 26366255 26366759 4854 26366255 26366759 4854 26366255 26366759 4854
Chr1 Complement NT_004873.14 AAGTCATACTGACCT 776325 LOC350830 781179 750415 4854 781179 750415 4854 781179 750415 4854
Chr17 Complement NT_010799.13 AGGTCATCTAGACCG 139071 LOC348242 153260 136411 14189 143926 136411 4855 136752 136459 -2319
Chr1 Complement NT_004610.15 AGGTCAGGATGAACA 4216705 LOC348411 4221560 4217444 4855 4221560 4217444 4855 4221424 4218638 4719
Chr3 Normal NT_005999.15 GGGTCACTGCAACCT 1433417 NISCH 1428064 1466015 5353 1428562 1466015 4855 1428588 1465428 4829
Chr12 Normal NT_029419.10 AGGTCACTGTGGCCT 15695204 LOC144253 15690348 15691720 4856 15690348 15691720 4856 15690410 15690925 4794
Chr3 Complement NT_022517.15 GGCTCAGTGTGACCT 2878955 LOC344643 2883811 2758616 4856 2883811 2758616 4856 2883811 2758616 4856
Chr11 Complement NT_009237.15 AGTTCACACTGACCT 2070170 MRVI1 2116639 1995749 46469 2075027 1998411 4857 2074896 1998989 4726
Chr14 Complement NT_026437.10 AGATCAGCCTGACCA 14335421 EGLN3 14589065 14313462 253644 14340279 14314461 4858 14339997 14315136 4576
Chr6 Complement NT_007592.13 AGGTCAACTTGAGCC 24915448 LOC352126 24920311 24908911 4863 24920311 24908911 4863 24920311 24908911 4863
Chr10 Complement NT_030059.10 GGGTGGGAGTGACCC 15262876 CYP2C8 15267812 15235087 4936 15267740 15235087 4864 15267717 15235443 4841
Chr6 Complement NT_007422.12 GGGTCTGCCTGACCA 3865491 FLJ23112 3870355 3868497 4864 3870355 3868497 4864 3869763 3869315 4272
Chr7 Complement NT_007914.12 AGGTGAGGCTGACCA 11867162 PRKAG2 12117006 11795985 249844 11872027 11796950 4865 11872027 11797058 4865
Chr5 Normal NT_006713.13 GGGTCTTCATGACCT 6549751 LOC345771 6544884 6556741 4867 6544884 6556741 4867 6544884 6556741 4867
Chr6 Complement NT_007592.13 TGGCCAGGATGACCT 27090727 LOC346187 27095594 27079918 4867 27095594 27079918 4867 27095594 27079918 4867
Chr19 Complement NT_011109.15 TGGTCAGCGAGACCC 8768460 MGC15677 8773359 8768241 4899 8773328 8768241 4868 8770142 8768410 1682
Chr14 Complement NT_026437.10 AGGTCATGCTGGCCC 3313921 SKB1 3318789 3309866 4868 3318789 3309867 4868 3318698 3310241 4777
Chr16 Normal NT_019609.11 AGGTCGTGGAGACCC 1052740 LOC342381 1047871 1050907 4869 1047871 1050907 4869 1047871 1050907 4869
Chr1 Normal NT_037485.3 TGGTCAGGCTGGCCT 1649405 LOC148356 1644535 1646446 4870 1644535 1646446 4870 1644642 1645496 4763
Chr17 Complement NT_024871.10 TGGTCACCGTCACCC 1852348 LOC348253 1857218 1856693 4870 1857218 1856693 4870 1857043 1856693 4695
Chr7 Normal NT_007933.12 TGGTCAGGCTGATCT 24394729 VIK 24389859 24395912 4870 24389859 24395912 4870 24391767 24395266 2962
Chr1 Normal NT_004836.14 GGCTCACGGTGACCT 1305910 EDARADD 1254921 1391367 50989 1301039 1391367 4871 1301104 1389308 4806
Chr1 Normal NT_004836.14 GGCTCACGGTGACCT 1305910 EDARADD 1254921 1391367 50989 1301039 1391367 4871 1302289 1389308 3621
Chr1 Complement NT_077967.1 GGGTCAAGATGAGCT 799898 LOC348506 804769 782100 4871 804769 782100 4871 804769 782100 4871
Chr17 Complement NT_010748.12 AGGTCTGTTTGACCC 1706312 LOC342583 1711184 1699704 4872 1711184 1699704 4872 1711184 1699704 4872
Chr13 Normal NT_027140.5 GGGTGGCTCTGACCC 1739934 TFDP1 1735023 1791508 4911 1735061 1791508 4873 1736159 1790588 3775
Chr1 Normal NT_028054.12 AGGGCACTCTGACCA 817185 MGC33488 812311 822704 4874 812311 820680 4874 812338 820196 4847
Chr19 Normal NT_011295.10 AGGTCGCGGTGAGCC 3712402 LOC339372 3707526 3707876 4876 3707526 3707876 4876 3707526 3707876 4876
Chr5 Normal NT_029289.9 GGGTCATGTTCACCA 10277674 PERC 10272792 10390204 4882 10272798 10390062 4876 10272843 10390058 4831
Chr6 Complement NT_007592.13 AGGACAGCCTGACCC 34270674 LOC221424 34275551 34271834 4877 34275551 34271834 4877 34274650 34272103 3976
Chr7 Complement NT_033968.4 GGCTCACGCCGACCT 6026021 LOC222026 6030898 6029400 4877 6030898 6029400 4877 6030874 6029400 4853
Chr10 Normal NT_008583.15 GGGTCACTGCAACCT 18190115 LOC283055 18185238 18185797 4877 18185238 18185797 4877 18185645 18185689 4470
Chr6 Complement NT_025741.12 GTGTCAATATGACCA 40971198 MAP7 40976386 40768302 5188 40976075 40768861 4877 40975975 40769795 4777
Chr1 Normal NT_004483.15 TGGTCAGGCTGATCT 144585 DNAJB4 113944 152064 30641 139707 152064 4878 139866 151002 4719
Chr16 Normal NT_010498.13 AGGTCACTGCAACCT 18892242 FLJ10079 18869695 18913082 22547 18887363 18913082 4879 18887385 18912436 4857
Chr1 Normal NT_077913.1 AGGTCAGAACCACCC 47258 B3GALT6 42377 44230 4881 42377 44230 4881 42391 43380 4867



Chr1 Complement NT_004350.15 AGGTCACGGTGGCCT 86720 PEX10 91601 83834 4881 91601 83834 4881 91532 84796 4812
Chr9 Complement NT_008413.15 AGGTCAGGGCAACCT 2862478 LOC352683 2867361 2865850 4883 2867361 2865850 4883 2867361 2865850 4883
Chr5 Complement NT_023089.13 AGGTGAAGGTGACCC 502302 SLC9A3 507287 456163 4985 507185 456163 4883 507175 456232 4873
Chr8 Normal NT_028251.10 TGCTCACGCTGACCT 5472617 C8orf17 5467733 5470497 4884 5467733 5470497 4884 5468847 5469146 3770
ChrX Complement NT_011757.12 AGATCAGCCTGACCA 662294 SEDL 667184 644829 4890 667178 644829 4884 652549 646993 -9745
Chr7 Complement NT_007819.13 AGGTCAGCGTGAGCC 45145499 LOC346466 45150384 45148583 4885 45150384 45148583 4885 45150384 45148583 4885
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3809589 3844501 4886 3828818 3843941 -14343
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3809589 3844501 4886 3833178 3843941 -18703
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3809589 3844501 4886 3810117 3843941 4358
Chr4 Normal NT_006238.10 AGTTCAGTGTGACCA 8619643 LOC351741 8614755 8640712 4888 8614755 8640712 4888 8614755 8640712 4888
Chr22 Complement NT_011520.9 TGGTCTTCATGACCT 18572389 CBX6 18577358 18566522 4969 18577278 18566522 4889 18577249 18571268 4860
Chr9 Normal NT_008413.15 GGGACAGAGTGACCA 2617045 VLDLR 2611803 2644485 5242 2612156 2644480 4889 2612190 2643868 4855
Chr16 Complement NT_010542.13 AGGTTGCTATGACCC 1109279 LZ16 1114381 908080 5102 1114169 908830 4890 940666 909088 -168613
Chr15 Normal NT_010194.15 TGGCCATGTTGACCT 37473888 MAP2K1 37468552 37573254 5336 37468998 37573254 4890 37469059 37572326 4829
Chr5 Normal NT_023133.11 CTGTCACACTGACCC 3572975 LOC285626 3568084 3599400 4891 3568084 3599400 4891 3598865 3599188 -25890
Chr1 Normal NT_032977.5 AGGTCAAACTTACCA 336372 FOXE3 331480 333459 4892 331480 333459 4892 331724 332683 4648
Chr3 Normal NT_005612.13 AGATCAGGCTGACCA 6524083 LOC348801 6519191 6574316 4892 6519191 6574316 4892 6547728 6573924 -23645
Chr5 Complement NT_029289.9 AGGTCATCACGTCCT 2268235 LOC345531 2273128 2258076 4893 2273128 2258076 4893 2273128 2258076 4893
Chr11 Complement NT_035113.4 AGGTCGCCCTGCCCC 507782 DRD4 512676 509789 4894 512676 509789 4894 512676 509789 4894
Chr11 Normal NT_009237.15 GGCTCACTCTGACCA 35006743 LOC143969 35001849 35007255 4894 35001849 35007255 4894 35001896 35007232 4847
Chr14 Complement NT_026437.10 AGGTCAATCTGATCA 83943776 BAG5 83949192 83943480 5416 83948671 83943480 4895 83947542 83946199 3766
Chr13 Complement NT_024524.12 GGGTTATGATGACCA 16659824 LOC220089 16664719 16657628 4895 16664719 16657628 4895 16664719 16657628 4895
Chr3 Normal NT_005962.15 AGGTCGCAGTGAGCC 17617863 LOC351558 17612968 17622439 4895 17612968 17622439 4895 17612968 17622439 4895
Chr1 Complement NT_004836.14 AGGTCGCAGTGACCC 1474302 FLJ10359 1482969 1457326 8667 1479199 1457326 4897 1478311 1457561 4009
Chr12 Complement NT_009775.13 TGGTGATCCTGACCC 5957824 FLJ21415 5962754 5940475 4930 5962722 5940475 4898 5962584 5942494 4760
Chr20 Complement NT_030871.1 GGGTGACGTTGACCT 993243 LAMA5 998141 939894 4898 998141 939894 4898 998074 940167 4831
Chr7 Normal NT_007933.12 AGGTCATGTTCACCA 53438969 LOC340345 53434070 53468790 4899 53434070 53468790 4899 0 0 53438969
Chr11 Complement NT_035086.3 GCGTCAGCATGACCT 46081 LOC347860 50980 5512 4899 50980 5512 4899 50980 5512 4899
Chr2 Complement NT_005403.13 AGGACAAACTGACCA 30448671 LOC344085 30453571 30375886 4900 30453571 30375886 4900 30453571 30375886 4900
Chr7 Normal NT_033968.4 AGATCACCCTGACCA 5447417 LOC346287 5442516 5461266 4901 5442516 5461266 4901 5442516 5461266 4901
Chr14 Complement NT_026437.10 AGATCAGCCTGACCA 14335421 EGLN3 14589065 14313462 253644 14340323 14313462 4902 14339997 14315136 4576
Chr19 Complement NT_011255.13 AGGTCACTGTGACGA 2190441 FLJ32416 2196416 2192252 5975 2195344 2192252 4903 2195313 2192328 4872
Chr14 Complement NT_026437.10 AGGTCAGTAAGACCC 14590140 LOC338901 14595043 14594363 4903 14595043 14594363 4903 14595043 14594363 4903
Chr2 Normal NT_005403.13 TGGTCACTCTCACCT 83470578 LOC339826 83465674 83471366 4904 83465674 83471366 4904 83465674 83471366 4904
Chr3 Normal NT_022459.12 GGCTCACTGCGACCT 5887330 LOC201617 5882425 5905500 4905 5882425 5905500 4905 5904387 5904677 -17057
Chr19 Complement NT_011295.10 GGGTCAGCCTGACTT 4065328 MGC10870 4070234 4062533 4906 4070234 4062533 4906 4063663 4062855 -1665
ChrX Normal NT_011568.12 AGGTCAGAATGTCCA 10791862 SSX6 10786956 10799937 4906 10786956 10799937 4906 10789232 10798881 2630
Chr1 Complement NT_077938.1 TGGTGAACATGACCT 1013636 LOC222057 1018543 970627 4907 1018543 970732 4907 976059 974797 -37577
Chr1 Complement NT_077967.1 TGGTGAACATGACCT 864185 LOC348508 869093 821284 4908 869093 821285 4908 826619 825357 -37566
Chr12 Normal NT_029419.10 AGCTCAGCCTGACCA 12646023 GPD1 12641054 12648399 4969 12641114 12646943 4909 12641140 12646608 4883
Chr8 Complement NT_008046.13 AGATCAGCCTGACCA 41708316 LOC346740 41713226 41661064 4910 41713226 41661064 4910 41713226 41661064 4910
Chr15 Complement NT_010194.15 GGGTCACAGCGAACC 35898197 PIF1 35903107 35897208 4910 35903107 35897208 4910 35902981 35897869 4784
Chr12 Normal NT_019546.15 CTGTCACTCTGACCC 27945429 HCF-2 27940509 27979843 4920 27940517 27979433 4912 27940529 27979241 4900
Chr2 Normal NT_026970.9 GGGTCACTGCAACCT 618943 PROM2 614030 630883 4913 614030 630883 4913 614163 628573 4780
Chr12 Normal NT_035243.4 AGGACATAATGACCG 287643 MMP17 282727 306114 4916 282727 306102 4916 282826 305605 4817
Chr5 Normal NT_034772.4 TGGTCAGATTGAGCC 34125381 SLC22A5 34120465 34146324 4916 34120465 34146324 4916 34120686 34144985 4695
Chr2 Complement NT_022184.12 GGGGCACCATGACCT 3118672 TP53I3 3124003 3116238 5331 3123588 3116239 4916 3123129 3116382 4457
Chr17 Complement NT_010755.13 GGGTCAGCTTGTCCA 3509470 LOC284116 3514387 3505301 4917 3514387 3505301 4917 3508123 3507677 -1347
Chr19 Complement NT_011295.10 AGGTCCTCCTGACCC 10159984 COMP 10164916 10156386 4932 10164902 10156386 4918 10164880 10156517 4896
Chr7 Complement NT_033968.4 GGCTCACACCGACCT 5399109 LOC349074 5404027 5397864 4918 5404027 5397864 4918 5403962 5397982 4853
Chr9 Complement NT_008470.15 AGGTCACAGTGACCA 14047233 PTPN3 14052153 13966937 4920 14052153 13966937 4920 14052133 13968255 4900
Chr3 Complement NT_022459.12 GGGTCAAAGTTACCC 5324199 LOC285284 5329121 5327951 4922 5329121 5327951 4922 5329080 5328781 4881
Chr1 Complement NT_004852.15 AGGTCGCAGTGACCT 2365270 PRDX1 2370268 2357729 4998 2370192 2359367 4922 2367358 2359644 2088
Chr21 Complement NT_011512.8 AGGGCACCATGACCT 28175966 LOC284835 28180889 28174263 4923 28180889 28174263 4923 28175565 28175257 -401
ChrX Normal NT_011568.12 GGGTCCAGCTGACCT 10487337 LOC286404 10482414 10484437 4923 10482414 10484437 4923 10483547 10484056 3790
Chr19 Complement NT_011295.10 GGGTCACTGCCACCC 9213118 JAK3 9221625 9198397 8507 9218043 9199763 4925 9218026 9200354 4908
Chr16 Normal NT_010393.13 AGGTCAAGTTGACCT 193473 NPD009 188548 191503 4925 188548 191503 4925 190334 190684 3139
Chr8 Complement NT_023666.15 GGGTCAAAGCCACCT 7489950 KIF13B 7494876 7299084 4926 7494876 7299084 4926 7494839 7302284 4889
ChrX Complement NT_011568.12 AGTTCATCATGACCC 12118882 LOC139163 12123809 12120884 4927 12123809 12120884 4927 12123809 12120884 4927
Chr3 Complement NT_005999.15 AGGTTGCAGTGACCT 6515958 ARF4 6521756 6494901 5798 6520887 6494901 4929 6520676 6495748 4718
Chr6 Normal NT_025741.12 AGATCAACCTGACCA 39107297 LOC345920 39102368 39140147 4929 39102368 39140147 4929 39102368 39140147 4929
Chr17 Normal NT_010748.12 GGGTCATCTTGTCCA 1081383 GRN 1076294 1084275 5089 1076453 1084275 4930 1080338 1083971 1045
Chr8 Complement NT_008183.16 AGGTCATAACTACCC 35042236 LOC220840 35047169 35045702 4933 35047169 35045702 4933 35047158 35046409 4922
Chr9 Normal NT_023935.15 GGGTCACTGCAACCT 26350 LOC220869 11500 79461 14850 21417 79461 4933 21480 79035 4870
Chr7 Complement NT_007819.13 AGGTCAGCGTGAGCC 45145451 LOC346466 45150384 45148583 4933 45150384 45148583 4933 45150384 45148583 4933
Chr8 Complement NT_008046.13 AGGTCACTATGACTT 35311411 LOC346713 35316344 35196308 4933 35316344 35196308 4933 35316344 35196308 4933
Chr22 Complement NT_011523.9 AGGCCACAGTGACCT 584818 LOC351066 589751 570384 4933 589751 570384 4933 589751 570384 4933
Chr14 Normal NT_026437.10 GGGTCACTTTGAGCT 56890965 LOC283574 56886030 56888219 4935 56886030 56888219 4935 56887607 56887939 3358
Chr7 Normal NT_007933.12 AGGTGGTCTTGACCT 59619593 CALD1 59502697 59693681 116896 59614657 59691903 4936 59614668 59691389 4925
Chr17 Normal NT_010799.13 ATGTCATATTGACCT 8653011 AP2B1 8648073 8787208 4938 8648073 8787208 4938 8654830 8784498 -1819
Chr21 Normal NT_011515.10 GGGTCAAAGTGTCCC 1461441 LOC348580 1456503 1492082 4938 1456503 1492082 4938 1456503 1492082 4938
Chr6 Normal NT_007592.13 AGGTGAAACTGACCA 16950854 HFE 16945699 16955310 5155 16945914 16955310 4940 16945920 16955076 4934
Chr3 Normal NT_006014.14 TGGGCAGCATGACCT 1417748 LOC285404 1412808 1415862 4940 1412808 1415862 4940 1412929 1413423 4819
Chr15 Normal NT_010274.15 AGGTCACTGCGACCT 134344 LOC342194 129404 130798 4940 129404 130798 4940 129404 130798 4940
Chr2 Complement NT_005403.13 AGGTTGCAGTGACCC 51908396 PPIL3 51913336 51895017 4940 51913336 51895017 4940 51911675 51895455 3279
Chr11 Complement NT_008984.15 GGGTCACATCCACCT 2052693 LOC120146 2057634 2052385 4941 2057634 2052385 4941 2057634 2052385 4941
Chr8 Normal NT_008183.16 GAGTCAGAATGACCT 14512015 LOC286182 14507074 14508062 4941 14507074 14508062 4941 14507176 14507550 4839
Chr20 Complement NT_011387.8 GGGTCAGCGTCACCC 4730828 RASSF2 4744291 4700670 13463 4735769 4700670 4941 4713698 4708337 -17130
Chr19 Normal NT_011255.13 AGGTCAGCCTGGCCA 6306509 CLPP 6301463 6308913 5046 6301567 6308912 4942 6301586 6308721 4923
Chr14 Complement NT_026437.10 AGGTCAGGGTGATCA 26476418 LOC350027 26481360 26329516 4942 26481360 26329516 4942 26481360 26329516 4942
Chr17 Normal NT_010641.13 TGTTCACCTTGACCT 6326584 GPRC5C 6319358 6338523 7226 6321640 6335370 4944 6327720 6334971 -1136
Chr19 Complement NT_011109.15 ATGTCAGCATGACCA 9779415 LOC350602 9784359 9769853 4944 9784359 9769853 4944 9773729 9769853 -5686
Chr20 Complement NT_011362.8 CGGTCACCCTAACCC 6866527 PTPRT 6871472 5754308 4945 6871472 5754308 4945 6871288 5762434 4761
Chr12 Normal NT_009714.15 AGGTCAACTTGACTG 2043972 LOC347937 2039026 2047089 4946 2039026 2047089 4946 2039026 2047089 4946
Chr7 Normal NT_007933.12 GGGTCAGGCTGGCCC 1171150 HSPB1 1166108 1167888 5042 1166199 1167888 4951 1166306 1167766 4844
Chr9 Complement NT_008413.15 AGGTTGCAGTGACCC 164081 LOC55871 169054 109434 4973 169032 111041 4951 168969 111467 4888
Chr9 Complement NT_008413.15 GGGGCAGGATGACCT 34574771 CNTFR 34580122 34541433 5351 34579723 34541433 4952 34558980 34542070 -15791
Chr19 Complement NT_011295.10 AGGTGGCCCTGACCC 9691727 LSM4 9696803 9680522 5076 9696680 9680528 4953 9696632 9681076 4905
Chr8 Complement NT_037704.3 AGGTCACTACAACCT 233326 FOXH1 238281 236072 4955 238281 236072 4955 237702 236184 4376
Chr3 Complement NT_022459.12 GGGTCAGCCTCACCT 9068019 LOC344715 9072976 9051574 4957 9072976 9051574 4957 9072976 9051574 4957
Chr3 Complement NT_005612.13 AGGTCACCTCTACCC 48338988 MGC40579 48343970 48281950 4982 48343945 48281950 4957 48343833 48304082 4845
Chr5 Normal NT_006431.13 AGGTCACAGTGAGCC 12212657 KIF2 12166821 12246953 45836 12207699 12246953 4958 12207717 12246139 4940
Chr9 Complement NT_078082.1 AGGTTGCAGTGACCC 165526 LOC349335 180409 112356 14883 170484 112356 4958 170421 112782 4895



Chr9 Normal NT_008470.15 AGGTCACCACGACCT 16973737 MGC10940 16968636 17061103 5101 16968779 17061103 4958 16968863 17059243 4874
Chr8 Complement NT_023684.15 AGCTCACATTGACCA 1042388 OPLAH 1048517 1040020 6129 1047348 1040029 4960 1047140 1040728 4752
ChrX Complement NT_025965.11 TGGTCTCGCTGACCT 534772 ARD1 539810 533853 5038 539733 534658 4961 539636 534719 4864
Chr5 Complement NT_023089.13 GGGCCATGCTGACCA 1955011 LOC351786 1959972 1948797 4961 1959972 1948797 4961 1959972 1948797 4961
Chr21 Normal NT_011515.10 GGGTCATTCAGACCC 168817 LOC150095 163855 165835 4962 163855 165835 4962 165105 165590 3712
Chr2 Normal NT_005403.13 TGGTCATGTTGAACT 72765749 LOC351364 72760787 72811536 4962 72760787 72811536 4962 72760787 72811536 4962
Chr1 Normal NT_004511.15 AGGTCACACTGACAA 3138646 HPCA 3133180 3141831 5466 3133683 3141831 4963 3136085 3141048 2561
Chr11 Complement NT_033903.5 TGGTCAGGCTGATCT 10433436 LOC254100 10438399 10436479 4963 10438399 10436479 4963 10437655 10437278 4219
Chr16 Complement NT_019609.11 AAGTCAGAATGACCT 2343603 SLC7A5 2348566 2309102 4963 2348566 2309102 4963 2348501 2312049 4898
Chr7 Normal NT_007758.10 AGGTTGCAGTGACCC 4131678 FLJ32069 4126672 4145987 5006 4126714 4138586 4964 4126821 4136988 4857
Chr8 Normal NT_023666.15 AGGTCATCTTGGCCC 337500 RAI16 321051 336203 16449 332535 336203 4965 333655 334755 3845
Chr12 Complement NT_024477.12 AGGTCACAGTGAGCC 327924 KIAA0692 332890 296566 4966 332890 296566 4966 332857 298301 4933
Chr7 Complement NT_033968.4 GGGTCACGCTGACCT 5399060 LOC349074 5404027 5397864 4967 5404027 5397864 4967 5403962 5397982 4902
Chr6 Normal NT_007592.13 AGGTGAAACTGACCA 16950854 HFE 16945699 16955310 5155 16945884 16952709 4970 16945920 16955076 4934
Chr1 Normal NT_004559.10 AGGTCAGGGTGATCT 2193050 LOC149603 2188080 2196316 4970 2188080 2196316 4970 2188243 2190022 4807
Chr20 Complement NT_011387.8 AGGTTAAAGTGACCC 4886547 SLC23A2 4930939 4773005 44392 4891517 4777518 4970 4853208 4777618 -33339
Chr19 Normal NT_011109.15 TGGTCAGGCTGATCT 13246238 SPTBN4 13241268 13350582 4970 13241268 13350582 4970 13246747 13349693 -509
ChrX Complement NT_025319.13 AGGTCACGTTCACCT 806482 KCNE1L 811453 809989 4971 811453 809989 4971 811309 810881 4827
Chr3 Normal NT_005999.15 AGGTCACAGTGAGCA 9138937 LOC351577 9133966 9148105 4971 9133966 9148105 4971 9133966 9148105 4971
Chr9 Normal NT_008470.15 GGGTCATGTTGACCT 28847855 NEK6 28842520 28961339 5335 28842884 28937352 4971 28886879 28935861 -39024
Chr15 Normal NT_010194.15 GGGTCACTTTGAGCC 5602953 LOC348077 5597981 5605998 4972 5597981 5605998 4972 5598019 5605998 4934
Chr15 Normal NT_010274.15 GGGTCATTATGACCT 2400474 LOC350191 2395502 2416052 4972 2395502 2416052 4972 2395502 2416052 4972
Chr9 Normal NT_078065.1 GGGTCACCTCGCCCT 122691 LOC349304 117718 152832 4973 117718 135085 4973 125309 135030 -2618
Chr7 Complement NT_007741.12 AGGTCAGGGTGAGCC 1671642 LOC352208 1676615 1644466 4973 1676615 1644466 4973 1676615 1644466 4973
Chr15 Normal NT_010194.15 AGATCATATTGACCG 44136246 NEO1 44131273 44382180 4973 44131273 44382180 4973 44131415 44381435 4831
Chr5 Complement NT_034772.4 AGGTCATAATGGCCT 24782445 PPIC 24787688 24774101 5243 24787419 24774320 4974 24787341 24774591 4896
Chr17 Normal NT_024871.10 AGGTCACAAAGACCC 527703 LOC284128 522726 524083 4977 522726 524083 4977 522839 523300 4864
Chr19 Normal NT_011295.10 GGGTCAGGCTGATCA 11545818 MGC2396 11540825 11573403 4993 11540841 11573403 4977 11540969 11573087 4849
Chr22 Normal NT_011519.10 TGGTCAGGCTGATCT 1328878 BCL2L13 1263832 1364137 65046 1323900 1364137 4978 1323970 1362450 4908
Chr6 Normal NT_007592.13 AGGTGAAACTGACCA 16950854 HFE 16945699 16955310 5155 16945876 16952736 4978 16945920 16955076 4934
Chr7 Complement NT_007819.13 AGGTCATAAAGACCT 28159322 LOC346424 28164300 28162794 4978 28164300 28162794 4978 28164300 28162794 4978
Chr10 Complement NT_030059.10 GGGTCAGGCTGATCC 4423472 LOC340745 4428451 4420224 4979 4428451 4420224 4979 4428451 4420224 4979
Chr9 Complement NT_078057.1 AGGGCGAGGTGACCC 154776 LOC349285 159755 124692 4979 159755 142405 4979 152176 142460 -2600
Chr5 Normal NT_077451.2 TGGCCATGATGACCC 2300765 FLJ12121 2295785 2297464 4980 2295785 2297464 4980 2296026 2296601 4739
Chr15 Complement NT_010194.15 GGGTCATGTCCACCT 45799293 CYP1A1 45804275 45798282 4982 45804275 45798288 4982 45801836 45799228 2543
Chr7 Complement NT_007819.13 AGGTCAGCGTGAGCC 45145402 LOC346466 45150384 45148583 4982 45150384 45148583 4982 45150384 45148583 4982
ChrX Normal NT_019686.7 TGGTCAAGTTGTCCC 1371076 LOC91966 1366093 1367499 4983 1366093 1367499 4983 1366093 1367499 4983
Chr1 Complement NT_019273.15 CTGTCATCTTGACCT 4732177 PHTF1 4737902 4675641 5725 4737160 4675641 4983 4737129 4676131 4952
Chr9 Complement NT_078070.1 AGGGCGAGGTGACCC 203104 LOC349314 208089 173065 4985 208089 190729 4985 200502 190932 -2602
Chr16 Normal NT_037887.3 GGGTCACGCCGCCCC 2508496 ATP6V0C 2503510 2509775 4986 2503510 2509775 4986 2503662 2509303 4834
Chr17 Normal NT_010641.13 GGCTCACTGCGACCT 10104056 BIRC5 10098988 10109498 5068 10099070 10109498 4986 10099119 10108356 4937
Chr3 Normal NT_022517.15 CAGTCATGCTGACCT 8915458 LOC344777 8910472 8944842 4986 8910472 8944842 4986 8910472 8944842 4986
Chr13 Complement NT_009952.13 TGGTCAGACTGATCT 21603305 LOC341609 21608293 21561944 4988 21608293 21561944 4988 21608293 21561944 4988
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3809486 3844501 4989 3810117 3843941 4358
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3809486 3844501 4989 3833178 3843941 -18703
Chr20 Normal NT_011387.8 AGGACGGATTGACCC 3814475 PANK2 3809486 3844501 4989 3809486 3844501 4989 3828818 3843941 -14343
Chr2 Complement NT_022184.12 GGGGCACCATGACCT 3118672 TP53I3 3124003 3116238 5331 3123661 3116238 4989 3123129 3116382 4457
Chr17 Normal NT_010718.13 AGGCCAAGATGACCA 12191383 LOC350415 12186393 12189394 4990 12186393 12189394 4990 12186393 12189394 4990
Chr2 Normal NT_022171.13 AGATCAGACTGACCT 12104453 LOC344558 12099462 12165328 4991 12099462 12165328 4991 12099462 12165328 4991
Chr3 Complement NT_005999.15 AGGTCACTCTCACCT 9973305 LOC344930 9978296 9932729 4991 9978296 9932729 4991 9978296 9932729 4991
Chr7 Complement NT_007819.13 CGGTCATGGAGACCC 43196222 MRPS24 43201305 43198273 5083 43201213 43198273 4991 43201210 43198414 4988
Chr6 Complement NT_007592.13 GGGTCAGCCTGAACT 43506093 LOC221356 43511085 43509816 4992 43511085 43509816 4992 43511085 43509816 4992
Chr14 Normal NT_026437.10 GGGTCACCCTGACTC 41946204 LOC341887 41941210 41955061 4994 41941210 41955061 4994 41941317 41955061 4887
Chr9 Normal NT_008470.15 AGGTAGGAATGACCT 19435497 LOC347305 19430500 19484047 4997 19430500 19484047 4997 19430500 19484047 4997
Chr20 Normal NT_011362.8 TGGTCTCTATGACCT 17323898 LOC350928 17318901 17427241 4997 17318901 17427241 4997 17318901 17427241 4997
ChrX Normal NT_011568.12 AGGTGAGTTTGACCT 8667666 LOC139060 8662668 8663776 4998 8662668 8663776 4998 8662668 8663776 4998
Chr3 Complement NT_005535.15 TGGTCAACGTGGCCT 17664 LOC151996 22663 19477 4999 22663 19477 4999 20673 20227 3009
Chr3 Normal NT_005612.13 TGGTCTTTGTGACCC 34612591 LOC254057 34607591 34618753 5000 34607591 34618753 5000 34615477 34615806 -2886


