
Supplemental Table S7. sgRNA target sites and sequences
gene_name sequence crispr_pam crispr_gc chromosomechr_directionchr_start chr_stop exon transcript_id direction crispr_start crispr_stop
ACTL6A GGCGATAAAGGCAAACAAGGCGG 50 chr3 (+) 179570136 179570158 [exon3,  exon3,  exon3][NM_004301,  NM_178042,  NM_177989](+) 7257 7279
ACTL6A ACCACCATACCAATAGCTGTAGG 45 chr3 (-) 179570076 179570098 [exon3] [NM_004301](+) 7197 7219
ACTL6A GCGTGTTCCGAGGGAGAATATGG 55 chr3 (+) 179570189 179570211 [exon3,  exon3,  exon3][NM_004301,  NM_178042,  NM_177989](+) 7310 7332
ACTL6A GGATCCTATACTGTGAGAGCTGG 50 chr3 (+) 179569853 179569875 [exon2] [NM_004301](+) 6974 6996
ACTL6B AGACTTGACGTGTTTGCTGTAGG 47,37 chr7 (+) 100655058 100655080 exon4 NM_016188 (-) 11956 11978
ACTL6B AGGTGTGATCCAGGATGGCTCGG 57,89 chr7 (+) 100655078 100655100 exon4 NM_016188 (-) 11976 11998
ACTL6B GTCATGTCGCCCCTCAAGAATGG 57,89 chr7 (-) 100655426 100655448 exon3 NM_016188 (-) 12324 12346
AEBP2 ATACATGTAGATGGTCAGCGAGG 45 chr12 (+) 19462691 19462713 [exon2,  exon2,  exon2][NM_001114176,  NM_001267043,  NM_153207](+) 23018 23040
AEBP2 CCAGTCAAAGTTGGTTACAAAGG 40 chr12 (+) 19473297 19473319 [exon3,  exon3,  exon3][NM_001114176,  NM_001267043,  NM_153207](+) 33624 33646
AEBP2 GGATGTGATCTGCCAGATCTGGG 50 chr12 (-) 19462663 19462685 [exon2,  exon2,  exon2][NM_001114176,  NM_001267043,  NM_153207](+) 22990 23012
AEBP2 TGCTGGAGTTGAACGCCCACTGG 60 chr12 (-) 19462548 19462570 [exon2,  exon2,  exon2][NM_001114176,  NM_001267043,  NM_153207](+) 22875 22897
AFF1 CCTGCTTCGAATTAGAGAGAAGG 47,37 chr4 (+) 87046187 87046209 exon2, exon3, exon2NM_001313959, NM_001166693, NM_005935(+) 39187 39209
AFF1 TAGTCGAATACAGAACATGTTGG 36,84 chr4 (+) 87046718 87046740 exon3, exon4, exon3NM_001313959, NM_001166693, NM_005935(+) 39718 39740
AFF1 GAGTGTGAGACTTAGTACTAAGG 42,11 chr4 (-) 87046766 87046788 exon3, exon4, exon3NM_001313959, NM_001166693, NM_005935(+) 39766 39788
AFF1 CTTGTAGGGCTCTCCAAAAAGGG 47,37 chr4 (-) 87046264 87046286 exon2, exon3, exon2NM_001313959, NM_001166693, NM_005935(+) 39264 39286
AFF4 TGCGTATGAAAGAACGGGAAAGG 47,37 chr5 (-) 132937142 132937164 exon2 NM_014423 (-) 61764 61786
AFF4 TTGTATGGCTCTGCAAAGAGAGG 42,11 chr5 (+) 132937071 132937093 exon2 NM_014423 (-) 61693 61715
AFF4 CAGTCTCAGAAACGGTCCTCAGG 52,63 chr5 (-) 132934688 132934710 exon3 NM_014423 (-) 59310 59332
AFF4 GCAGCACATTCCGGTCTTCACGG 57,89 chr5 (+) 132937162 132937184 exon2 NM_014423 (-) 61784 61806
AICDA ATGTGGCCGACTTTCTGCGAGGG 55 chr12 (-) 8605342 8605364 [exon3] [NM_020661](-) 3177 3199
AICDA TCCTCCGCTACATCTCGGACTGG 60 chr12 (-) 8605438 8605460 [exon3] [NM_020661](-) 3273 3295
AICDA ACCTGTGCTACGTAGTGAAGAGG 50 chr12 (-) 8606916 8606938 [exon2] [NM_020661](-) 4751 4773
AICDA ACTTCCTCCGGTTCATCAAGAGG 50 chr12 (+) 8606990 8607012 [exon2] [NM_020661](-) 4825 4847
AIRE GTGGTTGGTGTACAGTTCCGGGG 52,63 chr21 (+) 44290809 44290831 0 0
AIRE ACCGGGTTTTCTTCCCAATAGGG 47,37 chr21 (+) 44290859 44290881 0 0
AIRE GACTACAACCTGGAGCGCTATGG 57,89 chr21 (+) 44286674 44286696 exon2 NM_000383 (+) 837 859
AIRE AAGAGACGCCCATGCAGACTGGG 57,89 chr21 (-) 44291061 44291083 0 0
AKAP1 GACTCTGATCTTCGGCAAGGTGG 52,63 chr17 (-) 57105762 57105784 exon3, exon3, exon2NM_001242902, NM_001242903, NM_003488(+) 20571 20593
AKAP1 GGTGTTAGGAAGAATGCCCGAGG 52,63 chr17 (-) 57105784 57105806 exon3, exon3, exon2NM_001242902, NM_001242903, NM_003488(+) 20593 20615
AKAP1 TGGTCGCAATCTCATGTCTGTGG 47,37 chr17 (-) 57105805 57105827 exon3, exon3, exon2NM_001242902, NM_001242903, NM_003488(+) 20614 20636
AKAP1 GTGGACAGTTCCTTTTCTGGAGG 47,37 chr17 (-) 57105693 57105715 exon3, exon3, exon2NM_001242902, NM_001242903, NM_003488(+) 20502 20524
ARID1A GAAGAACTCGAACGGGAACGCGG 55 chr1 (+) 26696703 26696725 [exon1,  exon1][NM_006015,  NM_139135](+) 673 695
ARID1A AAGAACTCGAACGGGAACGCGGG 55 chr1 (+) 26696704 26696726 [exon1,  exon1][NM_006015,  NM_139135](+) 674 696
ARID1A CGGACCTGAAGAACTCGAACGGG 55 chr1 (+) 26696696 26696718 [exon1,  exon1][NM_006015,  NM_139135](+) 666 688
ARID1A CGTTCCCGTTCGAGTTCTTCAGG 55 chr1 (-) 26696700 26696722 [exon1,  exon1][NM_006015,  NM_139135](+) 670 692
ARID1B CGCCAACGGTTTTCAGTTTGTGG 50 chr6 (-) 156778127 156778149 [exon1,  exon1][NM_017519,  NM_020732](+) 198 220
ARID1B CGGTTTTCAGTTTGTGGTTGGGG 45 chr6 (-) 156778121 156778143 [exon1,  exon1][NM_017519,  NM_020732](+) 192 214
ARID1B ACGGTTTTCAGTTTGTGGTTGGG 40 chr6 (-) 156778122 156778144 [exon1,  exon1][NM_017519,  NM_020732](+) 193 215
ARID1B AACCACAAACTGAAAACCGTTGG 40 chr6 (+) 156778125 156778147 [exon1,  exon1][NM_017519,  NM_020732](+) 196 218
ARID2 GAACTTTCTCGTACTTTTCTAGG 35 chr12 (-) 45811421 45811443 [exon4] [NM_152641](+) 81585 81607
ARID2 GCAGCGTTAGAACAACTTCTGGG 45 chr12 (-) 45731265 45731287 [exon3] [NM_152641](+) 1429 1451
ARID2 ACCAGAGTCACTACTTTAGGCGG 45 chr12 (+) 45730105 45730127 [exon2] [NM_152641](+) 269 291
ARID2 ATTGCACCAATAGGAAGCTGTGG 45 chr12 (-) 45811491 45811513 [exon4] [NM_152641](+) 81655 81677
ARID4A TCGGTACTTGGCACTGACATCGG 52,63 chr14 (-) 58301614 58301636 exon3, exon3, exon3NM_023001, NM_002892, NM_023000(+) 3111 3133
ARID4A GCAAGTTGACAGATGCTAGTTGG 47,37 chr14 (+) 58306080 58306102 exon5, exon5, exon5NM_023001, NM_002892, NM_023000(+) 7577 7599
ARID4A GTCATCTTGTACCAATTGTGTGG 36,84 chr14 (-) 58304966 58304988 exon4, exon4, exon4NM_023001, NM_002892, NM_023000(+) 6463 6485
ARID4A GTACCGAGGTGCCTTCTGTGAGG 57,89 chr14 (+) 58301630 58301652 exon3, exon3, exon3NM_023001, NM_002892, NM_023000(+) 3127 3149
ARID4B GTGCCCACTGTCAAATAGGGAGG 52,63 chr1 (+) 235260718 235260740 exon3, exon3, exon3NM_001206794, NM_016374, NM_031371(-) 93824 93846
ARID4B CGATCTTCACTGTGCCTGAAAGG 52,63 chr1 (-) 235252755 235252777 exon6, exon6, exon6NM_001206794, NM_016374, NM_031371(-) 85861 85883
ARID4B AGTGCCAAAATGCTCAGGGTTGG 52,63 chr1 (+) 235246467 235246489 exon7, exon7, exon7NM_001206794, NM_016374, NM_031371(-) 79573 79595
ARID4B GTTCAGGATGACCACATAAAGGG 42,11 chr1 (-) 235257170 235257192 exon4, exon4, exon4NM_001206794, NM_016374, NM_031371(-) 90276 90298
ASH1L TTTCTCGATTCCGTTTGCGAAGG 47,37 chr1 (+) 155521354 155521376 exon2 NM_018489 (-) 186094 186116
ASH1L CGAGAAAGAAACATCGAAGCTGG 42,11 chr1 (-) 155521338 155521360 exon2 NM_018489 (-) 186078 186100
ASH1L GACCAATGTGCCAGTACTGATGG 52,63 chr1 (+) 155521424 155521446 exon2 NM_018489 (-) 186164 186186
ASH1L GGATTGGGTTCTGATTCCGAAGG 52,63 chr1 (-) 155521470 155521492 exon2 NM_018489 (-) 186210 186232
ASH2L CGGATGTTCATCCTGTGTTCGGG 47,37 chr8 (-) 38110787 38110809 exon5, exon4, exon5, exon5NM_001261832, NM_001282272, NM_004674, NM_001105214(+) 4995 5017
ASH2L GCAAACTTGGTCGATGTAAGCGG 42,11 chr8 (+) 38106382 38106404 exon2 NM_004674 (+) 890 912
ASH2L GTGGGAATACCTATTTCCTCCGG 42,11 chr8 (+) 38110435 38110457 exon4, exon3, exon4, exon4NM_001261832, NM_001282272, NM_004674, NM_001105214(+) 4643 4665
ASH2L GCTCTACCTCACCCAACTGTCGG 57,89 chr8 (-) 38107086 38107108 exon3, exon3, exon3NM_001261832, NM_004674, NM_001105214(+) 1294 1316
ASXL1 TAGCATTGAGGCATGCGAGAGGG 52,63 chr20 (-) 32369024 32369046 exon3, exon3NM_015338, NM_001164603(+) 10681 10703
ASXL1 GTGAAAAGGCTGATTCGGCCAGG 52,63 chr20 (-) 32369094 32369116 exon3, exon3NM_015338, NM_001164603(+) 10751 10773
ASXL1 CTACATTCCAATTCAAGAGGAGG 36,84 chr20 (+) 32369049 32369071 exon3, exon3NM_015338, NM_001164603(+) 10706 10728
ASXL1 GTATGAACCTGCTGTAAGCTTGG 47,37 chr20 (+) 32372227 32372249 0 0
ASXL2 CTATAAGGTTCCAGGTAGAATGG 42,11 chr2 (-) 25806246 25806268 exon3 NM_018263 (-) 66863 66885
ASXL2 ATGCTTCACACAAACTCCAGAGG 42,11 chr2 (-) 25806284 25806306 exon3 NM_018263 (-) 66901 66923
ASXL2 ATTGCATTCAGGCATGCAAGAGG 42,11 chr2 (+) 25806305 25806327 exon3 NM_018263 (-) 66922 66944
ASXL2 CTTCAAGTTATCCAGAGAGAAGG 42,11 chr2 (-) 25845496 25845518 exon2 NM_018263 (-) 106113 106135
ASXL3 GTGAAGCATTGCATTCAGACAGG 42,11 chr18 (-) 33644911 33644933 exon3 NM_030632 (+) 66335 66357
ASXL3 AATCCAACGTGCCATCTGCTGGG 52,63 chr18 (-) 33646262 33646284 exon4 NM_030632 (+) 67686 67708
ASXL3 TTCACACTAACACTCGAATAGGG 36,84 chr18 (+) 33644929 33644951 exon3 NM_030632 (+) 66353 66375
ASXL3 GGATGGTACAGATATGGCCGAGG 52,63 chr18 (+) 33646304 33646326 exon4 NM_030632 (+) 67728 67750
ATAD2 AGGAAGTTGAAACCTACCACCGG 42,11 chr8 (-) 123380639 123380661 exon2 NM_014109 (-) 60789 60811
ATAD2 ATAACGGAGCAACTTGCTAATGG 42,11 chr8 (-) 123380544 123380566 exon2 NM_014109 (-) 60694 60716
ATAD2 GTCCAGTGACTTCCTCAGTCTGG 52,63 chr8 (-) 123396264 123396286 exon1 NM_014109 (-) 76414 76436
ATAD2 GAAGTCACTGGACAGGTCCAAGG 57,89 chr8 (+) 123396274 123396296 exon1 NM_014109 (-) 76424 76446
ATAD2B ACGAAGTACTGGTCAGCGAGAGG 52,63 chr2 (-) 23895847 23895869 exon2, exon2NM_001242338, NM_017552(-) 147184 147206
ATAD2B GATGAAATGGCTGCTGCCTCCGG 52,63 chr2 (+) 23926654 23926676 exon1, exon1NM_001242338, NM_017552(-) 177991 178013
ATAD2B TTCAAAGTGCGTTTGGCTGGAGG 47,37 chr2 (+) 23895906 23895928 exon2, exon2NM_001242338, NM_017552(-) 147243 147265
ATAD2B CTTCTCGGGTCCAAGTCTCCTGG 57,89 chr2 (-) 23926718 23926740 exon1, exon1NM_001242338, NM_017552(-) 178055 178077
ATAT1 TGATGCACTAGTGATAGGAGCGG 42,11 chr6 (-) 30627649 30627671 exon3, exon3, exon3, exon3, exon3, exon3NM_001318763, NM_001254952, NM_001031722, NM_001318762, NM_001190724, NM_024909(+) 808 830
ATAT1 TGATCGTGAGGCTCATAATGAGG 42,11 chr6 (+) 30628034 30628056 exon5, exon5, exon5, exon5, exon5, exon5NM_001318763, NM_001254952, NM_001031722, NM_001318762, NM_001190724, NM_024909(+) 1193 1215
ATAT1 AACAGCGCGTCCACATCGAACGG 57,89 chr6 (-) 30626895 30626917 exon1, exon1, exon1, exon1NM_001318763, NM_001254952, NM_001318762, NM_024909(+) 54 76
ATAT1 CATGAGTCTGTGCAACGCCATGG 57,89 chr6 (+) 30628089 30628111 exon5, exon5, exon5, exon5, exon5, exon5NM_001318763, NM_001254952, NM_001031722, NM_001318762, NM_001190724, NM_024909(+) 1248 1270
ATF7IP GCAACTTGAAGCAGTGTACAAGG 45 chr12 (+) 14423987 14424009 [exon2,  exon2,  exon2,  exon2][NM_181352,  NM_018179,  NM_001286515,  NM_001286514](+) 58356 58378
ATF7IP GGCAGTTTAGAGACTGGTTCTGG 50 chr12 (-) 14424270 14424292 [exon2,  exon2,  exon2,  exon2][NM_181352,  NM_018179,  NM_001286515,  NM_001286514](+) 58639 58661



ATF7IP GTTATATTATGGGGAGACAAAGG 35 chr12 (-) 14424246 14424268 [exon2,  exon2,  exon2,  exon2][NM_181352,  NM_018179,  NM_001286515,  NM_001286514](+) 58615 58637
ATF7IP TTTGGACCCAACCTCACCTTTGG 50 chr12 (+) 14424071 14424093 [exon2,  exon2,  exon2,  exon2][NM_181352,  NM_018179,  NM_001286515,  NM_001286514](+) 58440 58462
ATM AATAACGTCTCGAAGAACAAAGG 36,84 chr11 (-) 108289750 108289772 exon29 NM_000051 (+) 66919 66941
ATM ATCACATGCGATGGAAAATGAGG 36,84 chr11 (-) 108289002 108289024 exon28 NM_000051 (+) 66171 66193
ATM TGACTGGCACTAGAATTTGCTGG 42,11 chr11 (-) 108287666 108287688 exon27 NM_000051 (+) 64835 64857
ATM TTCAGCTGCTTGCTCACATATGG 47,37 chr11 (-) 108289627 108289649 exon29 NM_000051 (+) 66796 66818
ATR GGATCATAACGAGACTTCTGCGG 42,11 chr3 (-) 142563075 142563097 exon4 NM_001184 (-) 113841 113863
ATR GAAATCAAGCAACATCACGGAGG 42,11 chr3 (+) 142566200 142566222 exon3 NM_001184 (-) 116966 116988
ATR TTGTGTAACAAATGACAGGAGGG 36,84 chr3 (+) 142563040 142563062 exon4 NM_001184 (-) 113806 113828
ATR AGTGGAAGCCATGAGGCCAAAGG 57,89 chr3 (-) 142566132 142566154 exon3 NM_001184 (-) 116898 116920
ATRX TCGTGACGATCCTGAAGACTTGG 52,63 chrX (+) 77697591 77697613 exon4, exon4NM_000489, NM_138270(-) 192714 192736
ATRX TGATTCATTGCAAGTCGTGGAGG 42,11 chrX (+) 77717139 77717161 exon2, exon2NM_000489, NM_138270(-) 212262 212284
ATRX TGGAAGTAACTCTGATATGATGG 36,84 chrX (-) 77698591 77698613 exon3, exon3NM_000489, NM_138270(-) 193714 193736
ATRX ATTCTTCTGATGAGTGTGCAAGG 42,11 chrX (+) 77717179 77717201 exon2, exon2NM_000489, NM_138270(-) 212302 212324
AURKB GCGCAGAGAGATCGAAATCCAGG 52,63 chr17 (-) 8207186 8207208 exon5, exon5, exon4, exon4, exon5, exon5NM_001284526, NM_004217, NM_001256834, NM_001313952, NM_001313951, NM_001313950(-) 2456 2478
AURKB ATTCTAGAGTATGCCCCCCGCGG 52,63 chr17 (-) 8206808 8206830 exon6, exon6, exon5, exon5, exon5, exon6, exon6NM_001284526, NM_004217, NM_001313953, NM_001256834, NM_001313952, NM_001313951, NM_001313950(-) 2078 2100
AURKB TTTGAGATTGGGCGTCCTCTGGG 52,63 chr17 (-) 8207323 8207345 exon5, exon5, exon4, exon4, exon4, exon5, exon5, exon4NM_001284526, NM_004217, NM_001313953, NM_001256834, NM_001313952, NM_001313951, NM_001313950, NM_001313955(-) 2593 2615
AURKB TTGGAAACGTGTACTTGGCTCGG 47,37 chr17 (-) 8207289 8207311 exon5, exon5, exon4, exon4, exon5, exon5NM_001284526, NM_004217, NM_001256834, NM_001313952, NM_001313951, NM_001313950(-) 2559 2581
BAP1 TCAAATGGATCGAAGAGCGCCGG 50 chr3 (-) 52408558 52408580 [exon4] [NM_004656](-) 7555 7577
BAP1 CACGGACGTATCATCCACCAAGG 55 chr3 (+) 52408516 52408538 [exon4] [NM_004656](-) 7513 7535
BAP1 CGACCTTCAGAGCAAATGTCAGG 50 chr3 (-) 52409555 52409577 [exon3] [NM_004656](-) 8552 8574
BAP1 CGCATGAAGGACTTCACCAAGGG 50 chr3 (-) 52407971 52407993 [exon5] [NM_004656](-) 6968 6990
BAZ1A TTCATGTAAGCGCGAACGATGGG 47,37 chr14 (+) 34862127 34862149 exon3, exon3NM_013448, NM_182648(-) 109397 109419
BAZ1A AACGGCTTTCGGTGTAGCAGCGG 52,63 chr14 (+) 34874579 34874601 exon2, exon2NM_013448, NM_182648(-) 121849 121871
BAZ1A GCTTCCTGATACGTCAGTCCAGG 52,63 chr14 (+) 34862236 34862258 exon3, exon3NM_013448, NM_182648(-) 109506 109528
BAZ1A GTAGTGGCGGAAGATCTCGTTGG 57,89 chr14 (+) 34874494 34874516 exon2, exon2NM_013448, NM_182648(-) 121764 121786
BAZ1B GTTAGTAGATACTGCTTGGTTGG 42,11 chr7 (-) 73508371 73508393 exon3 NM_032408 (-) 67974 67996
BAZ1B ACAAGCTTCTCATACCAGGCAGG 47,37 chr7 (+) 73508433 73508455 exon3 NM_032408 (-) 68036 68058
BAZ1B ATTTGGACGTGCAAGAGTACTGG 42,11 chr7 (-) 73510793 73510815 exon2 NM_032408 (-) 70396 70418
BAZ2A GGGGGACAATACCCACTCAACGG 57,89 chr12 (-) 56615376 56615398 exon3, exon3NM_013449, NM_001300905(-) 19781 19803
BAZ2A GTATTGTCCCCCCGAGAACTGGG 57,89 chr12 (+) 56615387 56615409 exon3, exon3NM_013449, NM_001300905(-) 19792 19814
BAZ2A GTAGTTCCAGAGACAGTCGTAGG 52,63 chr12 (+) 56615465 56615487 exon3, exon3NM_013449, NM_001300905(-) 19870 19892
BAZ2A TGGGAGACCCGTTAGTGTAGAGG 52,63 chr12 (+) 56617419 56617441 exon2, exon2NM_013449, NM_001300905(-) 21824 21846
BAZ2B GAATCATGATTCTGGGCTGGGGG 50 chr2 (+) 159448298 159448320 exon5, exon5NM_013450, NM_001289975(-) 129320 129342
BAZ2B GTCTACATTCAGCCAGCTCAGGG 50 chr2 (-) 159453692 159453714 exon4, exon4NM_013450, NM_001289975(-) 134714 134736
BAZ2B ACTGATGCTCATACTCGTACAGG 45 chr2 (-) 159448367 159448389 exon5, exon5NM_013450, NM_001289975(-) 129389 129411
BAZ2B AGGCACTCGACACTGTGGACAGG 60 chr2 (+) 159453742 159453764 exon4, exon4NM_013450, NM_001289975(-) 134764 134786
BMI1 AACGTGTATTGTTCGTTACCNGG 40 0 0 Not available 0 0
BMI1 ACAAATAGGACAATACTTGCNGG 35 0 0 Not available 0 0
BMI1 GTGGTCTGGTCTTGTGAACTNGG 50 0 0 Not available 0 0
BMI1 TGAACTTGGACATCACAAATNGG 35 0 0 Not available 0 0
BOP1 CCGGATTGGGGATGAGTATGCGG 52,63 chr8 (-) 144276244 144276266 exon3 NM_015201 (-) 14199 14221
BOP1 ACTGTGGCCCTCGTCATCAAGGG 57,89 chr8 (+) 144289128 144289150 exon2 NM_015201 (-) 27083 27105
BOP1 TGTCACTGCCGGAATCTTCCAGG 52,63 chr8 (+) 144289196 144289218 exon2 NM_015201 (-) 27151 27173
BOP1 GGATGATGACGAAGGCGACGAGG 57,89 chr8 (-) 144289166 144289188 exon2 NM_015201 (-) 27121 27143
BPTF GTACGATGACCACGAGAGCGAGG 60 chr17 (+) 67826099 67826121 exon1, exon1NM_004459, NM_182641(+) 436 458
BPTF ATCGTACACCACTTTGTTGACGG 40 chr17 (-) 67826083 67826105 exon1, exon1NM_004459, NM_182641(+) 420 442
BRD1 TGACCTACGCTCAAGCTCAAAGG 52,63 chr22 (-) 49824204 49824226 exon2, exon2NM_001304809, NM_001304808(-) 50927 50949
BRD1 AGGTCAGCGTTTCTCGCGTAGGG 57,89 chr22 (+) 49824221 49824243 exon2, exon2NM_001304809, NM_001304808(-) 50944 50966
BRD1 TACTCCACGATGCGCACCTTGGG 57,89 chr22 (+) 49823938 49823960 exon2, exon2NM_001304809, NM_001304808(-) 50661 50683
BRD1 CGCTTAGTTCTTAAGCAGACAGG 42,11 chr22 (+) 49824046 49824068 exon2, exon2NM_001304809, NM_001304808(-) 50769 50791
BRD2 ATCAGTTCGCATGGCCATTCCGG 47,37 chr6 (+) 32974710 32974732 exon3, exon2, exon2, exon3NM_005104, NM_001199456, NM_001199455, NM_001113182(+) 3823 3845
BRD2 GTAACTCGTCCTGGCTTTTTGGG 47,37 chr6 (-) 32974637 32974659 exon3, exon2, exon2, exon3NM_005104, NM_001199456, NM_001199455, NM_001113182(+) 3750 3772
BRD2 CCTACACAAGGTAGTGATGAAGG 47,37 chr6 (+) 32974675 32974697 exon3, exon2, exon2, exon3NM_005104, NM_001199456, NM_001199455, NM_001113182(+) 3788 3810
BRD2 AAAGCCCTCATACAAGAGAGAGG 42,11 chr6 (-) 32974539 32974561 exon3, exon2, exon3NM_005104, NM_001199455, NM_001113182(+) 3652 3674
BRD3 ATTTGATTGCGTCCACGGGCTGG 52,63 chr9 (+) 134053276 134053298 exon2 NM_007371 (-) 22953 22975
BRD3 GAGTGCAAGCGAATGTATGCAGG 47,37 chr9 (-) 134052347 134052369 exon3 NM_007371 (-) 22024 22046
BRD3 CATTAGCACTATGTCATCTGTGG 36,84 chr9 (+) 134051686 134051708 exon4 NM_007371 (-) 21363 21385
BRD3 GCAGTACATGCAGAATGTGGTGG 47,37 chr9 (-) 134053339 134053361 exon2 NM_007371 (-) 23016 23038
BRD4 TTCAGCTTGACGGCATCCACAGG 52,63 chr19 (+) 15272822 15272844 exon2, exon2NM_058243, NM_014299(-) 25787 25809
BRD4 GATTTCTCAATCTCGTCCCAGGG 47,37 chr19 (+) 15273060 15273082 exon2, exon2NM_058243, NM_014299(-) 26025 26047
BRD4 ACTGCAATACCTGCTCAGAGTGG 47,37 chr19 (-) 15272892 15272914 exon2, exon2NM_058243, NM_014299(-) 25857 25879
BRD4 GAATGCTCAGGAATGTATCCAGG 42,11 chr19 (-) 15268946 15268968 exon3, exon3NM_058243, NM_014299(-) 21911 21933
BRD7 GTCGGACAAACACCTCTACGAGG 52,63 chr16 (-) 50368726 50368748 exon1, exon1NM_013263, NM_001173984(-) 49709 49731
BRD7 GGAGGCAAGTCTAATCTCACAGG 47,37 chr16 (+) 50354831 50354853 exon3, exon3NM_013263, NM_001173984(-) 35814 35836
BRD7 GATCGTTTTTGTCTTCGAAGAGG 36,84 chr16 (+) 50368185 50368207 exon2, exon2NM_013263, NM_001173984(-) 49168 49190
BRD7 GAAGTCACCGAACTCTCCACGGG 52,63 chr16 (-) 50368229 50368251 exon2, exon2NM_013263, NM_001173984(-) 49212 49234
BRD8 CTCTAAAAGCTCCGAGTACTGGG 47,37 chr5 (+) 138171378 138171400 exon4, exon4, exon4, exon4, exon3NM_139199, NM_001300961, NM_001164326, NM_006696, NM_001300962(-) 14495 14517
BRD8 CCGGAGGTTACCCACTGTGATGG 63,16 chr5 (-) 138169311 138169333 exon8, exon8, exon8, exon8, exon8, exon7NM_139199, NM_001300961, NM_001164326, NM_001300966, NM_006696, NM_001300962(-) 12428 12450
BRD8 GGACTTGACTCCAACCACTATGG 52,63 chr5 (-) 138169239 138169261 exon8, exon8, exon8, exon8, exon8, exon7NM_139199, NM_001300961, NM_001164326, NM_001300966, NM_006696, NM_001300962(-) 12356 12378
BRD8 AGCTTCTCTCGGATGGACCATGG 57,89 chr5 (+) 138177613 138177635 exon2, exon2, exon2NM_139199, NM_001164326, NM_006696(-) 20730 20752
BRD9 GCCTCTAAAGCTAGTCCTGAAGG 52,63 chr5 (-) 891807 891829 exon2 NM_023924 (-) 28073 28095
BRD9 CGACTTTGATCCTGGGAAGAAGG 52,63 chr5 (-) 891209 891231 exon3, exon3NM_001009877, NM_023924(-) 27475 27497
BRD9 GTCACGGATGCAATTGCTCCTGG 52,63 chr5 (-) 889112 889134 exon5, exon5, exon5NM_001317951, NM_001009877, NM_023924(-) 25378 25400
BRDT TCTCCCTTGAACGTGGTACAGGG 52,63 chr1 (+) 91976379 91976401 exon5, exon5, exon4, exon4, exon5, exon6, exon5NM_001242810, NM_207189, NM_001242807, NM_001242808, NM_001242806, NM_001242805, NM_001726(+) 24228 24250
BRDT TTGGGCCGCAGTTTGTGAACTGG 52,63 chr1 (-) 91976416 91976438 exon5, exon5, exon4, exon4, exon5, exon6, exon5NM_001242810, NM_207189, NM_001242807, NM_001242808, NM_001242806, NM_001242805, NM_001726(+) 24265 24287
BRDT ATGGCCCTTTCAACGTCCTGTGG 52,63 chr1 (+) 91962901 91962923 exon2, exon2, exon2, exon2, exon3, exon2NM_207189, NM_001242807, NM_001242808, NM_001242806, NM_001242805, NM_001726(+) 10750 10772
BRDT AGAGCAAGTTGTGGGTGTTAAGG 47,37 chr1 (+) 91968223 91968245 exon4, exon4, exon3, exon3, exon4, exon5, exon4NM_001242810, NM_207189, NM_001242807, NM_001242808, NM_001242806, NM_001242805, NM_001726(+) 16072 16094
BRPF1 GCTTAGTCGCCCGCAAGTTGTGG 57,89 chr3 (-) 9734173 9734195 exon2, exon2, exon2, exon2NM_004634, NM_001003694, NM_001319050, NM_001319049(+) 2445 2467
BRPF1 CTCCGCAAGCACAAGAAAAAGGG 47,37 chr3 (+) 9734312 9734334 exon2, exon2, exon2, exon2NM_004634, NM_001003694, NM_001319050, NM_001319049(+) 2584 2606
BRPF1 GTGCATAGCTCATCACCTCACGG 52,63 chr3 (-) 9734398 9734420 exon2, exon2, exon2, exon2NM_004634, NM_001003694, NM_001319050, NM_001319049(+) 2670 2692
BRPF1 TGTCGTGGTCATAGTGGTACAGG 47,37 chr3 (-) 9734263 9734285 exon2, exon2, exon2, exon2NM_004634, NM_001003694, NM_001319050, NM_001319049(+) 2535 2557
BRPF3 GTCTACCTCGACAATCCGCTGGG 57,89 chr6 (-) 36200432 36200454 exon2 NM_015695 (+) 3660 3682
BRPF3 GAGTCCACCATACGGAAGCTGGG 57,89 chr6 (-) 36200671 36200693 exon2 NM_015695 (+) 3899 3921
BRPF3 CACCGAATGCAATAGTAACAAGG 42,11 chr6 (+) 36200535 36200557 exon2 NM_015695 (+) 3763 3785
BRPF3 GTCCAAGAAACCCTCATCCAAGG 52,63 chr6 (+) 36200589 36200611 exon2 NM_015695 (+) 3817 3839
BRWD1 CCAGCGCATCGGTCCTATGTTGG 63,16 chr21 (-) 39298513 39298535 exon5, exon5, exon5NM_033656, NM_018963, NM_001007246(-) 2077 2099



BRWD1 GTTGCCGAAGAGATTGGACTGGG 52,63 chr21 (-) 39312876 39312898 exon4, exon4, exon4NM_033656, NM_018963, NM_001007246(-) 16440 16462
BRWD1 CCTTATCGCCCGGTACCTATCGG 57,89 chr21 (-) 39313267 39313289 exon2, exon2, exon2NM_033656, NM_018963, NM_001007246(-) 16831 16853
BRWD1 CAGATTTGCAAAAGATGATCAGG 31,58 chr21 (+) 39298536 39298558 exon5, exon5, exon5NM_033656, NM_018963, NM_001007246(-) 2100 2122
BRWD3 GATTCCGCGCCGCTTAGATTGGG 57,89 chrX (-) 80808574 80808596 exon4 NM_153252 (-) 139087 139109
BRWD3 AGCTGTATTACCTGATCGCTAGG 47,37 chrX (-) 80809282 80809304 exon2 NM_153252 (-) 139795 139817
BRWD3 CCTAATAATGTCTGTACCCCAGG 42,11 chrX (+) 80793657 80793679 exon5 NM_153252 (-) 124170 124192
BRWD3 GCTTTTGCGGCTCTGCATAGAGG 52,63 chrX (-) 80791901 80791923 exon6 NM_153252 (-) 122414 122436
C14orf169 GCGAAGTGTTGTATCCCGCATGG 55 chr14 (+) 73491146 73491168 exon1 NM_024644 (+) 213 235
C14orf169 GATTCCTCCGAGTTCTCGCTAGG 55 chr14 (-) 73491192 73491214 exon1 NM_024644 (+) 259 281
C14orf169 TCGTATCTTCCTGGACCTCAAGG 50 chr14 (-) 73491115 73491137 exon1 NM_024644 (+) 182 204
C14orf169 GCGAGAACTCGGAGGAATCGAGG 60 chr14 (+) 73491196 73491218 exon1 NM_024644 (+) 263 285
CARM1 AACATCCTGAAAACCTGCCGGGG 47,37 chr19 (+) 10908056 10908078 exon3 NM_199141 (+) 36480 36502
CARM1 GCAGTCCTTCATCATCACCCTGG 52,63 chr19 (+) 10905015 10905037 exon2 NM_199141 (+) 33439 33461
CARM1 TGAAGGACTGCTTGCCCACACGG 57,89 chr19 (-) 10905003 10905025 exon2 NM_199141 (+) 33427 33449
CARM1 TGGGTGTGGCGAACTGGATGAGG 57,89 chr19 (-) 10905051 10905073 exon2 NM_199141 (+) 33475 33497
CBX1 CTCGACCGTCGAGTGGTAAAGGG 57,89 chr17 (-) 48076904 48076926 exon2, exon2NM_006807, NM_001127228(-) 6853 6875
CBX1 CAGAAACTCAGCAATGAGGTCGG 47,37 chr17 (+) 48076115 48076137 exon3, exon3NM_006807, NM_001127228(-) 6064 6086
CBX1 CTTTGCTCGAGGTTTGGAGCCGG 52,63 chr17 (-) 48075061 48075083 exon4, exon4NM_006807, NM_001127228(-) 5010 5032
CBX1 ACATGAGACAGATAAATCAGAGG 31,58 chr17 (-) 48076075 48076097 exon3, exon3NM_006807, NM_001127228(-) 6024 6046
CBX2 ACATAACAGCTGGGAGCCGGAGG 57,89 chr17 (+) 79779362 79779384 exon3, exon3NM_032647, NM_005189(+) 1185 1207
CBX2 GAGGTGCAGAACCGGAAGAGAGG 57,89 chr17 (+) 79781709 79781731 exon4, exon4NM_032647, NM_005189(+) 3532 3554
CBX2 AGCTGGAGTACCTGGTCAAGTGG 52,63 chr17 (+) 79778388 79778410 exon2, exon2NM_032647, NM_005189(+) 211 233
CBX2 GACATGGCAGTGAGCTTCCTTGG 57,89 chr17 (-) 79781751 79781773 exon4, exon4NM_032647, NM_005189(+) 3574 3596
CBX3 AGAAACGCTTCAATCAATTCTGG 31,58 chr7 (-) 26208433 26208455 exon4, exon4NM_007276, NM_016587(+) 6730 6752
CBX3 CTAGATCGACGTGTAGTGAATGG 47,37 chr7 (+) 26206449 26206471 exon3, exon3NM_007276, NM_016587(+) 4746 4768
CBX3 TTTTCCACGACAAATTCTTCAGG 31,58 chr7 (-) 26206422 26206444 exon3, exon3NM_007276, NM_016587(+) 4719 4741
CBX3 TTTCTTAACTCTCAGAAAGCTGG 31,58 chr7 (+) 26208451 26208473 exon4, exon4NM_007276, NM_016587(+) 6748 6770
CBX4 ATATAACACGTGGGAACCGGAGG 47,37 chr17 (-) 79837880 79837902 exon3 NM_003655 (-) 4725 4747
CBX4 GACATTGGAACGACGGGCAAAGG 57,89 chr17 (+) 79835366 79835388 exon5 NM_003655 (-) 2211 2233
CBX4 CTGATGGGATATCGGAAGAGAGG 47,37 chr17 (-) 79835674 79835696 exon4 NM_003655 (-) 2519 2541
CBX4 CTTGGCACGGTTGTCAGTGGAGG 57,89 chr17 (+) 79835324 79835346 exon5 NM_003655 (-) 2169 2191
CBX5 CAGAGCAATGATATCGCTCGGGG 47,37 chr12 (-) 54246193 54246215 exon4, exon4, exon4NM_012117, NM_001127322, NM_001127321(-) 15248 15270
CBX5 GCGCGTGGTTAAGGGACAAGTGG 57,89 chr12 (-) 54257545 54257567 exon2, exon2, exon2NM_012117, NM_001127322, NM_001127321(-) 26600 26622
CBX5 GGGTGAAAATAATAAACCCAGGG 36,84 chr12 (-) 54252118 54252140 exon3, exon3, exon3NM_012117, NM_001127322, NM_001127321(-) 21173 21195
CBX5 AGAACTGTCAGCTGTCCGCTTGG 57,89 chr12 (+) 54257615 54257637 exon2, exon2, exon2NM_012117, NM_001127322, NM_001127321(-) 26670 26692
CBX6 CCGAATCCATCATCAAACGGCGG 47,37 chr22 (-) 38872131 38872153 exon1, exon1NM_001303494, NM_014292(-) 10705 10727
CBX6 CGAGTCCAGGATGTTCTCCTCGG 57,89 chr22 (+) 38871718 38871740 exon3, exon3NM_001303494, NM_014292(-) 10292 10314
CBX6 GCATCGAGTACCTGGTGAAATGG 52,63 chr22 (-) 38871919 38871941 exon2, exon2NM_001303494, NM_014292(-) 10493 10515
CBX6 AATGCACATCACTGATGCGGAGG 47,37 chr22 (+) 38867159 38867181 exon5 NM_014292 (-) 5733 5755
CBX7 TCTTCCTATACCCCGATGCTCGG 52,63 chr22 (+) 39138668 39138690 exon4 NM_175709 (-) 7895 7917
CBX7 AGAGAGGTCCGAAACCCAAGCGG 52,63 chr22 (-) 39138648 39138670 exon4 NM_175709 (-) 7875 7897
CBX7 AAGTCGAGTATCTGGTGAAGTGG 42,11 chr22 (-) 39149806 39149828 exon2 NM_175709 (-) 19033 19055
CBX8 GTTTCGAAGTGACTCAGCCAGGG 52,63 chr17 (-) 79795504 79795526 exon5 NM_020649 (-) 1128 1150
CBX8 GTACAGCACATGGGAACCGGAGG 57,89 chr17 (-) 79796293 79796315 exon3 NM_020649 (-) 1917 1939
CBX8 GGCTTGGGTCCACGCTTTTTGGG 57,89 chr17 (+) 79796076 79796098 exon4 NM_020649 (-) 1700 1722
CCDC101 ACGCAGCTTTGTCCGGTAATAGG 52,63 chr16 (-) 28585654 28585676 0 0
CCDC101 ACATCCAGAAGACCCATGAGCGG 47,37 chr16 (+) 28584947 28584969 0 0
CCDC101 CGCGGAAATCAAGTCTCTGTTGG 52,63 chr16 (+) 28589127 28589149 0 0
CCDC101 TGCCGGTCTCTACAATGACTCGG 52,63 chr16 (+) 28590106 28590128 0 0
CDYL AAAGCCGGTCGGAGCTTTATTGG 52,63 chr6 (+) 4892240 4892262 exon2, exon2, exon2NM_001143970, NM_004824, NM_001143971(+) 2249 2271
CDYL TAACGGGGCTTTTAGGCACGAGG 52,63 chr6 (-) 4892114 4892136 exon2, exon2, exon2NM_001143970, NM_004824, NM_001143971(+) 2123 2145
CDYL AATCACGAGTGCCTTAGGAGAGG 47,37 chr6 (-) 4891969 4891991 exon2 NM_004824 (+) 115524 115546
CDYL CGTTAAGAGCAGGACCGCAGTGG 57,89 chr6 (+) 4892132 4892154 exon2, exon2, exon2NM_001143970, NM_004824, NM_001143971(+) 2141 2163
CDYL2 GAGTATCTTATCCGATGGAAAGG 42,11 chr16 (-) 80685062 80685084 exon2 NM_152342 (-) 81284 81306
CDYL2 GCAAGGGGACCTCCCATAAACGG 57,89 chr16 (-) 80684836 80684858 exon2 NM_152342 (-) 81058 81080
CDYL2 TAAACTCCTCACAGTGCAAGAGG 42,11 chr16 (+) 80685000 80685022 exon2 NM_152342 (-) 81222 81244
CDYL2 GGGACAGTTTCTCAACCGACGGG 52,63 chr16 (+) 80684883 80684905 exon2 NM_152342 (-) 81105 81127
CECR2 TCACCGAGAGTTTTCGCGAGAGG 52,63 chr22 (+) 17504913 17504935 exon7, exon7NM_001290047, NM_001290046(+) 144965 144987
CECR2 CCGACTCTGTGATTACCGGCTGG 57,89 chr22 (+) 17497535 17497557 exon3 NM_001290047(+) 128170 128192
CECR2 ATCTCCACCCGTGTGCGAAGAGG 57,89 chr22 (-) 17497506 17497528 exon3 NM_001290047(+) 128141 128163
CECR2 CACGTCATCTCTGTGAAGAGCGG 47,37 chr22 (-) 17477598 17477620 exon2 NM_001290047(+) 108233 108255
CHAF1A CTGATCGTCTGACATGTCATCGG 47,37 chr19 (-) 4408948 4408970 exon3 NM_005483 (+) 6286 6308
CHAF1A TCAGGCGCTTAAACGGCAGACGG 57,89 chr19 (-) 4408904 4408926 exon3 NM_005483 (+) 6242 6264
CHAF1A CCGAAACTTGTCAACGGGAAGGG 52,63 chr19 (+) 4409064 4409086 exon3 NM_005483 (+) 6402 6424
CHAF1A GTCCAAAGAGGCCTCTAAATCGG 47,37 chr19 (-) 4408996 4409018 exon3 NM_005483 (+) 6334 6356
CHAF1B ACGCACAACATTGACGGCTTTGG 52,63 chr21 (-) 36387668 36387690 exon3 NM_005441 (+) 2278 2300
CHAF1B GCAGATCGCTTTTCAGGATGAGG 47,37 chr21 (+) 36391597 36391619 exon4 NM_005441 (+) 6207 6229
CHAF1B TCCACGATGGCTTTTCCATCTGG 47,37 chr21 (-) 36387619 36387641 exon3 NM_005441 (+) 2229 2251
CHAF1B TGTGCGTTTTTCTCCAACTGGGG 42,11 chr21 (+) 36387684 36387706 exon3 NM_005441 (+) 2294 2316
CHD1 CATCAAGCCTCATCTAATAGCGG 36,84 chr5 (-) 98903802 98903824 exon3 NM_001270 (-) 48599 48621
CHD1 ACCCAGAATCATCATCCGACTGG 47,37 chr5 (+) 98905076 98905098 exon2 NM_001270 (-) 49873 49895
CHD1 ATCGGAATCTTCACTGCTAGAGG 42,11 chr5 (+) 98902938 98902960 exon4 NM_001270 (-) 47735 47757
CHD1 GCAAAACCACCGAAAGTTGATGG 47,37 chr5 (-) 98904904 98904926 exon2 NM_001270 (-) 49701 49723
CHD1L CATTCTGACAATGGAAGCGCTGG 47,37 chr1 (-) 147252669 147252691 exon2 NM_004284 (+) 10029 10051
CHD1L TCACCTACGCTCTTACCAGCTGG 52,63 chr1 (+) 147252627 147252649 exon2 NM_004284 (+) 9987 10009
CHD1L GTCGCCTGCATATGTTACACAGG 47,37 chr1 (-) 147255830 147255852 exon4, exon4, exon3NM_024568, NM_004284, NM_001256336(+) 13190 13212
CHD1L GATCAGGCTCCACAAAACTGAGG 47,37 chr1 (-) 147264493 147264515 exon7, exon7, exon6NM_024568, NM_004284, NM_001256336(+) 21853 21875
CHD2 GCGATGGTTCTTGTCTGCTTCGG 52,63 chr15 (-) 92927288 92927310 exon4, exon4NM_001271, NM_001042572(+) 26968 26990
CHD2 TGAACCCGAAGCTTCTTCAGAGG 47,37 chr15 (-) 92924329 92924351 exon3, exon3NM_001271, NM_001042572(+) 24009 24031
CHD2 AGCTATCCGTTCCTTCTTAGAGG 42,11 chr15 (-) 92924518 92924540 exon3, exon3NM_001271, NM_001042572(+) 24198 24220
CHD2 CAGTCAGTCGGAAAGTGAGCAGG 52,63 chr15 (+) 92924360 92924382 exon3, exon3NM_001271, NM_001042572(+) 24040 24062
CHD3 CAGTGAATATGGAACCGGACCGG 47,37 chr17 (+) 7890633 7890655 exon3, exon3, exon3NM_005852, NM_001005273, NM_001005271(+) 5829 5851
CHD3 GTTCTGAGCGAGATGAGTACCGG 47,37 chr17 (+) 7890590 7890612 exon3, exon3, exon3NM_005852, NM_001005273, NM_001005271(+) 5786 5808
CHD3 GACAAAGCGGCGGAAAAAGGGGG 52,63 chr17 (+) 7890699 7890721 exon3, exon3, exon3NM_005852, NM_001005273, NM_001005271(+) 5895 5917
CHD3 TTGCGTTTTCGGGGTTTTCCTGG 47,37 chr17 (-) 7889747 7889769 exon2, exon2, exon2NM_005852, NM_001005273, NM_001005271(+) 4943 4965
CHD4 ATGCTCTTATGCCGGCAGCTGGG 57,89 chr12 (-) 6602150 6602172 exon4 NM_001273 (-) 32069 32091
CHD4 CGCTTGCTCTTAGGGATTTTAGG 47,37 chr12 (+) 6602389 6602411 exon3, exon2NM_001273, NM_001297553(-) 32308 32330



CHD4 GAGGGCAGCGACTATACTCCTGG 57,89 chr12 (-) 6602060 6602082 exon4, exon3NM_001273, NM_001297553(-) 31979 32001
CHD4 GAAGAGCAAATCCAAGCGGAAGG 52,63 chr12 (-) 6601998 6602020 exon4, exon3NM_001273, NM_001297553(-) 31917 31939
CHD5 CGCCGAGGAGATGGAGAATGAGG 57,89 chr1 (-) 6179957 6179979 exon1 NM_015557 (-) 78171 78193
CHD5 CTTCGATGACTTTTTCCCTGTGG 42,11 chr1 (-) 6168230 6168252 exon2 NM_015557 (-) 66444 66466
CHD5 TGAGCTATCAGAGAATGAAGAGG 36,84 chr1 (-) 6159482 6159504 exon3 NM_015557 (-) 57696 57718
CHD5 TGGGTTTCTTCTTCTTAGGAAGG 42,11 chr1 (+) 6168197 6168219 exon2 NM_015557 (-) 66411 66433
CHD6 GGACCTGTATACTGCTGAAGAGG 47,37 chr20 (-) 41533405 41533427 exon3 NM_032221 (-) 131303 131325
CHD6 GACATCCCATAATGGGATGGAGG 47,37 chr20 (-) 41533354 41533376 exon3 NM_032221 (-) 131252 131274
CHD6 TTCGGTTCTCGTTTCCTCTTTGG 47,37 chr20 (+) 41533230 41533252 exon3 NM_032221 (-) 131128 131150
CHD6 TAGTCACTGTCTGCCTCAGAAGG 52,63 chr20 (-) 41533426 41533448 exon3 NM_032221 (-) 131324 131346
CHD7 TGCTGACCCATAGGATTTACTGG 42,11 chr8 (-) 60741529 60741551 exon1, exon2NM_001316690, NM_017780(+) 62765 62787
CHD7 GAATGATGAGCAACACCCCTGGG 52,63 chr8 (+) 60741695 60741717 exon1, exon2NM_001316690, NM_017780(+) 62931 62953
CHD7 CAGCAAATGCCAATAGACCAAGG 47,37 chr8 (+) 60741547 60741569 exon1, exon2NM_001316690, NM_017780(+) 62783 62805
CHD7 AGTGAAGGTCTTGAAGGCCTCGG 52,63 chr8 (+) 60741484 60741506 exon1, exon2NM_001316690, NM_017780(+) 62720 62742
CHD8 TGGATAGTTACTACCTTGGCAGG 42,11 chr14 (+) 21429157 21429179 exon2, exon3NM_001170629, NM_020920(-) 43964 43986
CHD8 TGAATCGAAACGCATCACCCTGG 47,37 chr14 (-) 21429311 21429333 exon2, exon3NM_001170629, NM_020920(-) 44118 44140
CHD8 GGACATCGGCATGTTGTGCTAGG 57,89 chr14 (-) 21429256 21429278 exon2, exon3NM_001170629, NM_020920(-) 44063 44085
CHD8 GTACAGCAGGCTCAGATAATGGG 47,37 chr14 (-) 21429025 21429047 exon2, exon3NM_001170629, NM_020920(-) 43832 43854
CHD9 TCAACTAGTGAAACAGGTCCTGG 42,11 chr16 (-) 53156177 53156199 exon2, exon1NM_025134, NM_001308319(+) 252 274
CHD9 TATCAGATGGCAGTCCAATGTGG 42,11 chr16 (+) 53156442 53156464 exon2, exon1NM_025134, NM_001308319(+) 517 539
CHD9 ACAAACCATTGGGTTGGTTTTGG 42,11 chr16 (-) 53156410 53156432 exon2, exon1NM_025134, NM_001308319(+) 485 507
CHD9 GTGTTGGAGTACCTTGAACATGG 47,37 chr16 (-) 53156251 53156273 exon2, exon1NM_025134, NM_001308319(+) 326 348
CHRAC1 GTCGTGGGTAAAGACAAGGGCGG 55 chr8 (+) 140511512 140511534 [exon1] [NM_017444](+) 215 237
CHRAC1 TATTCCTACAGACACGGCAGTGG 50 chr8 (+) 140514396 140514418 [exon2] [NM_017444](+) 3099 3121
CHRAC1 CTTCATGATGACCCGGATGCGGG 55 chr8 (-) 140511564 140511586 [exon1] [NM_017444](+) 267 289
CHRAC1 CATCATGAAGAGCTCCCCCGAGG 60 chr8 (+) 140511577 140511599 [exon1] [NM_017444](+) 280 302
CLOCK CTAGTGAAATTCGACAGGACTGG 42,11 chr4 (-) 55476011 55476033 exon8, exon7NM_001267843, NM_004898(-) 48111 48133
CLOCK TCCTGGTAATGCTAGAAAGATGG 42,11 chr4 (-) 55478866 55478888 exon7, exon6NM_001267843, NM_004898(-) 50966 50988
CLOCK GTTGGTGGAAGAAGATGACAAGG 47,37 chr4 (-) 55479653 55479675 exon6, exon5NM_001267843, NM_004898(-) 51753 51775
CLOCK GCTCATTTTACTACAGCTTACGG 36,84 chr4 (+) 55482753 55482775 exon5, exon4NM_001267843, NM_004898(-) 54853 54875
CREBBP AGCGGCTCTAGTATCAACCCAGG 52,63 chr16 (-) 3850841 3850863 exon2, exon2NM_004380, NM_001079846(-) 125787 125809
CREBBP GCTGTCATTCGCCGAGAAACCGG 52,63 chr16 (+) 3879836 3879858 exon1, exon1NM_004380, NM_001079846(-) 154782 154804
CREBBP GATGAGCTGATACCCAATGGAGG 47,37 chr16 (-) 3850949 3850971 exon2, exon2NM_004380, NM_001079846(-) 125895 125917
CREBBP CTGTCGGAGCTTCTACGAGGAGG 57,89 chr16 (-) 3850865 3850887 exon2, exon2NM_004380, NM_001079846(-) 125811 125833
CSTL1 CCTACTTATATCGAGTCCAGAGG 42,11 chr20 (+) 23440443 23440465 exon2 NM_138283 (+) 759 781
CSTL1 GTCGTTGCTGGCATTGTTGTAGG 52,63 chr20 (-) 23440419 23440441 exon2 NM_138283 (+) 735 757
CSTL1 CGTGTCATTCCTCTTGCATTTGG 47,37 chr20 (-) 23443980 23444002 exon3 NM_138283 (+) 4296 4318
CSTL1 GAGCTGGAAATAGTTTATCCAGG 36,84 chr20 (-) 23444805 23444827 exon4 NM_138283 (+) 5121 5143
CTCF AGTTTCGGACTCCTCCACAATGG 50 chr16 (-) 67610855 67610877 [exon3] [NM_006565](+) 48449 48471
CTCF GTAGCAACAGGTACAGTCACAGG 50 chr16 (-) 67611193 67611215 [exon3] [NM_006565](+) 48787 48809
CTCF TACCCCAGAACCAGACGGATGGG 55 chr16 (+) 67610951 67610973 [exon3] [NM_006565](+) 48545 48567
CTCF ACTTACCAGAGACGCCGGGAAGG 60 chr16 (+) 67610902 67610924 [exon3] [NM_006565](+) 48496 48518
CXXC1 CGATAGCGAATCTCTAGCTTGGG 47,37 chr18 (+) 50286227 50286249 exon4, exon4NM_014593, NM_001101654(-) 3885 3907
CXXC1 GCTATCGGCACAAGAAGTCACGG 52,63 chr18 (-) 50286211 50286233 exon4, exon4NM_014593, NM_001101654(-) 3869 3891
CXXC1 CTACTGCATCTGCCGCAAACCGG 52,63 chr18 (-) 50286759 50286781 exon2, exon2NM_014593, NM_001101654(-) 4417 4439
CXXC1 GGACAGCAAGTCCGAGAATGGGG 52,63 chr18 (-) 50286795 50286817 exon2, exon2NM_014593, NM_001101654(-) 4453 4475
DAXX ATGCGAGGTTCTGAGAATTGCGG 45 chr6 (-) 33322892 33322914 [exon1] [NM_001141970](-) 4335 4357
DAXX CACGTTGCTGCCGGTTATAGAGG 55 chr6 (+) 33321492 33321514 [exon3,  exon2,  exon3,  exon3][NM_001350,  NM_001254717,  NM_001141969,  NM_001141970](-) 2935 2957
DAXX TCTATGTGGCAGAGATCCGGCGG 55 chr6 (-) 33321163 33321185 [exon3,  exon2,  exon3,  exon3][NM_001350,  NM_001254717,  NM_001141969,  NM_001141970](-) 2606 2628
DAXX CGGCAAGAAATGCTACAAGCTGG 50 chr6 (-) 33321742 33321764 [exon2,  exon2,  exon2][NM_001350,  NM_001141969,  NM_001141970](-) 3185 3207
DIDO1 GACCACTATCGCCAAGCGAGAGG 57,89 chr20 (-) 62911498 62911520 exon3, exon3, exon3, exon3, exon3, exon3NM_001193370, NM_001193369, NM_080797, NM_080796, NM_033081, NM_022105(-) 6501 6523
DIDO1 CAAAGGCGACCCGAGCAATGAGG 57,89 chr20 (-) 62911582 62911604 exon3, exon3, exon3, exon3, exon3, exon3NM_001193370, NM_001193369, NM_080797, NM_080796, NM_033081, NM_022105(-) 6585 6607
DIDO1 AGCGCTTCTGAGACCAGAAGCGG 52,63 chr20 (-) 62911242 62911264 exon3, exon3, exon3, exon3, exon3, exon3NM_001193370, NM_001193369, NM_080797, NM_080796, NM_033081, NM_022105(-) 6245 6267
DIDO1 GGAAAACATGGGGTTTTCGAAGG 47,37 chr20 (-) 62911520 62911542 exon3, exon3, exon3, exon3, exon3, exon3NM_001193370, NM_001193369, NM_080797, NM_080796, NM_033081, NM_022105(-) 6523 6545
DMAP1 CGGGACATTCTAGAACTCGGGGG 52,63 chr1 (+) 44213775 44213797 exon2, exon2, exon1NM_001034024, NM_001034023, NM_019100(+) 323 345
DMAP1 AGAACATTGCTCCGTCCTTGCGG 47,37 chr1 (-) 44214817 44214839 exon4, exon4, exon3NM_001034024, NM_001034023, NM_019100(+) 1365 1387
DMAP1 CCGTACAGTGAAGGCCAAGTTGG 57,89 chr1 (+) 44214745 44214767 exon4, exon4, exon3NM_001034024, NM_001034023, NM_019100(+) 1293 1315
DMAP1 ACTGACTTTCAAGAGGCCCGAGG 52,63 chr1 (+) 44214376 44214398 exon3, exon3, exon2NM_001034024, NM_001034023, NM_019100(+) 924 946
DNMT1 ACGGTGCTCATGCTTACAACCGG 47,37 chr19 (-) 10180492 10180514 exon4, exon4, exon4NM_001318730, NM_001130823, NM_001379(-) 47149 47171
DNMT1 TGAAGCCCGTAGAGTGGGAATGG 57,89 chr19 (-) 10180428 10180450 exon4, exon4, exon4NM_001318730, NM_001130823, NM_001379(-) 47085 47107
DNMT1 AGCATGAGCACCGTTCTCCAAGG 57,89 chr19 (+) 10180501 10180523 exon4, exon4, exon4NM_001318730, NM_001130823, NM_001379(-) 47158 47180
DNMT3A CTCGTCATCGCCTGCTTTGGNGG 60 0 0 Not available 0 0
DNMT3A GAGATCACCGCAGGGTCCTTNGG 60 0 0 Not available 0 0
DNMT3A GGAAAGCGGTGACACGCCAANGG 60 0 0 Not available 0 0
DNMT3A CCCATTGGGTAATAGCTCTGNGG 50 0 0 Not available 0 0
DNMT3B AGAGTCGCGAGCTTGATCTTCGG 52,63 chr20 (-) 32781354 32781376 exon3, exon3, exon3, exon3, exon3, exon3NM_175848, NM_001207056, NM_006892, NM_001207055, NM_175849, NM_175850(+) 1503 1525
DNMT3B AGACTCGATCCTCGTCAACGGGG 52,63 chr20 (+) 32780377 32780399 exon2, exon2, exon2, exon2, exon2, exon2NM_175848, NM_001207056, NM_006892, NM_001207055, NM_175849, NM_175850(+) 526 548
DNMT3B TGCGGATAGCCTCCAGGATTGGG 57,89 chr20 (-) 32780428 32780450 exon2, exon2, exon2, exon2, exon2, exon2NM_175848, NM_001207056, NM_006892, NM_001207055, NM_175849, NM_175850(+) 577 599
DNMT3B AAGCTCGCGACTCTCCAAGAGGG 57,89 chr20 (+) 32781363 32781385 exon3, exon3, exon3, exon3, exon3, exon3NM_175848, NM_001207056, NM_006892, NM_001207055, NM_175849, NM_175850(+) 1512 1534
DNMT3L CGTCATCGTCGTACAGGAAGAGG 52,63 chr21 (+) 44259510 44259532 exon5, exon5NM_013369, NM_175867(-) 13172 13194
DNMT3L AGCATGGACGTGATTTTGGTGGG 47,37 chr21 (-) 44261198 44261220 exon2, exon2NM_013369, NM_175867(-) 14860 14882
DNMT3L ATGCTACTGCTTCGAGTGTGTGG 47,37 chr21 (-) 44258672 44258694 exon6, exon6NM_013369, NM_175867(-) 12334 12356
DNMT3L CTCTCAAGCTCCGTTTCACCCGG 52,63 chr21 (-) 44261165 44261187 exon2, exon2NM_013369, NM_175867(-) 14827 14849
DOT1L CGTAGTTGTTGAGCTTCTCGGGG 47,37 chr19 (-) 2191110 2191132 exon5 NM_032482 (+) 26962 26984
DOT1L CCCGGATCTCAAGCTCGCTATGG 63,16 chr19 (+) 2185873 2185895 exon3 NM_032482 (+) 21725 21747
DOT1L GATATGGCGCAGGAGTCCAGTGG 57,89 chr19 (-) 2191055 2191077 exon5 NM_032482 (+) 26907 26929
DOT1L GTTCAGCTTCATGGGCTGCGTGG 57,89 chr19 (-) 2191022 2191044 exon5 NM_032482 (+) 26874 26896
DPF1 GGGTACGTGTAAATCTGTCCCGG 47,37 chr19 (+) 38222434 38222456 exon3, exon3, exon3, exon3NM_001289978, NM_004647, NM_001135156, NM_001135155(-) 11429 11451
DPF1 GTTTCCGCATGACCTCGAGGTGG 57,89 chr19 (-) 38218623 38218645 exon5, exon5, exon5, exon5NM_001289978, NM_004647, NM_001135156, NM_001135155(-) 7618 7640
DPF1 TCTACTGTGTGCAGAGACGGGGG 52,63 chr19 (-) 38218978 38219000 exon4, exon4, exon4, exon4NM_001289978, NM_004647, NM_001135156, NM_001135155(-) 7973 7995
DPF1 CCCGCTGTTGGAGGAAGAAACGG 57,89 chr19 (-) 38222409 38222431 exon3, exon3, exon3, exon3NM_001289978, NM_004647, NM_001135156, NM_001135155(-) 11404 11426
DPF2 GAAAGTCGTGGATCCTCAGGGGG 52,63 chr11 (-) 65341031 65341053 exon3 NM_006268 (+) 7278 7300
DPF2 GTAGGAGTACAGCTGTCCGGAGG 57,89 chr11 (-) 65340972 65340994 exon3 NM_006268 (+) 7219 7241
DPF2 ACAATTGCTCTGGGCTACTCCGG 47,37 chr11 (-) 65340489 65340511 exon2 NM_006268 (+) 6736 6758
DPF2 CTTTGTAGTACTGCTCCCCAAGG 52,63 chr11 (-) 65340385 65340407 exon2 NM_006268 (+) 6632 6654
DPF3 GCTCGGGGACCAGTTCTACAAGG 63,16 chr14 (-) 72771871 72771893 exon2, exon3, exon2, exon2NM_001280544, NM_001280543, NM_001280542, NM_012074(-) 110829 110851
DPF3 ACAGCCGTGAGTTGTAACTCCGG 47,37 chr14 (+) 72771832 72771854 exon2, exon3, exon2, exon2NM_001280544, NM_001280543, NM_001280542, NM_012074(-) 110790 110812



DPF3 CGCAGTTTTGGATCTTCAGGTGG 47,37 chr14 (+) 72753284 72753306 exon3, exon4, exon3, exon3NM_001280544, NM_001280543, NM_001280542, NM_012074(-) 92242 92264
DPF3 GGTATGTATACAGCTGGCCCGGG 52,63 chr14 (+) 72753342 72753364 exon3, exon4, exon3, exon3NM_001280544, NM_001280543, NM_001280542, NM_012074(-) 92300 92322
DPY30 GTGAGACCGTACTCAGAGTGAGG 52,63 chr2 (+) 32039292 32039314 exon3 NM_032574 (-) 15390 15412
DPY30 GAAGATCGAAACTGACTTAATGG 36,84 chr2 (-) 32024176 32024198 0 0
DPY30 GCTAGAAATTCAATGGGATTTGG 36,84 chr2 (+) 32024230 32024252 exon5 NM_032574 (-) 328 350
DPY30 CCATGATCATTCCCTCTTTTTGG 42,11 chr2 (-) 32024092 32024114 0 0
EED GGCGTGTTTGTAGGTGTATCAGG 47,37 chr11 (-) 86250338 86250360 exon2, exon2NM_003797, NM_001308007(+) 5955 5977
EED GACGCTGTCAGTATAGAAAGTGG 42,11 chr11 (+) 86250299 86250321 exon2, exon2NM_003797, NM_001308007(+) 5916 5938
EED TTCTCGTCTCCAGAGAGGTCTGG 52,63 chr11 (-) 86245320 86245342 exon1, exon1NM_003797, NM_001308007(+) 937 959
EED ACAAACACGCCAAATGCACCTGG 47,37 chr11 (+) 86250350 86250372 exon2, exon2NM_003797, NM_001308007(+) 5967 5989
EHMT1 TAACTCGGATAGCGGAAAATGGG 42,11 chr9 (+) 137716803 137716825 exon3, exon3NM_024757, NM_001145527(+) 97812 97834
EHMT1 CGGATACATCTTAAATAAGCCGG 31,58 chr9 (+) 137716909 137716931 exon3, exon3NM_024757, NM_001145527(+) 97918 97940
EHMT1 CAAAGTCGTCGGCAGTGACGTGG 57,89 chr9 (-) 137716861 137716883 exon3, exon3NM_024757, NM_001145527(+) 97870 97892
EHMT1 ACACCTATGGCTGCCGATGAAGG 57,89 chr9 (+) 137716628 137716650 exon3, exon3NM_024757, NM_001145527(+) 97637 97659
EHMT2 ATGAGTGGTGTAGCCCCTACAGG 52,63 chr6 (+) 31896668 31896690 exon2, exon3, exon3NM_001289413, NM_006709, NM_025256(-) 16909 16931
EHMT2 GGCAGGGTTTCTTCACTACGAGG 52,63 chr6 (+) 31896779 31896801 exon2, exon3, exon3NM_001289413, NM_006709, NM_025256(-) 17020 17042
EHMT2 CTGAGAATCTTGAGGGAGATGGG 47,37 chr6 (-) 31896634 31896656 exon2, exon3, exon3NM_001289413, NM_006709, NM_025256(-) 16875 16897
EHMT2 ATTGACATCTTGGCCCGGCTAGG 57,89 chr6 (+) 31896444 31896466 exon3, exon4, exon4NM_001289413, NM_006709, NM_025256(-) 16685 16707
ELP3 CGGATAGCTCTCATGGAGGTTGG 57,89 chr8 (-) 28110370 28110392 exon6, exon5, exon4, exon5, exon4, exon6NM_001284222, NM_001284220, NM_001284224, NM_001284226, NM_001284225, NM_018091(+) 17304 17326
ELP3 CGATGTCTTTCCCCTGCTCGTGG 57,89 chr8 (-) 28097286 28097308 exon2, exon2NM_001284222, NM_018091(+) 4220 4242
ELP3 CAGCAATGATATCCACCAGGCGG 47,37 chr8 (-) 28099873 28099895 exon3, exon3NM_001284222, NM_018091(+) 6807 6829
ELP3 ATAGCCAGTGTAAGACTGGGTGG 47,37 chr8 (-) 28107951 28107973 exon5, exon4, exon4, exon5NM_001284222, NM_001284220, NM_001284226, NM_018091(+) 14885 14907
ELP4 GTAGTGTTGCCGCGAGTACTGGG 57,89 chr11 (+) 31509807 31509829 exon1, exon1, exon1NM_001288726, NM_001288725, NM_019040(+) 79 101
ELP4 GCAACGTCACCAGTTTCCAGAGG 52,63 chr11 (+) 31509855 31509877 exon1, exon1, exon1NM_001288726, NM_001288725, NM_019040(+) 127 149
ELP4 TGTCAATGGGCATACTTTGTTGG 42,11 chr11 (+) 31539723 31539745 exon3, exon3, exon3NM_001288726, NM_001288725, NM_019040(+) 29995 30017
ELP4 GGACAGCTGCTGGTATCAACCGG 52,63 chr11 (+) 31509959 31509981 exon1, exon1, exon1NM_001288726, NM_001288725, NM_019040(+) 231 253
EP300 TAGTTCCCCTAACCTCAATATGG 42,11 chr22 (+) 41117356 41117378 exon2 NM_001429 (+) 24747 24769
EP300 AGTTTAGGCCGCTTGGCTGAAGG 57,89 chr22 (-) 41093035 41093057 exon1 NM_001429 (+) 426 448
EP300 GCGGCCTAAACTCTCATCTCCGG 52,63 chr22 (+) 41093046 41093068 exon1 NM_001429 (+) 437 459
EP300 GAATTGGGACTAACCAATGGTGG 42,11 chr22 (+) 41117246 41117268 exon2 NM_001429 (+) 24637 24659
EP400 GGTGATGTTCACGTTCTGCCCGG 55 chr12 (-) 131960822 131960844 exon2 NM_015409 (+) 10903 10925
EP400 GAACATCACCCTGCAGAGCGTGG 60 chr12 (+) 131960835 131960857 exon2 NM_015409 (+) 10916 10938
EP400 GTATTTGATAACTGGGAGACTGG 40 chr12 (-) 131960772 131960794 exon2 NM_015409 (+) 10853 10875
EP400 AGCTGATGCTGGACGTTCTGGGG 55 chr12 (-) 131960638 131960660 exon2 NM_015409 (+) 10719 10741
EPC1 TATGGTTATACCGGTCCCAGAGG 47,37 chr10 (-) 32305850 32305872 exon2, exon2, exon2NM_001282391, NM_001272004, NM_025209(-) 38135 38157
EPC1 GCGGGCTATTTCAGCACAGCAGG 57,89 chr10 (-) 32305895 32305917 exon2, exon2, exon2NM_001282391, NM_001272004, NM_025209(-) 38180 38202
EPC1 GACCACTGCCTTTTTCTAGGCGG 47,37 chr10 (+) 32293597 32293619 exon3, exon3, exon3, exon3NM_001282391, NM_001272019, NM_001272004, NM_025209(-) 25882 25904
EPC1 CGCTTCTCTTGTTTTACTGATGG 42,11 chr10 (+) 32293058 32293080 exon4, exon4, exon4, exon4NM_001282391, NM_001272019, NM_001272004, NM_025209(-) 25343 25365
EPC2 GTAAACTCTCCTTCCGAGCGCGG 52,63 chr2 (+) 148645022 148645044 exon1 NM_015630 (+) 32 54
EPC2 GAGACGCAGTCGTTGAGATCAGG 52,63 chr2 (-) 148645093 148645115 exon1 NM_015630 (+) 103 125
EPC2 ACGACTGCGTCTCCATCAACCGG 52,63 chr2 (+) 148645103 148645125 exon1 NM_015630 (+) 113 135
ERCC5 GATCTTCCCTTCCAGCGCTTCGG 55 chr13 (-) 102846322 102846344 exon1 NM_000123 (+) 482 504
ERCC5 AGCGCTGGAAGGGAAGATCCTGG 60 chr13 (+) 102846326 102846348 exon1 NM_000123 (+) 486 508
EZH1 TGCGACTTCGACAACTTAAACGG 42,11 chr17 (-) 42728849 42728871 exon3 NM_001991 (-) 28575 28597
EZH1 ATATGTTGGCTTGCAAATCCCGG 36,84 chr17 (+) 42724381 42724403 exon5 NM_001991 (-) 24107 24129
EZH1 ACAGGCTTCATTGACTGAACAGG 42,11 chr17 (+) 42727660 42727682 exon4 NM_001991 (-) 27386 27408
EZH1 AGTGATACATTTGGAGGTAGGGG 36,84 chr17 (+) 42728903 42728925 exon3 NM_001991 (-) 28629 28651
EZH2 TGCGACTGAGACAGCTCAAGAGG 52,63 chr7 (-) 148847206 148847228 exon2, exon2, exon2, exon2, exon2NM_001203247, NM_001203249, NM_001203248, NM_152998, NM_004456(-) 39835 39857
EZH2 ACACGCTTCCGCCAACAAACTGG 52,63 chr7 (+) 148847243 148847265 exon2, exon2, exon2, exon2, exon2NM_001203247, NM_001203249, NM_001203248, NM_152998, NM_004456(-) 39872 39894
EZH2 CGGAAATCTTAAACCAAGAATGG 36,84 chr7 (-) 148846536 148846558 exon3, exon3, exon3, exon3, exon3NM_001203247, NM_001203249, NM_001203248, NM_152998, NM_004456(-) 39165 39187
EZH2 TTATGATGGGAAAGTACACGGGG 36,84 chr7 (-) 148829734 148829756 exon5, exon5, exon5, exon4, exon5NM_001203247, NM_001203249, NM_001203248, NM_152998, NM_004456(-) 22363 22385
FBXL19 TTCGGGCACATCGCTGAGTGAGG 57,89 chr16 (+) 30930231 30930253 exon7, exon7NM_001282351, NM_001099784(+) 5657 5679
FBXL19 GGTATGAAAGTCCCCGGAAAGGG 52,63 chr16 (+) 30924736 30924758 exon1 NM_001099784(+) 162 184
FBXL19 ATGCAGATACACAGCTCCCGCGG 52,63 chr16 (-) 30930535 30930557 exon7, exon7NM_001282351, NM_001099784(+) 5961 5983
FBXL19 CCCCGAACTTCTTCATGTCTCGG 52,63 chr16 (-) 30925862 30925884 exon2 NM_001099784(+) 1288 1310
FBXO17 AAGATGAGATTGCGGCCGAAGGG 50 chr19 (+) 38949988 38950010 exon2, exon2NM_024907, NM_148169(-) 8588 8610
FBXO17 GAAGATGAGATTGCGGCCGAAGG 55 chr19 (+) 38949987 38950009 exon2, exon2NM_024907, NM_148169(-) 8587 8609
FBXO17 GCCCAGCAACGAAGACAAGGAGG 60 chr19 (-) 38950052 38950074 exon2, exon2NM_024907, NM_148169(-) 8652 8674
FBXO17 CCTTGTCTTCGTTGCTGGGCAGG 60 chr19 (+) 38950055 38950077 exon2, exon2NM_024907, NM_148169(-) 8655 8677
FBXO44 AGGATCTCTCTCGAGACCAGAGG 52,63 chr1 (+) 11658321 11658343 exon3, exon4, exon3, exon3, exon4, exon3NM_033182, NM_001014765, NM_183413, NM_183412, NM_001304790, NM_001304791(+) 3947 3969
FBXO44 TGGTACTTGGACCCGCAATCTGG 52,63 chr1 (-) 11658749 11658771 exon5, exon6, exon4, exon4, exon5, exon5NM_033182, NM_001014765, NM_183413, NM_183412, NM_001304790, NM_001304791(+) 4375 4397
FBXO44 CAGTGATGAAGCCCTCTCGCAGG 57,89 chr1 (-) 11655988 11656010 exon2, exon3, exon2, exon2, exon3, exon2NM_033182, NM_001014765, NM_183413, NM_183412, NM_001304790, NM_001304791(+) 1614 1636
FBXO44 ATGTGAATGGAGGCGATGAGTGG 47,37 chr1 (+) 11658291 11658313 exon3, exon4, exon3, exon3, exon4, exon3NM_033182, NM_001014765, NM_183413, NM_183412, NM_001304790, NM_001304791(+) 3917 3939
FBXW9 TTTTGGCGGACTGAGAACGCGGG 52,63 chr19 (+) 12696456 12696478 exon1 NM_032301 (-) 7541 7563
FBXW9 GCTCGAGATCTGCTCCTACCTGG 57,89 chr19 (-) 12696299 12696321 exon1 NM_032301 (-) 7384 7406
FBXW9 CTCACTTACGGCCGAAACCCTGG 57,89 chr19 (+) 12696354 12696376 exon1 NM_032301 (-) 7439 7461
FBXW9 TCGTGTCTGACCATGTCACCTGG 52,63 chr19 (-) 12696222 12696244 exon1 NM_032301 (-) 7307 7329
FKBP1A TCCCTTAGCTCCCTGTTCTTGGG 50 chr20 (-) 1372075 1372097 exon3 NM_001199786(-) 3099 3121
FKBP1A GTTTATGCTAGGCAAGCAGGAGG 50 chr20 (-) 1375523 1375545 exon3, exon3NM_054014, NM_000801(-) 6547 6569
FKBP1A TAAGGAAATGGAATACTGAAGGG 30 chr20 (-) 1372052 1372074 0 0
FKBP1A GTGATCCGAGGCTGGGAAGAAGG 60 chr20 (-) 1375501 1375523 exon3, exon3NM_054014, NM_000801(-) 6525 6547
FKBP2 GTCCCATCAAATCGCGCAAAGGG 52,63 chr11 (+) 64242512 64242534 exon2, exon2, exon2NM_004470, NM_001135208, NM_057092(+) 397 419
FKBP2 CAAAAGGAAGCTGCAGATCGGGG 47,37 chr11 (+) 64242468 64242490 exon2, exon2, exon2NM_004470, NM_001135208, NM_057092(+) 353 375
FKBP2 TGGACAGTACTGTCAGGACCCGG 52,63 chr11 (-) 64242405 64242427 exon2, exon2, exon2NM_004470, NM_001135208, NM_057092(+) 290 312
FKBP2 GAAGACAAAGGGCTGGTTCTGGG 52,63 chr11 (-) 64243239 64243261 exon3, exon3, exon3NM_004470, NM_001135208, NM_057092(+) 1124 1146
FKBP5 GTTGCATTCGAGGGAATTTTAGG 42,11 chr6 (+) 35620145 35620167 exon4, exon4, exon5, exon4NM_004117, NM_001145776, NM_001145775, NM_001145777(-) 39589 39611
FKBP5 GCCGAGCCATATGCATATTCTGG 47,37 chr6 (+) 35620178 35620200 exon4, exon4, exon5, exon4NM_004117, NM_001145776, NM_001145775, NM_001145777(-) 39622 39644
FKBP5 GGTGAGGAAACGCCGATGATTGG 57,89 chr6 (-) 35637115 35637137 exon3, exon3, exon4, exon3NM_004117, NM_001145776, NM_001145775, NM_001145777(-) 56559 56581
FKBP5 TCATCAAGGCATGGGACATTGGG 47,37 chr6 (-) 35620246 35620268 exon4, exon4, exon5, exon4NM_004117, NM_001145776, NM_001145775, NM_001145777(-) 39690 39712
FMR1 GTCAGATTCCCACCTCCTGTAGG 57,89 chrX (+) 147925574 147925596 exon3, exon3, exon3, exon3, exon3NM_001185082, NM_001185081, NM_001185076, NM_002024, NM_001185075(+) 13624 13646
FMR1 GCACATCCAGCTTGATCTTATGG 47,37 chrX (-) 147928766 147928788 exon5, exon5, exon5, exon5, exon5NM_001185082, NM_001185081, NM_001185076, NM_002024, NM_001185075(+) 16816 16838
FMR1 TTAGCTAACCACCAACAGCAAGG 47,37 chrX (-) 147928349 147928371 exon4, exon4, exon4, exon4, exon4NM_001185082, NM_001185081, NM_001185076, NM_002024, NM_001185075(+) 16399 16421
FMR1 AGCTAAAGTGAGGATGATAAAGG 36,84 chrX (+) 147928366 147928388 exon4, exon4, exon4, exon4, exon4NM_001185082, NM_001185081, NM_001185076, NM_002024, NM_001185075(+) 16416 16438
FXR2 GGTAGCCGGACATCCCCAAAAGG 63,16 chr17 (+) 7605694 7605716 exon3 NM_004860 (-) 14465 14487
FXR2 TCCTTATTATAGTCAGCTGGAGG 36,84 chr17 (+) 7605670 7605692 exon3 NM_004860 (-) 14441 14463
FXR2 TTATTCTCGAGCCAATGAACAGG 36,84 chr17 (-) 7604056 7604078 exon4 NM_004860 (-) 12827 12849
FXR2 TAACTGGCCGAAGTCGCTCCAGG 57,89 chr17 (+) 7603830 7603852 exon5 NM_004860 (-) 12601 12623



G2E3 TGATAACTTCGTTTACATCGGGG 31,58 chr14 (-) 30592371 30592393 exon5, exon4NM_017769, NM_001308097(+) 33249 33271
G2E3 CGAAGTTATCATTTCCCATGTGG 36,84 chr14 (+) 30592383 30592405 exon5, exon4NM_017769, NM_001308097(+) 33261 33283
G2E3 GATGACTGTCCTAATAAATACGG 31,58 chr14 (+) 30586741 30586763 exon3 NM_017769 (+) 27619 27641
G2E3 TGCTGTGTTTGCAAGAAAAATGG 36,84 chr14 (+) 30592326 30592348 exon5, exon4NM_017769, NM_001308097(+) 33204 33226
GADD45A GGCACAACACCACGTTATCGGGG 52,63 chr1 (-) 67686353 67686375 exon2, exon3NM_001199741, NM_001924(+) 1177 1199
GADD45A AGTCAGCGCACGATCACTGTCGG 57,89 chr1 (+) 67686074 67686096 exon2, exon2NM_001199742, NM_001924(+) 898 920
GADD45A AAGTCGCTACATGGATCAATGGG 42,11 chr1 (+) 67687723 67687745 exon3, exon4NM_001199741, NM_001924(+) 2547 2569
GADD45A GTTGAACTCACTCAGCCCCTTGG 57,89 chr1 (-) 67687887 67687909 0 0
GADD45B CATCAACATCGTGCGGGTGTCGG 57,89 chr19 (+) 2477140 2477162 exon3 NM_015675 (+) 1016 1038
GADD45B GATGTCGTTGTCACAGCAGAAGG 52,63 chr19 (-) 2477121 2477143 exon3 NM_015675 (+) 997 1019
GADD45B GAGCGTGAAGTGGATTTGCAGGG 52,63 chr19 (-) 2477091 2477113 exon3 NM_015675 (+) 967 989
GADD45B CCTCCTCGTCAATGGCCAAGAGG 57,89 chr19 (-) 2477053 2477075 exon3 NM_015675 (+) 929 951
GATAD2A CTCGTTTCTGACTCCGTGTTCGG 50 chr19 (-) 19465363 19465385 [exon2,  exon1][NM_017660,  NM_001300946](+) 24 46
GATAD2A TCGGAGAGCACAATCACGTCAGG 55 chr19 (-) 19492337 19492359 [exon3,  exon2][NM_017660,  NM_001300946](+) 26998 27020
GATAD2A GTCAGAAACGAGCGCTTGAACGG 50 chr19 (+) 19465374 19465396 [exon2,  exon1][NM_017660,  NM_001300946](+) 35 57
GATAD2A TTCTGAGTGCCCCGAACAAGCGG 55 chr19 (-) 19494333 19494355 [exon5,  exon4][NM_017660,  NM_001300946](+) 28994 29016
GATAD2B GCAAAGCGACTCAAAATGGAGGG 45 chr1 (-) 153828241 153828263 [exon2] [NM_020699](-) 23515 23537
GATAD2B CGTCTAGCACTCATATCCACAGG 50 chr1 (+) 153828016 153828038 [exon2] [NM_020699](-) 23290 23312
GATAD2B GGAGTTAGCCTTCCTCGCTCTGG 60 chr1 (+) 153819709 153819731 [exon3] [NM_020699](-) 14983 15005
GATAD2B ACATGAGTTACCCACCAAACAGG 45 chr1 (-) 153828146 153828168 [exon2] [NM_020699](-) 23420 23442
GLYR1 GAATCGACGTAATTCCAGTGAGG 42,11 chr16 (-) 4832170 4832192 exon5, exon5NM_032569, NM_001308096(-) 28968 28990
GLYR1 CGCAAACTTAGCCTGTCTGAAGG 52,63 chr16 (-) 4832115 4832137 exon5, exon5NM_032569, NM_001308096(-) 28913 28935
GLYR1 CGACAGCATCTACCGCTTGCTGG 57,89 chr16 (+) 4832809 4832831 exon4, exon4NM_032569, NM_001308096(-) 29607 29629
GLYR1 ATGCTGTCGAAGAGTTCCTCAGG 47,37 chr16 (-) 4832795 4832817 exon4, exon4NM_032569, NM_001308096(-) 29593 29615
GTF2B CCACTAAAATCGCATCTGGATGG 47,37 chr1 (+) 88887312 88887334 exon2 NM_001514 (-) 34675 34697
GTF2B TGAGAATCTCCAACTCGAGATGG 47,37 chr1 (+) 88864027 88864049 exon3 NM_001514 (-) 11390 11412
GTF2B GATATGATCTGTCCTGAATGTGG 36,84 chr1 (-) 88887272 88887294 exon2 NM_001514 (-) 34635 34657
GTF2B GCAATTCTAAGTACCAGAATCGG 36,84 chr1 (-) 88860233 88860255 exon4 NM_001514 (-) 7596 7618
GTF2F1 CGACGTATTCAGTGACATTCTGG 42,11 chr19 (+) 6392870 6392892 exon2 NM_002096 (-) 13302 13324
GTF2F1 GAAGTACGGCATCGTCCTCAAGG 57,89 chr19 (-) 6389502 6389524 exon4 NM_002096 (-) 9934 9956
GTF2F1 CGTAGCAAAGTTGACTTTGTCGG 42,11 chr19 (+) 6391911 6391933 exon3 NM_002096 (-) 12343 12365
GTF2H1 TAGTTGTGTCCCCTGCATGTAGG 52,63 chr11 (-) 18335803 18335825 exon3, exon4NM_005316, NM_001142307(+) 13535 13557
GTF2H1 TTCCTTCTGGACTAATTTTCTGG 31,58 chr11 (-) 18335755 18335777 exon3, exon4NM_005316, NM_001142307(+) 13487 13509
GTF2H1 TTTCACTGCTGTGCTTTCATTGG 42,11 chr11 (-) 18335838 18335860 exon3, exon4NM_005316, NM_001142307(+) 13570 13592
GTF2H1 GGATGGAGCTCTGTACCTCATGG 57,89 chr11 (+) 18333134 18333156 exon2, exon3NM_005316, NM_001142307(+) 10866 10888
GTF3C4 CACCGCATACTGCAGCTTCACGG 57,89 chr9 (-) 132670768 132670790 exon1 NM_012204 (+) 734 756
GTF3C4 CATTCCGCCTCATGGTGACTCGG 57,89 chr9 (+) 132670735 132670757 exon1 NM_012204 (+) 701 723
GTF3C4 TGCGGTGGATAACCAGGTCCTGG 57,89 chr9 (-) 132670895 132670917 exon1 NM_012204 (+) 861 883
GTF3C4 TTGAGGAGACAGCTGTTGAGCGG 47,37 chr9 (-) 132670932 132670954 exon1 NM_012204 (+) 898 920
H2AFZ GACTGGTCGTCCTAGATTTTAGG 47,37 chr4 (+) 99949338 99949360 exon3 NM_002106 (-) 1252 1274
H2AFZ GTCGATGAATACGGCCCACTGGG 57,89 chr4 (+) 99949362 99949384 exon3 NM_002106 (-) 1276 1298
H2AFZ GACGACCAGTCATGGACGTGTGG 57,89 chr4 (-) 99949326 99949348 exon3 NM_002106 (-) 1240 1262
H2AFZ GGTAAGGCTGGAAAGGACTCCGG 52,63 chr4 (-) 99949712 99949734 exon2 NM_002106 (-) 1626 1648
H3F3A CTTTACCACCGGTCGATTTGNGG 50 0 0 Not available 0 0
H3F3A TTTACCACCGGTCGATTTGCNGG 50 0 0 Not available 0 0
H3F3A TTTGCGAATCAGAAGTTCAGNGG 40 0 0 Not available 0 0
H3F3A AAGAGTGCGCCCTCTACTGGNGG 60 0 0 Not available 0 0
HAT1 CAACACGGAACATTGTTGACAGG 42,11 chr2 (-) 171952938 171952960 exon4 NM_003642 (+) 30514 30536
HAT1 GTATGAAGTAAGGTTCCGAATGG 42,11 chr2 (-) 171965440 171965462 exon5 NM_003642 (+) 43016 43038
HAT1 AACTGCTAGCTTTATTGACGTGG 36,84 chr2 (+) 171965858 171965880 exon6 NM_003642 (+) 43434 43456
HAT1 GAGTATACCCATCAACTCTTTGG 42,11 chr2 (+) 171946755 171946777 exon3 NM_003642 (+) 24331 24353
HCFC1 CGAACTGCACGTGTACAACACGG 52,63 chrX (-) 153970648 153970670 exon1 NM_005334 (-) 23092 23114
HCFC1 GCCTATGGCTTCGTGTGTGACGG 57,89 chrX (-) 153964648 153964670 exon2 NM_005334 (-) 17092 17114
HCFC1 GAGCTCATCGTGGTGTTTGGCGG 52,63 chrX (-) 153970692 153970714 exon1 NM_005334 (-) 23136 23158
HDAC1 ACTCCGACATGTTATCTGGACGG 47,37 chr1 (-) 32316739 32316761 exon3 NM_004964 (+) 24633 24655
HDAC1 GCAGCAAATTATGAGTCATGCGG 36,84 chr1 (-) 32302676 32302698 exon2 NM_004964 (+) 10570 10592
HDAC1 AGTAGTAACAGACTTTCCTCCGG 36,84 chr1 (-) 32292190 32292212 exon1 NM_004964 (+) 84 106
HDAC1 CTATGGTCTCTACCGAAAAATGG 42,11 chr1 (+) 32302703 32302725 exon2 NM_004964 (+) 10597 10619
HDAC10 GACCGCGCTTGTGTACCATGAGG 57,89 chr22 (-) 50251005 50251027 exon1, exon1NM_032019, NM_001159286(-) 5822 5844
HDAC10 GTAGATGGCGTCGAACTGTCCGG 52,63 chr22 (+) 50250436 50250458 exon3, exon3NM_032019, NM_001159286(-) 5253 5275
HDAC10 AGAGTATGTATCCCTGGTCAGGG 47,37 chr22 (-) 50250498 50250520 exon3, exon3NM_032019, NM_001159286(-) 5315 5337
HDAC10 TCACTGGAGCTGTGCAAAATGGG 47,37 chr22 (-) 50250077 50250099 exon4, exon4NM_032019, NM_001159286(-) 4894 4916
HDAC11 ACGATTGGCCAGCGTGTCTCTGG 57,89 chr3 (-) 13481277 13481299 exon2 NM_024827 (+) 1063 1085
HDAC11 GCGCTACAACATCACCTTCATGG 52,63 chr3 (+) 13481309 13481331 exon2 NM_024827 (+) 1095 1117
HDAC11 GCCCCATTTTCCGGCATCAAAGG 57,89 chr3 (-) 13481350 13481372 exon2, exon2NM_001136041, NM_024827(+) 1136 1158
HDAC11 TGGCACATGCTGGTACAGCTGGG 57,89 chr3 (-) 13481257 13481279 exon2 NM_024827 (+) 1043 1065
HDAC2 TCCAACATCGAGCAACATTACGG 40 chr6 (+) 113946050 113946072 exon9 NM_001527 (-) 9895 9917
HDAC2 CGGAAACTGAGCTCAGTATCCGG 50 chr6 (-) 113939097 113939119 0 0
HDAC2 CTAACTGGCTAAGCTATAGAGGG 40 chr6 (+) 113940500 113940522 0 0
HDAC2 GAAACTTAGTCCCTTCGTTAGGG 40 chr6 (-) 113939535 113939557 0 0
HDAC3 TATTTCTACGACCCCGACGTGGG 52,63 chr5 (-) 141636750 141636772 exon1 NM_003883 (-) 15875 15897
HDAC3 AGTCAATGTAGTCCTCGGAGTGG 47,37 chr5 (+) 141634887 141634909 exon3 NM_003883 (-) 14012 14034
HDAC3 GGTGAAGCCTTGCATATTGGTGG 47,37 chr5 (+) 141634846 141634868 exon3 NM_003883 (-) 13971 13993
HDAC3 CATAGCCTGGTCCTGCATTACGG 52,63 chr5 (-) 141636567 141636589 exon2 NM_003883 (-) 15692 15714
HDAC4 GCAGGATTCAGCAGCTCCACTGG 57,89 chr2 (+) 239236619 239236641 exon3 NM_006037 (-) 188452 188474
HDAC4 GCCTCTGGAACTCAGCGATGAGG 57,89 chr2 (+) 239189886 239189908 exon4 NM_006037 (-) 141719 141741
HDAC4 GCAGTGAGAACTGGTGGTCCAGG 57,89 chr2 (+) 239189994 239190016 exon4 NM_006037 (-) 141827 141849
HDAC4 CAGCTCCTGCTGGTGCTTCATGG 63,16 chr2 (+) 239176522 239176544 exon5 NM_006037 (-) 128355 128377
HDAC5 AGTCCGCGGCAGGATTTCCAAGG 63,16 chr17 (+) 44110754 44110776 exon3, exon3NM_005474, NM_001015053(-) 34002 34024
HDAC5 AACAGCATGACCACCTGACAAGG 52,63 chr17 (-) 44093608 44093630 exon4, exon4NM_005474, NM_001015053(-) 16856 16878
HDAC5 GTTTCTGGAACTCAGCGAACAGG 47,37 chr17 (+) 44093628 44093650 exon4, exon4NM_005474, NM_001015053(-) 16876 16898
HDAC5 AGAGCCATGCCCAGTTCCATGGG 57,89 chr17 (-) 44093789 44093811 exon4, exon4NM_005474, NM_001015053(-) 17037 17059
HDAC6 CCGCTCTATCCCCAATCTAGCGG 52,63 chrX (+) 48802900 48802922 exon3 NM_006044 (+) 821 843
HDAC6 ACCTAATCGTGGGACTGCAAGGG 52,63 chrX (+) 48802974 48802996 exon3 NM_006044 (+) 895 917
HDAC6 GAAAGGACACGCAGCGATCTAGG 57,89 chrX (-) 48805498 48805520 exon5 NM_006044 (+) 3419 3441
HDAC7 CGTGGTCAAGCAGAAGCTAGCGG 52,63 chr12 (-) 47798181 47798203 exon5, exon5, exon4NM_001098416, NM_015401, NM_001308090(-) 15471 15493
HDAC7 GGGATGGACTGTTCTTTCTAGGG 47,37 chr12 (+) 47798131 47798153 exon5, exon5, exon4NM_001098416, NM_015401, NM_001308090(-) 15421 15443



HDAC7 TTCGCTTGCTCTTGTCCTTGTGG 47,37 chr12 (+) 47798562 47798584 exon4, exon4, exon3NM_001098416, NM_015401, NM_001308090(-) 15852 15874
HDAC7 AAAAGCTGCTGAGCATGGAGCGG 47,37 chr12 (+) 47797444 47797466 exon6, exon6, exon5NM_001098416, NM_015401, NM_001308090(-) 14734 14756
HDAC8 CATCCGGACTCCATAGAATATGG 45 chrX (-) 72568759 72568781 exon3, exon3, exon3, exon3NM_018486, NM_001166419, NM_001166420, NM_001166422(-) 1178 1200
HDAC8 GTAGCAATTAACTGGTCTGGAGG 45 chrX (-) 72567907 72567929 exon4, exon4, exon4, exon4NM_018486, NM_001166419, NM_001166420, NM_001166422(-) 326 348
HDAC8 CATTCCGTCAATCAGGCATTGGG 45 chrX (+) 72567936 72567958 exon4, exon4, exon4, exon4NM_018486, NM_001166419, NM_001166420, NM_001166422(-) 355 377
HDAC8 TCGGGACTATAGATATAAACCGG 35 chrX (+) 72572694 72572716 exon1, exon1, exon1, exon1, exon1, exon1NM_001166418, NM_018486, NM_001166419, NM_001166448, NM_001166420, NM_001166422(-) 5113 5135
HDAC9 GAACTTGACACGGCAGCACCAGG 57,89 chr7 (+) 18585477 18585499 exon3, exon2, exon2, exon3, exon3, exon5, exon3, exon2, exon2NM_178423, NM_058176, NM_178425, NM_014707, NM_001204146, NM_001204144, NM_001204145, NM_001204148, NM_001204147(+) 76201 76223
HDAC9 CCATCTCACCTTTAGACCTAAGG 47,37 chr7 (+) 18585317 18585339 exon3, exon2, exon2, exon3, exon3, exon5, exon3NM_178423, NM_058176, NM_178425, NM_014707, NM_001204146, NM_001204144, NM_001204145(+) 89572 89594
HDAC9 CCGTGAGAAGCAATTGCAGCAGG 52,63 chr7 (+) 18585381 18585403 exon3, exon2, exon2, exon3, exon3, exon5, exon3, exon2, exon2NM_178423, NM_058176, NM_178425, NM_014707, NM_001204146, NM_001204144, NM_001204145, NM_001204148, NM_001204147(+) 76105 76127
HDAC9 ACGAAAGACACTCCAACTAATGG 42,11 chr7 (+) 18591578 18591600 exon5, exon4, exon4, exon5, exon5, exon7, exon5, exon4, exon4NM_178423, NM_058176, NM_178425, NM_014707, NM_001204146, NM_001204144, NM_001204145, NM_001204148, NM_001204147(+) 82302 82324
HDGF AGCCGGAAGCCTTGACAGTAGGG 57,89 chr1 (+) 156745013 156745035 exon3, exon3, exon3, exon3, exon3, exon4NM_001126051, NM_004494, NM_001126050, NM_001319186, NM_001319187, NM_001319188(-) 2907 2929
HDGF CTTCCCTTACGAGGAATCCAAGG 52,63 chr1 (-) 156745100 156745122 exon3, exon3, exon3, exon3, exon3, exon4NM_001126051, NM_004494, NM_001126050, NM_001319186, NM_001319187, NM_001319188(-) 2994 3016
HDGF CTCGTAAGGGAAGAGGTCTTTGG 52,63 chr1 (+) 156745110 156745132 exon3, exon3, exon3, exon3, exon3, exon4NM_001126051, NM_004494, NM_001126050, NM_001319186, NM_001319187, NM_001319188(-) 3004 3026
HDGFL1 GGAAATCGAGAACAACCCCACGG 52,63 chr6 (+) 22569815 22569837 exon1 NM_138574 (+) 367 389
HDGFL1 GTTCCCGTACAAGGAGTGCAAGG 57,89 chr6 (+) 22569743 22569765 exon1 NM_138574 (+) 295 317
HDGFL1 TTGTACGGGAACAGGCGTTTGGG 52,63 chr6 (-) 22569732 22569754 exon1 NM_138574 (+) 284 306
HDGFL1 GGCATGCCCATGTACAAGAGCGG 52,63 chr6 (+) 22569588 22569610 exon1 NM_138574 (+) 140 162
HDGFRP2 AGTACGGGAAGCCCAACAAGAGG 52,63 chr19 (+) 4475495 4475517 exon3, exon3NM_001001520, NM_032631(+) 3300 3322
HDGFRP2 TTAGCGAACACCAAGTCCCCGGG 52,63 chr19 (-) 4472369 4472391 exon1, exon1NM_001001520, NM_032631(+) 174 196
HDGFRP2 TCGTAGGGGAACAGGTCCTTGGG 57,89 chr19 (-) 4475458 4475480 exon3, exon3NM_001001520, NM_032631(+) 3263 3285
HDGFRP2 TTGGTGTTCGCTAAGATGAAGGG 42,11 chr19 (+) 4472378 4472400 exon1, exon1NM_001001520, NM_032631(+) 183 205
HDGFRP3 ATAGGATACTTGTTTGCTGGAGG 36,84 chr15 (+) 83164023 83164045 exon2 NM_016073 (-) 25972 25994
HDGFRP3 TACTGCAGATGCAAGCAGTGAGG 47,37 chr15 (-) 83157504 83157526 exon4 NM_016073 (-) 19453 19475
HDGFRP3 GGAAAGTCAAACAAACGGAAAGG 42,11 chr15 (-) 83157964 83157986 exon3 NM_016073 (-) 19913 19935
HDGFRP3 CAGAGCTCTTCAGAAACTGAGGG 47,37 chr15 (-) 83157539 83157561 exon4 NM_016073 (-) 19488 19510
HELLS CGTCGTTTTGGTCGACCAGTAGG 57,89 chr10 (-) 94590434 94590456 exon12, exon12, exon15, exon13, exon15, exon14, exon14, exon15, exon14, exon13NM_001289070, NM_001289072, NM_001289071, NM_001289075, NM_001289074, NM_001289069, NM_001289068, NM_001289067, NM_018063, NM_001289073(+) 44668 44690
HELLS ACGACTACTTCTCGTTTAGGAGG 42,11 chr10 (-) 94588283 94588305 exon11, exon11, exon14, exon12, exon14, exon13, exon13, exon14, exon13, exon12NM_001289070, NM_001289072, NM_001289071, NM_001289075, NM_001289074, NM_001289069, NM_001289068, NM_001289067, NM_018063, NM_001289073(+) 42517 42539
HELLS GACCATTACACTTCCGGACTGGG 52,63 chr10 (-) 94574082 94574104 exon8, exon8, exon9, exon8, exon8, exon8, exon8, exon7NM_001289070, NM_001289072, NM_001289071, NM_001289069, NM_001289068, NM_001289067, NM_018063, NM_001289073(+) 28316 28338
HELLS TACCCCGGCCATGCTAGAAGAGG 57,89 chr10 (+) 94546423 94546445 exon2, exon2, exon2, exon2, exon2, exon2NM_001289070, NM_001289072, NM_001289069, NM_001289068, NM_001289067, NM_018063(+) 657 679
HIF1AN GGAAGCTATAACTGCGCAACTGG 47,37 chr10 (-) 100536048 100536070 exon1 NM_017902 (+) 165 187
HIF1AN CTTTAAGCCGAGGTCCAACAGGG 52,63 chr10 (+) 100536572 100536594 exon2 NM_017902 (+) 689 711
HIF1AN TTTGTGTCGGTCAGCACCACAGG 52,63 chr10 (-) 100536414 100536436 exon2 NM_017902 (+) 531 553
HIF1AN TCAATAAGCTCCTCTGCCCGGGG 52,63 chr10 (-) 100536106 100536128 exon1 NM_017902 (+) 223 245
HIRA TTGCGAACTTGGTCCCGTCAGGG 57,89 chr22 (+) 19410728 19410750 exon2 NM_003325 (-) 80028 80050
HIRA TCTATCCTCCGGAATCATTCAGG 42,11 chr22 (-) 19405788 19405810 exon5 NM_003325 (-) 75088 75110
HIRA CTTACCACTGGAGCCGAACACGG 57,89 chr22 (+) 19405841 19405863 exon5 NM_003325 (-) 75141 75163
HIRA TGTGTGCGGTGGTCAAACAGTGG 52,63 chr22 (-) 19407241 19407263 exon4 NM_003325 (-) 76541 76563
HIST1H1B GGCCGCTAAGGCCTTCTTAAGGG 55 chr6 (+) 27867317 27867339 [exon1] [NM_005322](-) 526 548
HIST1H1B GAAATCCCCGGCTAAGAAGAAGG 50 chr6 (-) 27867460 27867482 [exon1] [NM_005322](-) 669 691
HIST1H1B TTTAGCGGCGCCTGCCTTCTTGG 60 chr6 (+) 27867140 27867162 [exon1] [NM_005322](-) 349 371
HIST1H1B TGGTGATCAGCTCTGAGACTGGG 50 chr6 (+) 27867385 27867407 [exon1] [NM_005322](-) 594 616
HIST1H1C AACTCCGCTACGCTCTTTAGAGG 50 chr6 (+) 26056258 26056280 [exon1] [NM_005319](-) 519 541
HIST1H1C TCCGCCCGCCTTTTTAACCTTGG 55 chr6 (+) 26056054 26056076 [exon1] [NM_005319](-) 315 337
HIST1H1C GGCCGCCTTCTTCTTTACAGGGG 55 chr6 (+) 26056354 26056376 [exon1] [NM_005319](-) 615 637
HIST1H1C GGCTGCTCTGAAAAAAGCGTTGG 50 chr6 (-) 26056230 26056252 [exon1] [NM_005319](-) 491 513
HIST1H3B CTCGTACTAAACAGACAGCTCGG 45 chr6 (-) 26032034 26032056 [exon1] [NM_003537](-) 446 468
HIST1H3B GAAGATCGGTCTTGAAGTCTTGG 45 chr6 (+) 26031811 26031833 [exon1] [NM_003537](-) 223 245
HIST1H3B ACTCGGTCGACTTTTGGTAGCGG 50 chr6 (+) 26031880 26031902 [exon1] [NM_003537](-) 292 314
HIST1H3B AGTCGACCGAGTTGCTGATTCGG 50 chr6 (-) 26031869 26031891 [exon1] [NM_003537](-) 281 303
HLTF GTTGGACTACGCTATTACACGGG 42,11 chr3 (-) 149084686 149084708 exon2, exon2, exon2, exon2NM_139048, NM_003071, NM_001318935, NM_001318934(-) 54560 54582
HLTF GTCTGCAAGTACTTCCAAACTGG 42,11 chr3 (+) 149084863 149084885 exon2, exon2, exon2, exon2NM_139048, NM_003071, NM_001318935, NM_001318934(-) 54737 54759
HLTF CATCTGGAGGGATAACATCTTGG 47,37 chr3 (+) 149084771 149084793 exon2, exon2, exon2, exon2NM_139048, NM_003071, NM_001318935, NM_001318934(-) 54645 54667
HLTF AGGTGCTTTGGCCTATATCATGG 47,37 chr3 (-) 149075906 149075928 exon3, exon3, exon3, exon3NM_139048, NM_003071, NM_001318935, NM_001318934(-) 45780 45802
HNF1A GATGTTGTGCTGCTGCAGGTAGG 55 chr12 (-) 120988868 120988890 [exon2,  exon2][NM_000545,  NM_001306179](+) 10301 10323
HNF1A TGAGGTTCTCCAGCTCTTTGAGG 50 chr12 (-) 120979023 120979045 [exon1,  exon1][NM_000545,  NM_001306179](+) 456 478
HNF1A AGCAGCACAACATCCCACAGCGG 55 chr12 (+) 120988877 120988899 [exon2,  exon2][NM_000545,  NM_001306179](+) 10310 10332
HNF1A TAAACTGAGCCAGCTGCAGACGG 50 chr12 (+) 120978777 120978799 [exon1,  exon1][NM_000545,  NM_001306179](+) 210 232
HR TCTCACGATGCCGTTCTCTGGGG 52,63 chr8 (+) 22129096 22129118 exon2, exon2NM_005144, NM_018411(-) 14678 14700
HR CTCGAGATGGACTGCACCATGGG 57,89 chr8 (-) 22129054 22129076 exon2, exon2NM_005144, NM_018411(-) 14636 14658
HR AGTACGCCCAGCTTCCTGAAGGG 57,89 chr8 (-) 22129142 22129164 exon2, exon2NM_005144, NM_018411(-) 14724 14746
HR CACTATGCTCAGGCATCAGGGGG 52,63 chr8 (+) 22128789 22128811 exon2, exon2NM_005144, NM_018411(-) 14371 14393
HSPBAP1 ATCGTATCTGCTTGCCATGAAGG 47,37 chr3 (+) 122777751 122777773 exon2, exon2NM_024610, NM_001320728(-) 37755 37777
HSPBAP1 AGCCGCAACGATCACAGGAGTGG 57,89 chr3 (+) 122793636 122793658 exon1, exon1NM_024610, NM_001320728(-) 53640 53662
HSPBAP1 AGCAGATACGATTCAGAATGGGG 36,84 chr3 (-) 122777740 122777762 exon2, exon2NM_024610, NM_001320728(-) 37744 37766
HSPBAP1 CACTCGAAGAGTTTCTGACCTGG 47,37 chr3 (-) 122768821 122768843 exon3, exon3NM_024610, NM_001320728(-) 28825 28847
IDH1 GCATGACGACCTATGATGATAGG 45 chr2 (+) 208248382 208248404 [exon4,  exon4,  exon4][NM_005896,  NM_001282387,  NM_001282386](-) 12156 12178
IDH1 ACGAAATATTCTGGGTGGCACGG 45 chr2 (-) 208248464 208248486 [exon4,  exon4,  exon4][NM_005896,  NM_001282387,  NM_001282386](-) 12238 12260
IDH1 ATGTAGATCCAATTCCACGTAGG 40 chr2 (+) 208251432 208251454 [exon3,  exon3,  exon3][NM_005896,  NM_001282387,  NM_001282386](-) 15206 15228
IDH1 CTATCACTCCTGATGAGAAGAGG 45 chr2 (-) 208248537 208248559 [exon4,  exon4,  exon4][NM_005896,  NM_001282387,  NM_001282386](-) 12311 12333
IDH2 GAAGTGTACAACTTCCCCGCAGG 55 chr15 (-) 90088393 90088415 [exon5,  exon5,  exon3][NM_001289910,  NM_002168,  NM_001290114](-) 4414 4436
IDH2 ACTATCCGGAACATCCTGGGGGG 55 chr15 (-) 90088687 90088709 [exon4,  exon4,  exon2][NM_001289910,  NM_002168,  NM_001290114](-) 4708 4730
IDH2 CGCCACCTTGATCCTTTTGTCGG 50 chr15 (+) 90091619 90091641 [exon2] [NM_002168](-) 7640 7662
IDH2 ACCATACTGAAAGCCTACGATGG 45 chr15 (-) 90087475 90087497 [exon6,  exon6,  exon4][NM_001289910,  NM_002168,  NM_001290114](-) 3496 3518
ING1 TTGAACGTCTTCGGGTCGCTCGG 57,89 chr13 (+) 110715603 110715625 exon1 NM_005537 (+) 592 614
ING1 CGTTCCGCAGGGGAATGATAAGG 57,89 chr13 (-) 110715462 110715484 exon1, exon1NM_005537, NM_001267728(+) 26 48
ING1 AAATCGGCGATTCCCATAGGCGG 47,37 chr13 (+) 110715720 110715742 exon1 NM_005537 (+) 709 731
ING1 TGCGGAACGATTGGTCGCTGAGG 57,89 chr13 (+) 110715476 110715498 exon1, exon1NM_005537, NM_001267728(+) 40 62
ING2 TGCTCGAATTGGTGGAAAATCGG 42,11 chr4 (+) 183510429 183510451 exon2, exon2NM_001291959, NM_001564(+) 5380 5402
ING2 AAGGTAGTCCTGCACGTAGCAGG 52,63 chr4 (-) 183505269 183505291 exon1 NM_001564 (+) 220 242
ING2 GCAGCAGCAACTGTACTCGTCGG 57,89 chr4 (+) 183505210 183505232 exon1 NM_001564 (+) 161 183
ING2 ACGTTCCTCTGCATGTCGTGGGG 52,63 chr4 (-) 183505310 183505332 exon1 NM_001564 (+) 261 283
ING3 TCTCGCGCATTTCCGTGAAGCGG 52,63 chr7 (-) 120951195 120951217 exon2, exon2NM_198267, NM_019071(+) 433 455
ING3 AATGCGCGAGATGGACCTGCAGG 57,89 chr7 (+) 120951207 120951229 exon2, exon2NM_198267, NM_019071(+) 445 467
ING3 GTTGTACCTAGAAGACTATCTGG 36,84 chr7 (+) 120950899 120950921 exon1, exon1NM_198267, NM_019071(+) 137 159
ING3 GAAAAATAAACCTGAGTGGAGGG 36,84 chr7 (+) 120953356 120953378 exon3, exon3NM_198267, NM_019071(+) 2594 2616
ING4 CCGTTTTGAGGCTGATCTCAAGG 52,63 chr12 (-) 6652990 6653012 exon4, exon3, exon4, exon4, exon4, exon4NM_001127586, NM_001127585, NM_001127584, NM_001127582, NM_016162, NM_001127583(-) 2453 2475
ING4 GCTGCTCGTGCTCGTTCCAAAGG 63,16 chr12 (-) 6652722 6652744 exon5, exon4, exon5, exon5, exon5, exon5NM_001127586, NM_001127585, NM_001127584, NM_001127582, NM_016162, NM_001127583(-) 2185 2207



ING4 GGCACTACTCATATACTCAGTGG 42,11 chr12 (+) 6653347 6653369 exon3, exon2, exon3, exon3, exon3, exon3NM_001127586, NM_001127585, NM_001127584, NM_001127582, NM_016162, NM_001127583(-) 2810 2832
ING4 GGACAAACACATTCGGCGGCTGG 57,89 chr12 (-) 6653026 6653048 exon4, exon3, exon4, exon4, exon4, exon4NM_001127586, NM_001127585, NM_001127584, NM_001127582, NM_016162, NM_001127583(-) 2489 2511
ING5 GATCTGCTTCAAAGCGCGCCAGG 57,89 chr2 (-) 241711409 241711431 exon4 NM_032329 (+) 9369 9391
ING5 GAAGTTCCTCTGAAGTTCGCAGG 47,37 chr2 (-) 241704668 241704690 exon2 NM_032329 (+) 2628 2650
ING5 ATAGTGCTCCAAGTACATGGCGG 42,11 chr2 (-) 241702073 241702095 exon1 NM_032329 (+) 33 55
ING5 GAACGCCTACAGCAAGTGCAAGG 57,89 chr2 (+) 241709313 241709335 exon3 NM_032329 (+) 7273 7295
INO80 GTCGCAGAAAATGGTCCAACCGG 47,37 chr15 (+) 41096202 41096224 exon2 NM_017553 (-) 117322 117344
INO80 AATCCATTATTGCCCCAGTCTGG 42,11 chr15 (-) 41095875 41095897 exon3 NM_017553 (-) 116995 117017
INO80 TCTCCAAGTACTGAAGATAGAGG 36,84 chr15 (+) 41096232 41096254 exon2 NM_017553 (-) 117352 117374
INO80 GGATCCCTTAATACAAGTTAAGG 36,84 chr15 (-) 41095852 41095874 exon3 NM_017553 (-) 116972 116994
INTS12 TGCTTGATGAATCTTTGGCTCGG 42,11 chr4 (-) 105699883 105699905 exon3, exon2NM_020395, NM_001142471(-) 17256 17278
INTS12 CTTTTGAGATGGACGGTAACTGG 42,11 chr4 (+) 105699850 105699872 exon3, exon2NM_020395, NM_001142471(-) 17223 17245
INTS12 CAAGGTCCTCACAACTGAAAAGG 47,37 chr4 (-) 105695551 105695573 exon4, exon3NM_020395, NM_001142471(-) 12924 12946
INTS12 TTCTCCAATCTAGGTTTCTTTGG 36,84 chr4 (+) 105693431 105693453 exon5, exon4NM_020395, NM_001142471(-) 10804 10826
IWS1 GAATCCCGTTCATCCTGTACTGG 47,37 chr2 (+) 127523752 127523774 exon2 NM_017969 (-) 42946 42968
IWS1 CAACACTCCGGATCAGACACTGG 52,63 chr2 (-) 127523698 127523720 exon2 NM_017969 (-) 42892 42914
IWS1 GAACGGGATTCAGGGTCAGACGG 57,89 chr2 (-) 127523740 127523762 exon2 NM_017969 (-) 42934 42956
IWS1 ATGGACTCGGAATATTACAGCGG 36,84 chr2 (-) 127526186 127526208 exon1 NM_017969 (-) 45380 45402
JADE1 GCCAACACATAGTACTCATCCGG 42,11 chr4 (-) 128846432 128846454 exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4NM_001287443, NM_001287442, NM_001287441, NM_199320, NM_024900, NM_001287440, NM_001287439, NM_001287437(+) 36810 36832
JADE1 CTCATCCGGATTCAGCTGGTAGG 57,89 chr4 (-) 128846418 128846440 exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4NM_001287443, NM_001287442, NM_001287441, NM_199320, NM_024900, NM_001287440, NM_001287439, NM_001287437(+) 36796 36818
JADE1 GCAGGAGCTTCTCCTATGCTGGG 57,89 chr4 (-) 128842986 128843008 exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3NM_001287443, NM_001287442, NM_001287441, NM_199320, NM_024900, NM_001287440, NM_001287439, NM_001287437(+) 33364 33386
JADE1 GATGACACGATGTACTTCTTGGG 42,11 chr4 (-) 128849017 128849039 exon5, exon5, exon5, exon5, exon5, exon5, exon5, exon5NM_001287443, NM_001287442, NM_001287441, NM_199320, NM_024900, NM_001287440, NM_001287439, NM_001287437(+) 39395 39417
JADE2 AGACCCATGGCGACAGGAATGGG 57,89 chr5 (+) 134552132 134552154 exon4, exon4, exon4, exon4NM_015288, NM_001289985, NM_001289984, NM_001308143(+) 27758 27780
JADE2 GGCTTCTTTTCGTTCTGTCGGGG 47,37 chr5 (-) 134538054 134538076 exon3, exon3, exon3, exon3NM_015288, NM_001289985, NM_001289984, NM_001308143(+) 13680 13702
JADE2 CAGTTTGGAGCATCTTGATGCGG 42,11 chr5 (-) 134538007 134538029 exon3, exon3, exon3, exon3NM_015288, NM_001289985, NM_001289984, NM_001308143(+) 13633 13655
JADE2 GCCAGGATGTAGTAGTCATCCGG 47,37 chr5 (-) 134552109 134552131 exon4, exon4, exon4, exon4NM_015288, NM_001289985, NM_001289984, NM_001308143(+) 27735 27757
JADE3 AGTGAATATACTTCCGGGGTCGG 47,37 chrX (-) 47024760 47024782 exon5, exon5NM_001077445, NM_014735(+) 112328 112350
JADE3 TCCATGATGTTGATGTAGCCAGG 42,11 chrX (-) 47024806 47024828 exon5, exon5NM_001077445, NM_014735(+) 112374 112396
JADE3 GATTATAGCTGAGAAGGTAAAGG 36,84 chrX (+) 47024724 47024746 exon5, exon5NM_001077445, NM_014735(+) 112292 112314
JADE3 CTGTGGAACGGTGTCTGGACTGG 57,89 chrX (-) 46998244 46998266 exon4, exon4NM_001077445, NM_014735(+) 85812 85834
JARID2 ATCGGTCGGCTCAGGACTTACGG 57,89 chr6 (+) 15487514 15487536 exon6, exon6NM_001267040, NM_004973(+) 241540 241562
JARID2 GATTCCGTGGTCAGAAGAACGGG 47,37 chr6 (+) 15374131 15374153 exon2 NM_004973 (+) 128157 128179
JARID2 ATCGCTGTGCTTCTCCTTTGCGG 47,37 chr6 (-) 15487379 15487401 exon6, exon6NM_001267040, NM_004973(+) 241405 241427
JARID2 ACTAACATCGTTGCTAGTGGAGG 42,11 chr6 (-) 15410308 15410330 exon3 NM_004973 (+) 164334 164356
JMJD1C TTGGCATTACATCACGACGCAGG 47,37 chr10 (-) 63215586 63215608 exon5, exon6, exon6NM_001282948, NM_032776, NM_001318154(-) 48366 48388
JMJD1C ATCCGTCCAAATAAGAGGAAGGG 42,11 chr10 (-) 63215331 63215353 exon6, exon6, exon7, exon7NM_001282948, NM_001318153, NM_032776, NM_001318154(-) 48111 48133
JMJD1C ATTCATAACGATCATGGTGCGGG 36,84 chr10 (+) 63217213 63217235 exon4, exon5, exon5NM_001282948, NM_032776, NM_001318154(-) 49993 50015
JMJD1C ACAGAATGTCGATCCTTCTATGG 42,11 chr10 (-) 63215663 63215685 exon5, exon6, exon6NM_001282948, NM_032776, NM_001318154(-) 48443 48465
JMJD6 TTGCGCATTCAACAAAACCACGG 42,11 chr17 (+) 76725757 76725779 exon2, exon2NM_001081461, NM_015167(-) 7315 7337
JMJD6 GGACTCTGGAGCGCCTAAAAAGG 57,89 chr17 (-) 76725709 76725731 exon2, exon2NM_001081461, NM_015167(-) 7267 7289
JMJD6 AGCTCTCGTAGTAGTTGTGCCGG 47,37 chr17 (+) 76726373 76726395 exon1, exon1NM_001081461, NM_015167(-) 7931 7953
JMJD6 GGATGCGCTTCTTGCTCTTGTGG 52,63 chr17 (+) 76726448 76726470 exon1, exon1NM_001081461, NM_015167(-) 8006 8028
JMJD8 GACAGGTTGCTGGCTTCGTTTGG 55 chr16 (-) 683735 683757 exon4 NM_001005920(-) 2069 2091
JMJD8 ACAGGTTGCTGGCTTCGTTTGGG 50 chr16 (-) 683734 683756 exon4 NM_001005920(-) 2068 2090
JMJD8 GGCTTCGTTTGGGGACAGAGTGG 60 chr16 (-) 683724 683746 exon4 NM_001005920(-) 2058 2080
JMJD8 TTTGTGGTAGGAGTAGGTGTTGG 45 chr16 (+) 683686 683708 exon4 NM_001005920(-) 2020 2042
KANSL1 ACACCATATCCGGTTCAAACTGG 42,11 chr17 (-) 46172077 46172099 exon2, exon2, exon3NM_015443, NM_001193466, NM_001193465(-) 142162 142184
KANSL1 GGAGTCTTTGAAGTTGCAAGGGG 42,11 chr17 (-) 46171843 46171865 exon2, exon2, exon3NM_015443, NM_001193466, NM_001193465(-) 141928 141950
KANSL1 GAACTCCGAGCTGAGCTGTTGGG 57,89 chr17 (-) 46171767 46171789 exon2, exon2, exon3NM_015443, NM_001193466, NM_001193465(-) 141852 141874
KANSL1 CGTTATTTTCGGCACTGCCAGGG 52,63 chr17 (+) 46172032 46172054 exon2, exon2, exon3NM_015443, NM_001193466, NM_001193465(-) 142117 142139
KAT2A TTCTCAAGCTTCTTGGCGCGCGG 52,63 chr17 (+) 42120991 42121013 exon1 NM_021078 (-) 7881 7903
KAT2A TTTCCAGCCATTACACTTACAGG 36,84 chr17 (+) 42120797 42120819 exon2 NM_021078 (-) 7687 7709
KAT2A GACTTGCGCCTTCCTCTGACTGG 57,89 chr17 (+) 42121023 42121045 exon1 NM_021078 (-) 7913 7935
KAT2A TGAGAAGCTAGGGGTCTTCTCGG 52,63 chr17 (-) 42120974 42120996 exon1 NM_021078 (-) 7864 7886
KAT2B GCGCTTTCTTCACGGCGATTCGG 57,89 chr3 (-) 20040696 20040718 exon1 NM_003884 (+) 665 687
KAT2B GACAATTATTTGCTGCAGGTCGG 42,11 chr3 (-) 20072397 20072419 exon2 NM_003884 (+) 32366 32388
KAT2B TTCTCCAGTTTCTTGGCCCGCGG 52,63 chr3 (-) 20040733 20040755 exon1 NM_003884 (+) 702 724
KAT2B GAGGAGTCTTGTAAATGTAATGG 36,84 chr3 (+) 20072336 20072358 exon2 NM_003884 (+) 32305 32327
KAT5 GTCCTTCACGCTCAGGATCTCGG 57,89 chr11 (-) 65712772 65712794 exon3, exon2, exon2, exon3NM_006388, NM_182710, NM_001206833, NM_182709(+) 771 793
KAT5 GATCCAGTTCCCCAAGAAAGAGG 47,37 chr11 (+) 65712974 65712996 exon4, exon3, exon3, exon4NM_006388, NM_182710, NM_001206833, NM_182709(+) 973 995
KAT5 GCCAAGACCCCCACTAAGAACGG 57,89 chr11 (+) 65712996 65713018 exon4, exon3, exon3, exon4NM_006388, NM_182710, NM_001206833, NM_182709(+) 995 1017
KAT5 GATTGGCAAGGTCTTCCCGCTGG 57,89 chr11 (-) 65713364 65713386 exon5, exon4NM_006388, NM_182710(+) 1363 1385
KAT6A GAATAGCACTTCCTAAGCCTCGG 47,37 chr8 (-) 42048720 42048742 exon2, exon2NM_006766, NM_001305878(-) 106672 106694
KAT6A CTGATAAAGCGGGCAGTTGAGGG 52,63 chr8 (-) 42048652 42048674 exon2, exon2NM_006766, NM_001305878(-) 106604 106626
KAT6A AACAGCGTCCTTCAGAAGAAAGG 47,37 chr8 (-) 42048885 42048907 exon2, exon2NM_006766, NM_001305878(-) 106837 106859
KAT6A GCTATTCGCCCAGGATTATCAGG 47,37 chr8 (+) 42048736 42048758 exon2, exon2NM_006766, NM_001305878(-) 106688 106710
KAT6B TAACTGATGAAAAGCGCCCAGGG 47,37 chr10 (-) 74843085 74843107 exon3, exon3, exon3NM_012330, NM_001256469, NM_001256468(+) 16673 16695
KAT6B GTTGTCTGGGTCCTTATAGGAGG 47,37 chr10 (-) 74843063 74843085 exon3, exon3, exon3NM_012330, NM_001256469, NM_001256468(+) 16651 16673
KAT6B ATGCGGTCAGTACTTCCCATGGG 52,63 chr10 (+) 74842958 74842980 exon3, exon3, exon3NM_012330, NM_001256469, NM_001256468(+) 16546 16568
KAT6B GTTTATTCCAATCCACATTGCGG 31,58 chr10 (-) 74843163 74843185 exon3, exon3, exon3NM_012330, NM_001256469, NM_001256468(+) 16751 16773
KAT7 GATGAACGAGTCTGCCGAAGAGG 52,63 chr17 (-) 49796863 49796885 exon3, exon3, exon3NM_001199157, NM_001199155, NM_007067(+) 8245 8267
KAT7 TCACCGCCTCGAACTCCAACTGG 57,89 chr17 (+) 49798348 49798370 exon4, exon4NM_001199155, NM_007067(+) 9730 9752
KAT7 CTGACTACGGGTCACTCTTCTGG 52,63 chr17 (-) 49796807 49796829 exon3, exon3, exon3NM_001199157, NM_001199155, NM_007067(+) 8189 8211
KAT7 CTCGAGATCTGTAGAAAAATCGG 36,84 chr17 (-) 49791923 49791945 exon2, exon2, exon2, exon2, exon2NM_001199158, NM_001199157, NM_001199156, NM_001199155, NM_007067(+) 3305 3327
KAT8 ACGAGTGGGTAGACAAGAACCGG 47,37 chr16 (+) 31120354 31120376 exon3, exon3NM_182958, NM_032188(+) 2691 2713
KAT8 GTCTCGAGTGAACGACCAGGAGG 57,89 chr16 (+) 31120205 31120227 exon2, exon2NM_182958, NM_032188(+) 2542 2564
KAT8 TCGGAGAAACGTACCTGTGCCGG 52,63 chr16 (+) 31117851 31117873 exon1, exon1NM_182958, NM_032188(+) 188 210
KDM1A GAATAGCAGAGACTCCGGAGGGG 55 chr1 (+) 23019895 23019917 exon1, exon1NM_015013, NM_001009999(+) 448 470
KDM1A GGAATAGCAGAGACTCCGGAGGG 55 chr1 (+) 23019894 23019916 exon1, exon1NM_015013, NM_001009999(+) 447 469
KDM1A TGGAATAGCAGAGACTCCGGAGG 55 chr1 (+) 23019893 23019915 exon1, exon1NM_015013, NM_001009999(+) 446 468
KDM1A CTGCTATTCCAGTTTCCATGGGG 45 chr1 (-) 23019881 23019903 exon1, exon1NM_015013, NM_001009999(+) 434 456
KDM1B AAAATGGCTACACCTCCCGATGG 52,63 chr6 (+) 18162843 18162865 exon5 NM_153042 (+) 7456 7478
KDM1B GCCATGAAAGCTTTGGGACTAGG 52,63 chr6 (-) 18166334 18166356 exon6 NM_153042 (+) 10947 10969
KDM1B TACCGGAGCTCCTCAAAGGAAGG 57,89 chr6 (-) 18159955 18159977 exon3 NM_153042 (+) 4568 4590
KDM1B ATGTGAAAAGGCAGGCTGTACGG 47,37 chr6 (+) 18161395 18161417 exon4 NM_153042 (+) 6008 6030
KDM2A GTACTATAGGAACTCCAGTGAGG 42,11 chr11 (-) 67243050 67243072 exon13, exon2NM_012308, NM_001256405(+) 3016 3038
KDM2A CGTCTGGCTCCTGACACAATCGG 57,89 chr11 (-) 67245300 67245322 exon14, exon3NM_012308, NM_001256405(+) 5266 5288



KDM2A CTCCACGGTTAACACCTGTGAGG 52,63 chr11 (+) 67245262 67245284 exon14, exon3NM_012308, NM_001256405(+) 5228 5250
KDM2A TAAATTCCCCACTCGGCCAAAGG 52,63 chr11 (+) 67245191 67245213 exon14, exon3NM_012308, NM_001256405(+) 5157 5179
KDM2B TCGTATCGCTGGCGGTCAATCGG 57,89 chr12 (+) 121578921 121578943 exon2, exon2NM_032590, NM_001005366(-) 149826 149848
KDM2B CCAGCGATACGACGAGAACGAGG 57,89 chr12 (-) 121578910 121578932 exon2, exon2NM_032590, NM_001005366(-) 149815 149837
KDM2B TCTCGTAGTAACGCACAAACTGG 42,11 chr12 (+) 121549552 121549574 exon5, exon5NM_032590, NM_001005366(-) 120457 120479
KDM2B ACGTCTCGGACTGTGAAATCAGG 47,37 chr12 (+) 121574561 121574583 exon4, exon4NM_032590, NM_001005366(-) 145466 145488
KDM3A CAGATCCTTCTTGGTAACGTCGG 47,37 chr2 (-) 86442208 86442230 exon2, exon2NM_018433, NM_001146688(+) 748 770
KDM3A TTTCTGAACGAATTGTACAGTGG 31,58 chr2 (+) 86449931 86449953 exon3, exon3NM_018433, NM_001146688(+) 8471 8493
KDM3A GGTGTGGGAAACAGCTCGAATGG 57,89 chr2 (-) 86442187 86442209 exon2, exon2NM_018433, NM_001146688(+) 727 749
KDM3A TGCTCACGCTCGGAGAAAGTTGG 57,89 chr2 (+) 86442052 86442074 exon2, exon2NM_018433, NM_001146688(+) 592 614
KDM3B GTTATCGTGCTTCTGCTGGAAGG 52,63 chr5 (+) 138372740 138372762 exon2 NM_016604 (+) 20145 20167
KDM3B AGACTCGAATGCCCTGGAGAAGG 57,89 chr5 (-) 138372796 138372818 exon2 NM_016604 (+) 20201 20223
KDM3B TACTCCCCTTGTAGATAAACTGG 36,84 chr5 (+) 138375098 138375120 exon3 NM_016604 (+) 22503 22525
KDM3B TAACTGGAAGCAACACTCCTGGG 47,37 chr5 (+) 138372697 138372719 exon2 NM_016604 (+) 20102 20124
KDM4A TTCAAACTCACTATAGCGTGGGG 36,84 chr1 (-) 43660306 43660328 exon4 NM_014663 (+) 10181 10203
KDM4A TATCGCTATTGGCTATCTTGCGG 36,84 chr1 (-) 43655743 43655765 exon3 NM_014663 (+) 5618 5640
KDM4A CCATTCAACAGCTGGTGACGGGG 52,63 chr1 (+) 43655661 43655683 exon3 NM_014663 (+) 5536 5558
KDM4A TTGAATCCCAAGGAGCTCATCGG 47,37 chr1 (+) 43653276 43653298 exon2 NM_014663 (+) 3151 3173
KDM4B ATGTCATCATACGTCTGCCGCGG 47,37 chr19 (-) 5039860 5039882 exon4 NM_015015 (+) 70748 70770
KDM4B GTATGATGACATCGACGACGTGG 47,37 chr19 (+) 5039871 5039893 exon4 NM_015015 (+) 70759 70781
KDM4B GGATATTGTACTGCGTGAAGAGG 42,11 chr19 (-) 5039937 5039959 exon4 NM_015015 (+) 70825 70847
KDM4B CGTGGCCTACATAGAGTCGCAGG 57,89 chr19 (+) 5032983 5033005 exon3 NM_015015 (+) 63871 63893
KDM4C CTTTGCAAGACCCGCACGATGGG 57,89 chr9 (-) 6793110 6793132 exon2, exon2, exon2, exon2, exon2NM_015061, NM_001146695, NM_001146696, NM_001304339, NM_001304341(+) 35470 35492
KDM4C GGCCACCTCCATGATGGTTAGGG 57,89 chr9 (-) 6792978 6793000 exon2 NM_001146696(+) 72116 72138
KDM4C CGATGACTGTGAAGGAGTTCAGG 47,37 chr9 (+) 6805732 6805754 exon3, exon3, exon3, exon3, exon3NM_015061, NM_001146695, NM_001146696, NM_001304339, NM_001304341(+) 48092 48114
KDM4C GAAGGTCATTATCTTACAGCTGG 36,84 chr9 (-) 6793023 6793045 exon2, exon2, exon2, exon2, exon2NM_015061, NM_001146695, NM_001146696, NM_001304339, NM_001304341(+) 35383 35405
KDM4D GCGATACTCCCCCACAGTCATGG 63,16 chr11 (-) 94997656 94997678 exon3 NM_018039 (+) 23976 23998
KDM4D GATATTATCATAGGTCTCTCTGG 31,58 chr11 (-) 94997548 94997570 exon3 NM_018039 (+) 23868 23890
KDM4D TCTTCGAAATTCTGGTGTGGTGG 42,11 chr11 (-) 94997709 94997731 exon3 NM_018039 (+) 24029 24051
KDM4D ATTTGGATTCTGGGCACAGTTGG 47,37 chr11 (-) 94997395 94997417 exon3 NM_018039 (+) 23715 23737
KDM4E TGCCAAGGTAATTCCACCCAAGG 52,63 chr11 (+) 95025692 95025714 exon1 NM_001161630(+) 435 457
KDM4E TCCCAAGGCGCACATCAAGCTGG 57,89 chr11 (+) 95025666 95025688 exon1 NM_001161630(+) 409 431
KDM4E GATGGTATGACTCGTGTTCTGGG 47,37 chr11 (-) 95025580 95025602 exon1 NM_001161630(+) 323 345
KDM4E CCCGGTAATCCACCAATTTATGG 47,37 chr11 (+) 95025936 95025958 exon1 NM_001161630(+) 679 701
KDM5A TCAGCTTTATCGGCCGCATCCGG 52,63 chr12 (-) 388972 388994 exon1 NM_001042603(-) 108916 108938
KDM5A CTCCCAACTCGGCTCAAAGACGG 57,89 chr12 (+) 389011 389033 exon1 NM_001042603(-) 108955 108977
KDM5A CGGCCGAATTTTGCAGATGCCGG 52,63 chr12 (+) 388933 388955 exon1 NM_001042603(-) 108877 108899
KDM5B ATGCCAGTCTGCTCGGCTATGGG 57,89 chr1 (+) 202808124 202808146 exon1, exon1NM_006618, NM_001314042(-) 82940 82962
KDM5B ACTCCCAGTACTTTGCAATCTGG 42,11 chr1 (+) 202774681 202774703 exon3, exon3NM_006618, NM_001314042(-) 49497 49519
KDM5B TGAAAATTCCACATGTGGAGAGG 36,84 chr1 (-) 202774643 202774665 exon3, exon3NM_006618, NM_001314042(-) 49459 49481
KDM5B TCTTGTGGATGAAAGCGAAGGGG 42,11 chr1 (+) 202808152 202808174 exon1, exon1NM_006618, NM_001314042(-) 82968 82990
KDM5C TTCGTAGTGGGAGCGTAGCAAGG 57,89 chrX (+) 53217844 53217866 exon2, exon4, exon4NM_001146702, NM_001282622, NM_004187(-) 26524 26546
KDM5C ATGCCCGATTTCTCTGCGATGGG 52,63 chrX (+) 53224762 53224784 exon1, exon1, exon1NM_001146702, NM_001282622, NM_004187(-) 33442 33464
KDM5C TGGTGGATAGTTGAGGCGCTGGG 57,89 chrX (+) 53217883 53217905 exon2, exon4, exon4NM_001146702, NM_001282622, NM_004187(-) 26563 26585
KDM5C CACACGTCCATTTGATAATGAGG 36,84 chrX (-) 53217247 53217269 exon3, exon5, exon5NM_001146702, NM_001282622, NM_004187(-) 25927 25949
KDM5D GATTTACTCCTCGCGTCCAAAGG 52,63 chrY (-) 19743177 19743199 exon3, exon3, exon3NM_001146706, NM_001146705, NM_004653(-) 37763 37785
KDM5D CACACACCCGTTTGACAATGAGG 47,37 chrY (-) 19739632 19739654 exon5, exon6, exon6NM_001146706, NM_001146705, NM_004653(-) 34218 34240
KDM5D GATGCCAGACTTCTCTGCTATGG 52,63 chrY (+) 19744406 19744428 exon2, exon2, exon2NM_001146706, NM_001146705, NM_004653(-) 38992 39014
KDM5D GCTGAATTCCAAGACCCGCTTGG 57,89 chrY (-) 19744449 19744471 exon2, exon2, exon2NM_001146706, NM_001146705, NM_004653(-) 39035 39057
KDM6A GAAATCTCACGAACCCAAAGAGG 42,11 chrX (-) 44873927 44873949 exon2, exon2, exon2, exon2, exon2NM_001291418, NM_001291417, NM_001291416, NM_001291415, NM_021140(+) 753 775
KDM6A GATTTCATGAAGATGGCGCCAGG 47,37 chrX (+) 44873944 44873966 exon2, exon2, exon2, exon2, exon2NM_001291418, NM_001291417, NM_001291416, NM_001291415, NM_021140(+) 770 792
KDM6A TTCCTCATCACCGAAAGCGGCGG 52,63 chrX (-) 44873595 44873617 exon1, exon1, exon1, exon1, exon1NM_001291418, NM_001291417, NM_001291416, NM_001291415, NM_021140(+) 421 443
KDM6A ACTGTAAACTGTAGTACCTCTGG 36,84 chrX (-) 44974679 44974701 exon4, exon4, exon4, exon4, exon4NM_001291418, NM_001291417, NM_001291416, NM_001291415, NM_021140(+) 101505 101527
KDM6B CGAGTCAGAGCACGATAGTGAGG 52,63 chr17 (+) 7846192 7846214 exon6 NM_001080424(+) 6276 6298
KDM6B GAACTACTGCCATGTGAAGGGGG 47,37 chr17 (-) 7845915 7845937 exon5 NM_001080424(+) 5999 6021
KDM6B AGCAAACCATATTATGCTCCAGG 36,84 chr17 (+) 7845948 7845970 exon5 NM_001080424(+) 6032 6054
KDM6B GATTCCAGCTTCCCATGGAGGGG 52,63 chr17 (-) 7846094 7846116 exon6 NM_001080424(+) 6178 6200
KDM7A AGTGCGATATCTGCAAGGACTGG 47,37 chr7 (-) 140176755 140176777 exon1 NM_030647 (-) 92010 92032
KDM7A TATCGCACTCGATCATGAAGCGG 42,11 chr7 (+) 140176769 140176791 exon1 NM_030647 (-) 92024 92046
KDM7A GGTTCCAAACCAGTGCAAGCTGG 52,63 chr7 (-) 140133584 140133606 exon3 NM_030647 (-) 48839 48861
KDM7A CACAGTTGGGACAGTGATACAGG 47,37 chr7 (+) 140139129 140139151 exon2 NM_030647 (-) 54384 54406
KDM8 ACGTAGACAAAGACTGGCGCCGG 52,63 chr16 (+) 27210380 27210402 exon2, exon2NM_001145348, NM_024773(+) 6895 6917
KDM8 GGTCTTCTTTACTGTGCGGCAGG 52,63 chr16 (-) 27210198 27210220 exon2, exon2NM_001145348, NM_024773(+) 6713 6735
KDM8 GGTGATCCTGGACTACTCCTGGG 57,89 chr16 (+) 27210330 27210352 exon2, exon2NM_001145348, NM_024773(+) 6845 6867
KIAA2026 GTAGCCCTGCTGTAGCTCGTAGG 60 chr9 (+) 6007539 6007561 exon1 NM_001017969(-) 88532 88554
KIAA2026 CTGACCTACGAGCTACAGCAGGG 55 chr9 (-) 6007543 6007565 exon1 NM_001017969(-) 88536 88558
KIAA2026 GCTGACCTACGAGCTACAGCAGG 60 chr9 (-) 6007544 6007566 exon1 NM_001017969(-) 88537 88559
KIAA2026 GAGATGGAGGCGATGGTGATCGG 55 chr9 (-) 6007591 6007613 exon1 NM_001017969(-) 88584 88606
KMT2A TCATCGTCCTCAGCCTCTTCAGG 55 chr11 (+) 118436795 118436817 exon1, exon1NM_001197104, NM_005933(+) 306 328
KMT2A TGACGAAGACGAAGACGAGGCGG 55 chr11 (-) 118436775 118436797 exon1, exon1NM_001197104, NM_005933(+) 286 308
KMT2A CATCGTCCTCAGCCTCTTCAGGG 55 chr11 (+) 118436796 118436818 exon1, exon1NM_001197104, NM_005933(+) 307 329
KMT2A CGATGACGAAGACGAAGACGAGG 55 chr11 (-) 118436778 118436800 exon1, exon1NM_001197104, NM_005933(+) 289 311
KMT2B CAGAGCTACCCGCACTCTTTCGG 55 chr19 (-) 35718137 35718159 exon1 NM_014727 (+) 119 141
KMT2C GCGATCTGTGTCTGAGGAATCGG 52,63 chr7 (-) 152330641 152330663 exon3 NM_170606 (-) 195717 195739
KMT2C GACACAGATCGCTGAAGAGTTGG 52,63 chr7 (+) 152330652 152330674 exon3 NM_170606 (-) 195728 195750
KMT2C GCAGTTTTCCCCCTACTTCGAGG 52,63 chr7 (+) 152358652 152358674 exon2 NM_170606 (-) 223728 223750
KMT2C CAAAGAACAATCTGCAGAAGAGG 36,84 chr7 (-) 152330713 152330735 exon3 NM_170606 (-) 195789 195811
KMT2D AGTTGCCATTTGATTGGCCCCGG 47,37 chr12 (-) 49054649 49054671 exon3 NM_003482 (-) 35675 35697
KMT2D AATCTGTGATAGGTCCTCACTGG 42,11 chr12 (+) 49054574 49054596 exon3 NM_003482 (-) 35600 35622
KMT2D CAGAGACCTCTCCCACATGTGGG 57,89 chr12 (+) 49054949 49054971 exon2 NM_003482 (-) 35975 35997
KMT2E GAGCATAGTGATCCCATTGGGGG 47,37 chr7 (+) 105040955 105040977 exon3, exon2NM_182931, NM_018682(+) 26766 26788
KMT2E GTTATGGTACTGATGTAACCAGG 36,84 chr7 (+) 105063502 105063524 exon5, exon4NM_182931, NM_018682(+) 49313 49335
KMT2E GAGGACGAGCACCATAATTATGG 47,37 chr7 (-) 105063353 105063375 exon5, exon4NM_182931, NM_018682(+) 49164 49186
KMT2E TACCACAGGGCTAGCTTCTACGG 52,63 chr7 (-) 105062172 105062194 exon4, exon3NM_182931, NM_018682(+) 47983 48005
L3MBTL1 GCGGCTTATACTCGCTTATCCGG 47,37 chr20 (-) 43514637 43514659 exon1, exon4NM_015478, NM_032107(+) 6958 6980
L3MBTL1 GACCGAATACGAAGATGGCGGGG 52,63 chr20 (+) 43514715 43514737 exon1, exon4NM_015478, NM_032107(+) 7036 7058
L3MBTL1 TACGGGTCCTTGACCCATCTCGG 57,89 chr20 (-) 43514576 43514598 exon1 NM_015478 (+) 141 163



L3MBTL1 GTATAAGCCGCTGAACATGGCGG 47,37 chr20 (+) 43514649 43514671 exon1, exon4NM_015478, NM_032107(+) 6970 6992
L3MBTL2 CGGAGTTATAACAGCAGTGTGGG 47,37 chr22 (+) 41209771 41209793 exon2 NM_031488 (+) 4463 4485
L3MBTL2 GTGTGGTATCGTGGGTACAAGGG 52,63 chr22 (+) 41213906 41213928 exon3 NM_031488 (+) 8598 8620
L3MBTL2 TTCACTTGACTCCTCCAGATAGG 47,37 chr22 (-) 41209808 41209830 exon2 NM_031488 (+) 4500 4522
L3MBTL2 CTGTAACCTAGCCAAGATACTGG 42,11 chr22 (-) 41214004 41214026 exon3 NM_031488 (+) 8696 8718
L3MBTL3 AGTGCCGGCGAAGCTGTTCAAGG 60 chr6 (+) 130057473 130057495 exon9, exon8NM_032438, NM_001007102(+) 38891 38913
L3MBTL3 GGATTCGGCTGTACTAAAGCAGG 50 chr6 (+) 130055233 130055255 exon8, exon7NM_032438, NM_001007102(+) 36651 36673
L3MBTL3 CTCTTGACCACTTGTGCTAGAGG 50 chr6 (-) 130042713 130042735 exon3, exon3NM_032438, NM_001007102(+) 24131 24153
L3MBTL3 TGGGATGCCTTTCAGGTTGAAGG 50 chr6 (+) 130051265 130051287 exon6, exon5NM_032438, NM_001007102(+) 32683 32705
L3MBTL4 CATTGATCCCCGACATCCATCGG 50 chr18 (-) 6244510 6244532 exon6 NM_173464 (-) 289805 289827
L3MBTL4 GTCCTGATCCAAACGCTCTTTGG 50 chr18 (+) 6311563 6311585 exon3 NM_173464 (-) 356858 356880
L3MBTL4 ACATGAACTGCACATCCCTAAGG 45 chr18 (-) 6243294 6243316 exon7 NM_173464 (-) 288589 288611
L3MBTL4 GTCGCCACACACACCAAGGAAGG 60 chr18 (+) 6239787 6239809 exon9 NM_173464 (-) 285082 285104
LBR GATCGGCGGGCACTTTTAGGTGG 57,89 chr1 (+) 225422153 225422175 exon3, exon3NM_194442, NM_002296(-) 20652 20674
LBR CTTCCTTAATGTCGGCCTGGTGG 52,63 chr1 (+) 225422118 225422140 exon3, exon3NM_194442, NM_002296(-) 20617 20639
LBR CCATCGGCAAATTTCCTACTTGG 47,37 chr1 (+) 225424050 225424072 exon2, exon2NM_194442, NM_002296(-) 22549 22571
LBR GCCGATGGTGAAGTGGTAAGAGG 52,63 chr1 (-) 225424035 225424057 exon2, exon2NM_194442, NM_002296(-) 22534 22556

Mar-05 ATCCACCCAGCGTTGTAGACAGG 52,63 chr10 (-) 92311233 92311255 exon2 NM_017824 (+) 20071 20093
Mar-05 GTGCAGAGGATCTACAAAATGGG 42,11 chr10 (+) 92311201 92311223 exon2 NM_017824 (+) 20039 20061
Mar-05 AGATCCAAGACGTAAACCACTGG 42,11 chr10 (-) 92340675 92340697 exon3 NM_017824 (+) 49513 49535
Mar-05 GCTGCAGCAGGAATAATGGTCGG 52,63 chr10 (+) 92340732 92340754 exon3 NM_017824 (+) 49570 49592

MBD1 CGCGAAGTCTTTCGCAAGTCAGG 52,63 chr18 (-) 50279919 50279941 exon2, exon2, exon2, exon2, exon2, exon2, exon2, exon2, exon2, exon2, exon2, exon2, exon2, exon1NM_015847, NM_015846, NM_015845, NM_015844, NM_002384, NM_001204137, NM_001204140, NM_001204143, NM_001204141, NM_001204139, NM_001204136, NM_001204138, NM_001204142, NM_001204151(-) 8451 8473
MBD1 AACCTGACGTTTCCGAGTCTTGG 52,63 chr18 (+) 50276924 50276946 exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon3NM_015847, NM_015846, NM_015845, NM_015844, NM_002384, NM_001204137, NM_001204140, NM_001204143, NM_001204141, NM_001204139, NM_001204136, NM_001204138, NM_001204142, NM_001204151(-) 5456 5478
MBD1 ACCCTCTTCGACTTCAAACAAGG 47,37 chr18 (-) 50277115 50277137 exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon2NM_015847, NM_015846, NM_015845, NM_015844, NM_002384, NM_001204137, NM_001204140, NM_001204143, NM_001204141, NM_001204139, NM_001204136, NM_001204138, NM_001204142, NM_001204151(-) 5647 5669
MBD1 GTTGAGCTGACTCGATACCTGGG 52,63 chr18 (-) 50277154 50277176 exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon2NM_015847, NM_015846, NM_015845, NM_015844, NM_002384, NM_001204137, NM_001204140, NM_001204143, NM_001204141, NM_001204139, NM_001204136, NM_001204138, NM_001204142, NM_001204151(-) 5686 5708
MBD2 GGTTCTGCCTGGAGTATGCAGGG 55 chr18 (+) 54202913 54202935 exon3 NM_015832 (-) 234 256
MBD2 AATACAATGGCAAAGCACCAGGG 40 chr18 (+) 54202868 54202890 0 0
MBD2 GAGGAAGTGATCCGAAAATCTGG 45 chr18 (-) 54224054 54224076 exon1, exon1NM_015832, NM_003927(-) 72454 72476
MBD2 CCTCAGTTGGCAAGGTACCTGGG 55 chr18 (-) 54205107 54205129 exon2, exon2NM_015832, NM_003927(-) 53507 53529
MBD3 TGGTTGGTAATCTTGGTCACCGG 42,11 chr19 (+) 1584595 1584617 exon3, exon3NM_001281454, NM_001281453(-) 7925 7947
MBD3 TCATCAGCATCTTGCCCGTGCGG 52,63 chr19 (+) 1585111 1585133 exon2, exon2NM_001281454, NM_001281453(-) 8441 8463
MBD3 CAGCAATGTCGAAGGCGTTCAGG 52,63 chr19 (+) 1582664 1582686 exon4, exon4NM_001281454, NM_001281453(-) 5994 6016
MBD3 TCGCTCTTGACCTTGTTGCTGGG 52,63 chr19 (+) 1584571 1584593 exon3, exon3NM_001281454, NM_001281453(-) 7901 7923
MBD4 TCTTAAAGGCTTTACGTCGTGGG 42,11 chr3 (+) 129433952 129433974 exon5, exon5, exon4, exon5, exon5NM_001276271, NM_001276272, NM_001276273, NM_003925, NM_001276270(-) 3009 3031
MBD4 GCGATGGGTTCTTGTAGCAAGGG 52,63 chr3 (+) 129437846 129437868 exon2, exon2, exon2, exon2, exon2NM_001276271, NM_001276272, NM_001276273, NM_003925, NM_001276270(-) 6903 6925
MBD4 ACGAGATTAAAAGGTGACCGAGG 42,11 chr3 (+) 129433918 129433940 exon5, exon5, exon4, exon5, exon5NM_001276271, NM_001276272, NM_001276273, NM_003925, NM_001276270(-) 2975 2997
MBD4 TGCCGTAAGTCTGTCCCATGTGG 52,63 chr3 (-) 129437789 129437811 exon2, exon2, exon2, exon2NM_001276271, NM_001276272, NM_003925, NM_001276270(-) 6846 6868
MBD5 GGACAGAAATCTCCATTCCGTGG 50 chr2 (+) 148468568 148468590 exon9 NM_018328 (+) 447558 447580
MBD5 CAGCGTCGTGTGGATCAAAATGG 50 chr2 (+) 148458834 148458856 exon6 NM_018328 (+) 437824 437846
MBD5 GTCTACCCCCGACAGAGATTGGG 55 chr2 (+) 148468532 148468554 exon9 NM_018328 (+) 447522 447544
MBD5 GAGAACCGCAGAAGATGTTAAGG 45 chr2 (+) 148463774 148463796 exon8 NM_018328 (+) 442764 442786
MBTD1 GCGGCTAGCTTAGCAACTAAAGG 52,63 chr17 (+) 51218980 51219002 exon5 NM_017643 (-) 41556 41578
MBTD1 CGGTTATGATAGCTGCAGTGAGG 47,37 chr17 (-) 51225131 51225153 exon3 NM_017643 (-) 47707 47729
MBTD1 TTGATAATCGGGAGATTAGAAGG 36,84 chr17 (+) 51225055 51225077 exon3 NM_017643 (-) 47631 47653
MBTD1 TTACTCGTCAAACTCCAAGAAGG 42,11 chr17 (-) 51220353 51220375 exon4 NM_017643 (-) 42929 42951
MECOM TATCCGGCGCCATAGTTTCATGG 52,63 chr3 (+) 169131435 169131457 exon4, exon3, exon3, exon3, exon3, exon3, exon4NM_004991, NM_001205194, NM_001163999, NM_005241, NM_001164000, NM_001105078, NM_001105077(-) 47937 47959
MECOM GTAGTTGCAGACATTGCGCCGGG 52,63 chr3 (-) 169131497 169131519 exon4, exon4NM_004991, NM_001105077(-) 47999 48021
MECOM GCTTCCAACATCTGGTTGACTGG 47,37 chr3 (+) 169143770 169143792 exon3, exon3NM_004991, NM_001105077(-) 60272 60294
MECOM CTCAAGTACATTAGATTCGCTGG 36,84 chr3 (-) 169143744 169143766 exon3, exon3NM_004991, NM_001105077(-) 60246 60268
MECP2 GATGATGGAGCGCCGCTGTTTGG 63,16 chrX (+) 154032320 154032342 exon3, exon2NM_004992, NM_001110792(-) 2086 2108
MECP2 GGTCATCATACATGGGTCCCCGG 52,63 chrX (+) 154032292 154032314 exon3, exon2NM_004992, NM_001110792(-) 2058 2080
MECP2 GGACACGGAAGCTTAAGCAAAGG 52,63 chrX (-) 154032251 154032273 exon3, exon4, exon2NM_004992, NM_001316337, NM_001110792(-) 2017 2039
MECP2 CATCATACTTCCCAGCAGAGCGG 47,37 chrX (+) 154032220 154032242 exon3, exon4, exon2NM_004992, NM_001316337, NM_001110792(-) 1986 2008
MEN1 AGAGGGCGGCGATGATAGACAGG 57,89 chr11 (+) 64809842 64809864 exon3, exon2, exon2, exon2, exon2, exon2, exon2NM_130804, NM_130803, NM_130802, NM_130801, NM_130800, NM_130799, NM_000244(-) 6329 6351
MEN1 AGAAGGTCTCCGATGTCATATGG 47,37 chr11 (-) 64809732 64809754 exon3, exon2, exon2, exon2, exon2, exon2, exon2NM_130804, NM_130803, NM_130802, NM_130801, NM_130800, NM_130799, NM_000244(-) 6219 6241
MEN1 GTCCCTCTATCCTCGAGAAGGGG 52,63 chr11 (-) 64809779 64809801 exon3, exon2, exon2, exon2, exon2, exon2, exon2NM_130804, NM_130803, NM_130802, NM_130801, NM_130800, NM_130799, NM_000244(-) 6266 6288
MEN1 GTGAGCTCGGGAACGTTGGTAGG 63,16 chr11 (+) 64809925 64809947 exon3, exon2, exon2, exon2, exon2, exon2, exon2NM_130804, NM_130803, NM_130802, NM_130801, NM_130800, NM_130799, NM_000244(-) 6412 6434
MINA GATGAAGTTAGAAGCAGCTGGGG 42,11 chr3 (-) 97967509 97967531 exon2, exon2, exon2, exon2NM_001042533, NM_001261829, NM_032778, NM_153182(-) 25693 25715
MINA CATAGTATGTGGCCAGTGCAGGG 52,63 chr3 (+) 97967362 97967384 exon2, exon2, exon2, exon2NM_001042533, NM_001261829, NM_032778, NM_153182(-) 25546 25568
MINA GGTCATCTCTCTGAATGAGAAGG 47,37 chr3 (+) 97967383 97967405 exon2, exon2, exon2, exon2NM_001042533, NM_001261829, NM_032778, NM_153182(-) 25567 25589
MINA CTCTTCCATAGTACATCCCCCGG 47,37 chr3 (+) 97967299 97967321 exon2, exon2, exon2, exon2NM_001042533, NM_001261829, NM_032778, NM_153182(-) 25483 25505
MLLT10 AACGTTAGACACCAGGCATCGGG 47,37 chr10 (-) 21556731 21556753 exon4, exon4NM_001195630, NM_001195628(+) 22560 22582
MLLT10 GGCATTGTTCAAGTACCCACTGG 47,37 chr10 (+) 21538841 21538863 exon3, exon2, exon3, exon3, exon3NM_004641, NM_001195626, NM_001195630, NM_001195628, NM_001195627(+) 4670 4692
MLLT10 TGCCCGTCGCAATAAACCAGCGG 52,63 chr10 (-) 21534756 21534778 exon2, exon1, exon2, exon2, exon2NM_004641, NM_001195626, NM_001195630, NM_001195628, NM_001195627(+) 585 607
MLLT10 CGAGGTCTCCCATAGTATGAAGG 52,63 chr10 (+) 21534680 21534702 exon2, exon1, exon2, exon2, exon2NM_004641, NM_001195626, NM_001195630, NM_001195628, NM_001195627(+) 509 531
MLLT6 CACGTTGGCAAATTGCACCTCGG 52,63 chr17 (-) 38707796 38707818 exon4 NM_005937 (+) 2177 2199
MLLT6 CTGTTACATCTGCGAGGAGCAGG 52,63 chr17 (+) 38709175 38709197 exon5 NM_005937 (+) 3556 3578
MLLT6 TGGCATCGTTCAGGTGCCAACGG 57,89 chr17 (+) 38706957 38706979 exon2 NM_005937 (+) 1338 1360
MLLT6 CTGCGTATGTTCGGACGAGAGGG 57,89 chr17 (+) 38705656 38705678 exon1 NM_005937 (+) 37 59
MORF4L1 TTAGGCTTCGGGTCCTGCTTCGG 57,89 chr15 (-) 78873024 78873046 exon1, exon1NM_006791, NM_206839(+) 244 266
MORF4L1 TTTTCTTCCGAGGAGGCTGAGGG 52,63 chr15 (-) 78891521 78891543 exon5, exon7, exon7, exon7, exon8NM_001265603, NM_006791, NM_001265605, NM_001265604, NM_206839(+) 18741 18763
MORF4L1 CAAAGATTTTTCAGAGCGCCTGG 42,11 chr15 (-) 78884981 78885003 exon4 NM_206839 (+) 12201 12223
MORF4L1 CTCCTTCAGGAACAGGAAAAAGG 47,37 chr15 (-) 78885027 78885049 exon4 NM_206839 (+) 12247 12269
MPHOSPH8 ATCCTGGACATGAAGACCGAGGG 52,63 chr13 (+) 19633938 19633960 exon1 NM_017520 (+) 291 313
MPHOSPH8 GATAATGACGCAGCCGCGAGAGG 57,89 chr13 (+) 19633857 19633879 exon1 NM_017520 (+) 210 232
MPHOSPH8 AAGTTCTTTACAAAGTTCGCTGG 31,58 chr13 (+) 19642119 19642141 exon2 NM_017520 (+) 8472 8494
MPHOSPH8 ACAGTCCTCCAGGTGAATCTCGG 52,63 chr13 (-) 19642176 19642198 exon2 NM_017520 (+) 8529 8551
MSH6 GGAACATTCATCCGCGAGAAAGG 52,63 chr2 (+) 47791015 47791037 exon2 NM_000179 (+) 7934 7956
MSH6 GCATCAAAATCGGGGTGATCAGG 47,37 chr2 (-) 47799139 47799161 exon4, exon3, exon2, exon4NM_001281494, NM_001281493, NM_001281492, NM_000179(+) 16058 16080
MSH6 GGGTGGTTGTAAACCAGACAAGG 52,63 chr2 (-) 47790985 47791007 exon2 NM_000179 (+) 7904 7926
MSH6 CGCCTAGATCCTTGTGTCTTAGG 52,63 chr2 (-) 47798680 47798702 exon2, exon4NM_001281492, NM_000179(+) 15599 15621
MSL3 CTGTAATCTACGATTTTCATCGG 31,58 chrX (-) 11760444 11760466 exon3, exon3, exon3NM_078628, NM_001193270, NM_078629(+) 2286 2308
MSL3 TTTAAGACAGAGTCCACACCAGG 42,11 chrX (-) 11760874 11760896 exon4, exon4, exon4NM_078628, NM_001193270, NM_078629(+) 2716 2738
MSL3 CATCTTTTTCTTCAGTGGGGAGG 42,11 chrX (-) 11760900 11760922 exon4, exon4, exon4NM_078628, NM_001193270, NM_078629(+) 2742 2764
MSL3 CTTGTGGCACTTTCCTTAATTGG 42,11 chrX (-) 11763907 11763929 exon8, exon7, exon8, exon7, exon8NM_078628, NM_001282174, NM_001193270, NM_006800, NM_078629(+) 5749 5771
MTA1 ATACCTGATCCGGAGAATCGAGG 47,37 chr14 (+) 105438706 105438728 exon2, exon2NM_004689, NM_001203258(+) 18858 18880
MTA1 AGTCTGCTATAAGGCCGGACCGG 52,63 chr14 (+) 105449366 105449388 exon4, exon4NM_004689, NM_001203258(+) 29518 29540



MTA1 TAAAGCACCAGCTGCGGCATCGG 57,89 chr14 (+) 105450112 105450134 exon5, exon5NM_004689, NM_001203258(+) 30264 30286
MTA1 TCCGACCCTGTACATGTTGGCGG 52,63 chr14 (-) 105420040 105420062 exon1, exon1NM_004689, NM_001203258(+) 192 214
MTA2 TACTAGAAATGTCCCTGCGCCGG 47,37 chr11 (+) 62600196 62600218 exon3 NM_004739 (-) 6994 7016
MTA2 GTTCCCGGTGCTTCAGTTGATGG 57,89 chr11 (+) 62598568 62598590 exon4 NM_004739 (-) 5366 5388
MTA2 AGATATCTTGAGCCAGTACCTGG 42,11 chr11 (-) 62598335 62598357 exon5 NM_004739 (-) 5133 5155
MTA2 TCAATCCGTCTAACCAGGTAAGG 47,37 chr11 (+) 62600635 62600657 exon2 NM_004739 (-) 7433 7455
MTA3 GCAACCCATACCTAATAAGAAGG 42,11 chr2 (+) 42570464 42570486 exon2 NM_020744 (+) 1948 1970
MTA3 TGCGAGCATTATAAGTGTGTTGG 42,11 chr2 (-) 42579165 42579187 exon3 NM_020744 (+) 10649 10671
MTA3 GGATCCAAATAGCCCACTTACGG 47,37 chr2 (+) 42656246 42656268 exon7, exon7, exon8NM_001282756, NM_020744, NM_001282755(+) 161678 161700
MTF2 ACAGCTTGGTCAAGGATGTTGGG 47,37 chr1 (-) 93110296 93110318 exon2, exon2NM_001164392, NM_007358(+) 31062 31084
MTF2 TATGACCTGCATCCCATTCAAGG 47,37 chr1 (-) 93115550 93115572 exon4, exon6, exon7, exon6NM_001164393, NM_001164392, NM_001164391, NM_007358(+) 36316 36338
MTF2 GACGTAAAGGAGACCGCTTGTGG 52,63 chr1 (-) 93110260 93110282 exon2, exon2NM_001164392, NM_007358(+) 31026 31048
MTF2 GCAGACATTACCCTATAGTGTGG 42,11 chr1 (+) 93115523 93115545 exon4, exon6, exon7, exon6NM_001164393, NM_001164392, NM_001164391, NM_007358(+) 36289 36311
MUM1 GCCGATGGGAAAAGCGATTATGG 50 chr19 (+) 1356418 1356440 exon2 NM_032853 (+) 1442 1464
MUM1 GACGACACGGAGAGAGACATGGG 55 chr19 (+) 1360630 1360652 exon5 NM_032853 (+) 5654 5676
MUM1 TGCAAAGTGGACCACAAGAAGGG 45 chr19 (+) 1360435 1360457 exon5 NM_032853 (+) 5459 5481
MUM1 TTTTGTTGAAGTCGCGGTTCGGG 45 chr19 (-) 1357016 1357038 exon3 NM_032853 (+) 2040 2062
NAP1L1 GGTCTGGTAGAAACACCAACAGG 47,37 chr12 (-) 76067383 76067405 exon4, exon4, exon4NM_004537, NM_139207, NM_001307924(-) 18385 18407
NAP1L1 ACTCGTCTTTTAACTACCCTAGG 42,11 chr12 (+) 76060253 76060275 exon5, exon5, exon5NM_004537, NM_139207, NM_001307924(-) 11255 11277
NAP1L1 TCTGTGCACATTTAACTTGCAGG 36,84 chr12 (+) 76060215 76060237 exon5, exon5, exon5NM_004537, NM_139207, NM_001307924(-) 11217 11239
NAP1L1 ACCATCAAGTCTTTCTTGAAGGG 36,84 chr12 (+) 76067403 76067425 exon4, exon4, exon4NM_004537, NM_139207, NM_001307924(-) 18405 18427
NAP1L2 ACGGTGAAGATACTGCTGCTGGG 52,63 chrX (-) 73214289 73214311 exon1 NM_021963 (-) 1989 2011
NAP1L2 CTTGGAGACGATGGGAAGTGCGG 52,63 chrX (-) 73214350 73214372 exon1 NM_021963 (-) 2050 2072
NAP1L2 GACCGTCCAAAAGGACTTATCGG 47,37 chrX (-) 73214215 73214237 exon1 NM_021963 (-) 1915 1937
NAP1L3 TAGCTCGACTAGTGATTCTGGGG 42,11 chrX (-) 93673214 93673236 exon1 NM_004538 (-) 2289 2311
NAP1L3 CGAGCTAGCCATCTCCTCTTCGG 57,89 chrX (+) 93673230 93673252 exon1 NM_004538 (-) 2305 2327
NAP1L3 GCCGCTTGTATAGAAAGAAGAGG 42,11 chrX (-) 93673068 93673090 exon1 NM_004538 (-) 2143 2165
NAP1L3 CACGAAATTTGTTCCCAACGGGG 42,11 chrX (+) 93673014 93673036 exon1 NM_004538 (-) 2089 2111
NCOA1 GTATTGCACGGCGATTACCTCGG 50 chr2 (+) 24693273 24693295 exon8, exon8, exon8NM_003743, NM_147233, NM_147223(+) 108797 108819
NCOA1 TTTCGTCGTGTTGCCTCTTGAGG 50 chr2 (-) 24691498 24691520 exon7, exon7, exon7NM_003743, NM_147233, NM_147223(+) 107022 107044
NCOA1 GTCTACAGCATACTGCACGTGGG 50 chr2 (+) 24683062 24683084 exon6, exon6, exon6NM_003743, NM_147233, NM_147223(+) 98586 98608
NCOA1 CTAACCCAGACTCACATAAGAGG 45 chr2 (+) 24658712 24658734 exon3, exon3, exon3NM_003743, NM_147233, NM_147223(+) 74236 74258
NCOA3 AAAGCCGATGTATCTTCTACAGG 36,84 chr20 (+) 47625413 47625435 exon5, exon5, exon5, exon5NM_006534, NM_001174088, NM_181659, NM_001174087(+) 123557 123579
NCOA3 CGTCTCGATTCACCACAAATAGG 47,37 chr20 (-) 47627016 47627038 exon6, exon6, exon6, exon6NM_006534, NM_001174088, NM_181659, NM_001174087(+) 125160 125182
NCOA3 TTTCGTGAATCACTGGCCAGTGG 47,37 chr20 (-) 47622275 47622297 exon3, exon3, exon3, exon3NM_006534, NM_001174088, NM_181659, NM_001174087(+) 120419 120441
NCOA3 CCATGTGATACTCCAGGACAAGG 52,63 chr20 (+) 47622308 47622330 exon3, exon3, exon3, exon3NM_006534, NM_001174088, NM_181659, NM_001174087(+) 120452 120474
NCOR1 CGGTGTTTCTGCTCCACAGGAGG 57,89 chr17 (+) 16158794 16158816 exon5, exon3, exon6NM_001190440, NM_001190438, NM_006311(-) 128701 128723
NCOR1 GTATACTGGACAGAGTGAGGAGG 47,37 chr17 (+) 16194487 16194509 exon1, exon1, exon2NM_001190440, NM_001190438, NM_006311(-) 164394 164416
NCOR1 TGGTTGCCCCGAAATTGGAGAGG 52,63 chr17 (+) 16165105 16165127 exon4, exon2, exon5NM_001190440, NM_001190438, NM_006311(-) 135012 135034
NCOR1 GGAAGAGTTAATACAGAGTATGG 36,84 chr17 (-) 16165041 16165063 exon4, exon2, exon5NM_001190440, NM_001190438, NM_006311(-) 134948 134970
NCOR2 TGGTCAGCGTCGTACAGCATGGG 55 chr12 (+) 124426739 124426761 exon13, exon13, exon13NM_001206654, NM_001077261, NM_006312(-) 102329 102351
NCOR2 GCTTATGGCCGACCCCATGAAGG 60 chr12 (-) 124426686 124426708 exon13, exon13, exon13NM_001206654, NM_001077261, NM_006312(-) 102276 102298
NSD1 ATGCAGTTATCGACTGTCAGTGG 42,11 chr5 (+) 177135245 177135267 exon2 NM_022455 (+) 1414 1436
NSD1 TGTAGGACCACCAGGACTCAAGG 57,89 chr5 (-) 177135447 177135469 exon2 NM_022455 (+) 1616 1638
NSD1 ACTGCGGAGACTACAGGATTTGG 52,63 chr5 (+) 177135316 177135338 exon2 NM_022455 (+) 1485 1507
NSD1 TGCATAGTACACCCATTAAGTGG 36,84 chr5 (-) 177135227 177135249 exon2 NM_022455 (+) 1396 1418
ORC1 GTGCAGTTTTCGATCCAACAAGG 47,37 chr1 (+) 52402143 52402165 exon2, exon2, exon2NM_001190819, NM_001190818, NM_004153(-) 29315 29337
ORC1 GCCTGTAAACGGCATTTGTTGGG 47,37 chr1 (-) 52397776 52397798 exon4, exon4, exon4NM_001190819, NM_001190818, NM_004153(-) 24948 24970
ORC1 CGAGCACGTTTCTTAGGAGGAGG 52,63 chr1 (+) 52397833 52397855 exon4, exon4, exon4NM_001190819, NM_001190818, NM_004153(-) 25005 25027
ORC1 ACCGAGATTCACATCCAGATTGG 47,37 chr1 (-) 52401436 52401458 exon3, exon3, exon3NM_001190819, NM_001190818, NM_004153(-) 28608 28630
PADI1 CAGTGAGGTAAAGCACGCTGCGG 52,63 chr1 (-) 17223665 17223687 exon3 NM_013358 (+) 18540 18562
PADI1 CATCAGTGTCTAGCGGCCAACGG 57,89 chr1 (-) 17222395 17222417 exon2 NM_013358 (+) 17270 17292
PADI1 TGCAGACATGGTCGTATCTGTGG 47,37 chr1 (+) 17222416 17222438 exon2 NM_013358 (+) 17291 17313
PADI1 ATTTCCCTTGAGGTTGACACAGG 42,11 chr1 (+) 17224369 17224391 exon4 NM_013358 (+) 19244 19266
PADI2 GTAGACATCGGTCCAGAGGTAGG 57,89 chr1 (+) 17119282 17119304 exon1 NM_007365 (-) 52522 52544
PADI2 AACCTTCAGCCTGAAGCACTCGG 52,63 chr1 (-) 17105018 17105040 exon2 NM_007365 (-) 38258 38280
PADI3 GATTGCGACCTGAACTGTGAGGG 52,63 chr1 (+) 17265670 17265692 exon4 NM_016233 (+) 16573 16595
PADI3 CGCGACTTTGGAGATCATCGTGG 52,63 chr1 (+) 17259698 17259720 exon2 NM_016233 (+) 10601 10623
PADI3 GAGATGTAGATGTCCACGCCAGG 52,63 chr1 (-) 17259621 17259643 exon2 NM_016233 (+) 10524 10546
PADI3 GCTGTCGTTGAGGTCATTGCTGG 52,63 chr1 (-) 17259733 17259755 exon2 NM_016233 (+) 10636 10658
PADI4 GTGGTCGTGGATATTGCCCACGG 57,89 chr1 (+) 17331018 17331040 exon2 NM_012387 (+) 22824 22846
PADI4 GCTTTGACTGGTGGAGTCTTGGG 52,63 chr1 (-) 17333964 17333986 exon3 NM_012387 (+) 25770 25792
PADI4 AGCTCTACTCTACCTCACCGGGG 52,63 chr1 (+) 17333984 17334006 exon3 NM_012387 (+) 25790 25812
PADI4 GGTGACCCTGACGATGAAAGTGG 52,63 chr1 (+) 17331101 17331123 exon2 NM_012387 (+) 22907 22929
PADI6 ATCTTCACTGTGGCGTACGTGGG 52,63 chr1 (-) 17373177 17373199 exon2 NM_207421 (+) 982 1004
PADI6 CTTGATCGATGTGGCCAACACGG 52,63 chr1 (+) 17373107 17373129 exon2 NM_207421 (+) 912 934
PADI6 GATGATACTCTGGAAGGACATGG 47,37 chr1 (-) 17372268 17372290 exon1 NM_207421 (+) 73 95
PADI6 GTGAAGCACTGGCACTTCTGGGG 52,63 chr1 (-) 17373063 17373085 exon2 NM_207421 (+) 868 890
PAF1 GGTGATGAACTTGGGGTCGAAGG 57,89 chr19 (+) 39390089 39390111 exon2, exon3NM_001256826, NM_019088(-) 4460 4482
PAF1 TGAGATCGATGGTGACCCCCAGG 57,89 chr19 (+) 39389673 39389695 exon3, exon4NM_001256826, NM_019088(-) 4044 4066
PAF1 TACTCTGTCTTTCGCATCCATGG 47,37 chr19 (+) 39389336 39389358 exon5, exon6NM_001256826, NM_019088(-) 3707 3729
PAF1 GGCTATTGCAGTACTTGACTCGG 47,37 chr19 (+) 39390124 39390146 exon2, exon3NM_001256826, NM_019088(-) 4495 4517
PARP1 AAGTACGTGCAAGGGGTGTATGG 52,63 chr1 (-) 226392213 226392235 exon3 NM_001618 (-) 31523 31545
PARP1 ACCCTGACGTTGAGGTGGATGGG 57,89 chr1 (-) 226402281 226402303 exon2 NM_001618 (-) 41591 41613
PARP1 GGGACTTTTCCATCAAACATGGG 42,11 chr1 (+) 226402354 226402376 exon2 NM_001618 (-) 41664 41686
PARP1 GCACGTACTTCTGTTGGACTTGG 52,63 chr1 (+) 226392226 226392248 exon3 NM_001618 (-) 31536 31558
PARP2 TCTACGAGTTTTCTTGGCAGGGG 42,11 chr14 (-) 20344986 20345008 exon2, exon2NM_005484, NM_001042618(+) 1373 1395
PARP2 CCAGAGTGTACAGCCAAGGTGGG 57,89 chr14 (+) 20345438 20345460 exon3, exon3NM_005484, NM_001042618(+) 1825 1847
PARP2 GTTAAAGGGCAAAGCTCCTGTGG 47,37 chr14 (+) 20345413 20345435 exon3, exon3NM_005484, NM_001042618(+) 1800 1822
PARP2 GGAGTCGAAAAAGATGCCTGTGG 47,37 chr14 (+) 20345020 20345042 exon2, exon2NM_005484, NM_001042618(+) 1407 1429
PAXIP1 GAGGTCAAGTATTACGCGGTGGG 52,63 chr7 (-) 155002865 155002887 exon1 NM_007349 (-) 59176 59198
PAXIP1 GGGCTTTGGTTACGTTCTATGGG 47,37 chr7 (-) 154983282 154983304 exon5 NM_007349 (-) 39593 39615
PAXIP1 ACGGACAGAATCACCCAAGAAGG 52,63 chr7 (+) 154993747 154993769 exon3 NM_007349 (-) 50058 50080
PAXIP1 GTGATTCTGTCCGTTCAGTGTGG 47,37 chr7 (-) 154993738 154993760 exon3 NM_007349 (-) 50049 50071
PBRM1 TAATACCATCCGAGACTATAAGG 36,84 chr3 (-) 52678552 52678574 exon3 NM_018313 (-) 133201 133223
PBRM1 GGCCTGGTGTTGACACAGAATGG 57,89 chr3 (+) 52679621 52679643 exon2 NM_018313 (-) 134270 134292
PBRM1 GGATGGTATTATAGAGTTCATGG 36,84 chr3 (+) 52678564 52678586 exon3 NM_018313 (-) 133213 133235



PBRM1 CACCAGGCCCAAGCAGGAAAAGG 63,16 chr3 (-) 52679607 52679629 exon2 NM_018313 (-) 134256 134278
PCGF1 GCATGACCCGGTCCAGTTTGAGG 57,89 chr2 (+) 74506771 74506793 exon3 NM_032673 (-) 1729 1751
PCGF1 TTGCGATCGCGATGAGGCTTCGG 57,89 chr2 (-) 74507621 74507643 exon1 NM_032673 (-) 2579 2601
PCGF1 GCAGGACATCGTGTATAAGCTGG 47,37 chr2 (-) 74506750 74506772 exon3 NM_032673 (-) 1708 1730
PCGF1 TGTACAAGATGGACCCGCTACGG 52,63 chr2 (-) 74507582 74507604 exon1 NM_032673 (-) 2540 2562
PCGF2 CATCGACGCCACCACTATCGTGG 57,89 chr17 (-) 38740306 38740328 exon3 NM_007144 (-) 6410 6432
PCGF2 ACGTGCAGGTCCATAAAACCCGG 47,37 chr17 (-) 38739603 38739625 exon4 NM_007144 (-) 5707 5729
PCGF2 AACCTGCATCGTGCGCTACCTGG 57,89 chr17 (-) 38739653 38739675 exon4 NM_007144 (-) 5757 5779
PCGF2 TTGTCTACAAATTGGTCCCTGGG 42,11 chr17 (-) 38739208 38739230 exon5 NM_007144 (-) 5312 5334
PCGF5 GATCAAGCCAACAACAGTGACGG 47,37 chr10 (+) 91222946 91222968 exon2, exon2, exon2NM_001256549, NM_001257101, NM_032373(+) 2345 2367
PCGF5 ATACCCTTTACAGATATAGCAGG 31,58 chr10 (-) 91222921 91222943 exon2, exon2, exon2NM_001256549, NM_001257101, NM_032373(+) 2320 2342
PCGF5 ATTATATTTAAGCTGGTCCCTGG 31,58 chr10 (+) 91248527 91248549 exon4, exon4, exon4NM_001256549, NM_001257101, NM_032373(+) 27926 27948
PCGF5 TGAACTTGGTTGCCACACCTTGG 52,63 chr10 (-) 91240531 91240553 exon3, exon3, exon3NM_001256549, NM_001257101, NM_032373(+) 19930 19952
PCGF6 CACTTCTCGTTGAGGCTGGAGGG 55 chr10 (-) 103350738 103350760 exon1, exon1NM_032154, NM_001011663(-) 47943 47965
PCGF6 ACATGAGTCACTTCTCGTTGAGG 45 chr10 (-) 103350746 103350768 exon1, exon1NM_032154, NM_001011663(-) 47951 47973
PCGF6 GAGTCACTTCTCGTTGAGGCTGG 55 chr10 (-) 103350742 103350764 exon1, exon1NM_032154, NM_001011663(-) 47947 47969
PCMT1 GATTGTGGATTAGCTCCGAGTGG 47,37 chr6 (-) 149749928 149749950 exon1, exon1, exon1, exon1, exon1, exon1NM_005389, NM_001252053, NM_001252051, NM_001252052, NM_001252050, NM_001252049(+) 234 256
PCMT1 TCGCTAAGCACACTCGGAGCAGG 57,89 chr6 (-) 149749880 149749902 exon1, exon1, exon1, exon1, exon1, exon1NM_005389, NM_001252053, NM_001252051, NM_001252052, NM_001252050, NM_001252049(+) 186 208
PCMT1 TACATTTTGCATAGTGGGAGCGG 36,84 chr6 (-) 149771214 149771236 exon2, exon2, exon2, exon2, exon2NM_005389, NM_001252053, NM_001252052, NM_001252050, NM_001252049(+) 21520 21542
PHC1 CAATGGGAGTTCTAGCTCAGGGG 47,37 chr12 (+) 8917713 8917735 exon2 NM_004426 (+) 2994 3016
PHC1 AAGTGACATTTGAGCTATCTGGG 36,84 chr12 (-) 8917748 8917770 exon2 NM_004426 (+) 3029 3051
PHC1 TAGCACAGATTGGGTCAAGGTGG 47,37 chr12 (-) 8921671 8921693 exon5 NM_004426 (+) 6952 6974
PHC1 CACAATTGCTGCCAGTCGGCAGG 57,89 chr12 (+) 8920987 8921009 exon4 NM_004426 (+) 6268 6290
PHC2 ACTTATAGGCAAAGTCCACCCGG 42,11 chr1 (+) 33331391 33331413 exon11, exon4NM_198040, NM_004427(-) 7769 7791
PHC2 ACCCTTCGATAACATGCGTCAGG 47,37 chr1 (+) 33334122 33334144 exon9, exon2NM_198040, NM_004427(-) 10500 10522
PHC2 CGAAGGGTTTGTGATCCAGGAGG 52,63 chr1 (-) 33334107 33334129 exon9, exon2NM_198040, NM_004427(-) 10485 10507
PHC2 AGCTCACACTTGAGTTTGAGGGG 42,11 chr1 (+) 33331420 33331442 exon11, exon4NM_198040, NM_004427(-) 7798 7820
PHC3 AGACCATCTACATCTCCCACAGG 47,37 chr3 (-) 170171410 170171432 exon4, exon4NM_024947, NM_001308116(-) 83831 83853
PHC3 ATGGATACTGAACCAAACCCGGG 42,11 chr3 (-) 170178894 170178916 exon2, exon2NM_024947, NM_001308116(-) 91315 91337
PHC3 TAAGGACCATAGTACAGCTATGG 42,11 chr3 (-) 170178913 170178935 exon2 NM_024947 (-) 91334 91356
PHC3 CAGCATCAAGTGCTGTTGTTGGG 47,37 chr3 (+) 170172623 170172645 exon3, exon3NM_024947, NM_001308116(-) 85044 85066
PHF1 ACTGCGAATCATCCTCAAACTGG 42,11 chr6 (-) 33412537 33412559 exon3, exon3NM_024165, NM_002636(+) 1542 1564
PHF1 GTCAAGATGTGCTGGCCAGATGG 57,89 chr6 (+) 33412364 33412386 exon2, exon2NM_024165, NM_002636(+) 1369 1391
PHF1 ACTGATGGGCTGCTATACTTGGG 47,37 chr6 (+) 33412387 33412409 exon2, exon2NM_024165, NM_002636(+) 1392 1414
PHF1 TGTCTGTCGCTCTGAGACTGTGG 52,63 chr6 (+) 33412729 33412751 exon4, exon4NM_024165, NM_002636(+) 1734 1756
PHF10 GCGACGAGATTTGTCTCACAAGG 52,63 chr6 (-) 169717877 169717899 exon4, exon4NM_018288, NM_133325(-) 13972 13994
PHF10 CCCATTCGCCTCCTTTTGGATGG 57,89 chr6 (+) 169721053 169721075 exon2, exon2NM_018288, NM_133325(-) 17148 17170
PHF10 TAATGACATTTAGCTCTCTCAGG 31,58 chr6 (+) 169717844 169717866 exon4, exon4NM_018288, NM_133325(-) 13939 13961
PHF10 TGGGTGTGACCTCCTTTAAAAGG 47,37 chr6 (-) 169718798 169718820 exon3, exon3NM_018288, NM_133325(-) 14893 14915
PHF11 TCATAAAAGAGGAGCCACCGTGG 47,37 chr13 (+) 49518032 49518054 exon4, exon4NM_001040443, NM_001040444(+) 20977 20999
PHF11 TTCAGGACTTGTGGAATGTGAGG 42,11 chr13 (+) 49513067 49513089 exon3, exon3NM_001040443, NM_001040444(+) 16012 16034
PHF11 CATTATATTCGACATCTTTGGGG 26,32 chr13 (-) 49506684 49506706 exon2, exon2NM_001040443, NM_001040444(+) 9629 9651
PHF11 TCTCTGATTGTGCAAAGTATAGG 36,84 chr13 (-) 49506708 49506730 exon2, exon2NM_001040443, NM_001040444(+) 9653 9675
PHF12 GTGTACGACTTGGACACATCAGG 47,37 chr17 (-) 28950908 28950930 exon1, exon1, exon1NM_020889, NM_001290131, NM_001033561(-) 45656 45678
PHF12 AATGGACTGGTGGACAAATCTGG 42,11 chr17 (-) 28924247 28924269 exon4, exon4, exon4NM_020889, NM_001290131, NM_001033561(-) 18995 19017
PHF12 CGGTGACACATCCACTCTCCAGG 57,89 chr17 (+) 28927010 28927032 exon3, exon3, exon3NM_020889, NM_001290131, NM_001033561(-) 21758 21780
PHF12 CAAGTCGTACACGATCGTCTTGG 52,63 chr17 (+) 28950919 28950941 exon1, exon1, exon1NM_020889, NM_001290131, NM_001033561(-) 45667 45689
PHF13 TTGGCTCGCTGCAAGAGAGTAGG 57,89 chr1 (-) 6619944 6619966 exon3 NM_153812 (+) 6249 6271
PHF13 TACCATTGACAGCGACGGCTGGG 57,89 chr1 (+) 6619850 6619872 exon3 NM_153812 (+) 6155 6177
PHF13 TGGCTACATCCCTTATCCGAAGG 52,63 chr1 (+) 6616834 6616856 exon2 NM_153812 (+) 3139 3161
PHF13 TACCAGCAGTGCTGTTAGCAGGG 52,63 chr1 (-) 6619829 6619851 exon3 NM_153812 (+) 6134 6156
PHF14 TCCAGCAGAGAAGCTGCCAAAGG 55 chr7 (-) 10974867 10974889 exon2 NM_014660 (+) 996 1018
PHF14 GCCTTTGGCAGCTTCTCTGCTGG 60 chr7 (+) 10974866 10974888 exon2 NM_014660 (+) 995 1017
PHF14 TGGATCGCAGCTCCAAGAGGAGG 60 chr7 (+) 10974835 10974857 exon2 NM_014660 (+) 964 986
PHF14 GAGGAGGCAGGTGAAGCCTTTGG 60 chr7 (+) 10974851 10974873 exon2 NM_014660 (+) 980 1002
PHF19 TTGATGTCCAAACTGACGGANGG 45 0 0 Not available 0 0
PHF19 GTTGTTCTTGACCTTCGCCANGG 50 0 0 Not available 0 0
PHF19 TCCACCGGCACAGCACATACNGG 60 0 0 Not available 0 0
PHF2 TGAAGCGGGTAACGTCGTAGGGG 52,63 chr9 (-) 93576809 93576831 exon1 NM_005392 (+) 183 205
PHF2 AAGCGGACCTGGCACAAACACGG 57,89 chr9 (+) 93636419 93636441 exon3 NM_005392 (+) 59793 59815
PHF2 GACGTCAAGCCCGTGCAGAATGG 63,16 chr9 (+) 93636458 93636480 exon3 NM_005392 (+) 59832 59854
PHF2 TGAGCTGACTTCCTGGCACACGG 57,89 chr9 (-) 93645647 93645669 exon4 NM_005392 (+) 69021 69043
PHF20 AAGCATCCACCTAACAGACGAGG 47,37 chr20 (+) 35801529 35801551 exon2 NM_016436 (+) 29529 29551
PHF20 GAAGACATTGACTACGAGGAAGG 47,37 chr20 (+) 35842589 35842611 exon3 NM_016436 (+) 70589 70611
PHF20 GGAACCATCGTTATGATGAGTGG 42,11 chr20 (+) 35842638 35842660 exon3 NM_016436 (+) 70638 70660
PHF20 TTCTCTAAAGGGCGTAAATAAGG 36,84 chr20 (-) 35842676 35842698 exon3 NM_016436 (+) 70676 70698
PHF20L1 GTGATTCCAGGGCGATTTGGGGG 52,63 chr8 (-) 132777841 132777863 exon2, exon2, exon2NM_001277196, NM_016018, NM_198513(+) 2484 2506
PHF20L1 GGAGTCATCGTTATGATGAGTGG 42,11 chr8 (+) 132794475 132794497 exon3, exon3, exon3NM_001277196, NM_016018, NM_198513(+) 19118 19140
PHF20L1 CTTAGTGCTGGTCTCTCAAGGGG 47,37 chr8 (-) 132794525 132794547 exon3, exon3, exon3NM_001277196, NM_016018, NM_198513(+) 19168 19190
PHF20L1 GATGACTCCAGCGCTCAAAATGG 52,63 chr8 (-) 132794461 132794483 exon3, exon3, exon3NM_001277196, NM_016018, NM_198513(+) 19104 19126
PHF21A ACTGGTTGCTCAAATGAAGCAGG 42,11 chr11 (-) 46079142 46079164 exon4, exon4NM_001101802, NM_016621(-) 149824 149846
PHF21A GGCTGTATTTGGAACTTGTCCGG 42,11 chr11 (+) 45979893 45979915 exon6, exon6NM_001101802, NM_016621(-) 50575 50597
PHF21A GGAGTTGCAGACTCTACAGGAGG 52,63 chr11 (-) 46084195 46084217 exon3, exon3NM_001101802, NM_016621(-) 154877 154899
PHF21A CTCACTCAAAGCTGTGATTTTGG 42,11 chr11 (+) 46076760 46076782 exon5, exon5NM_001101802, NM_016621(-) 147442 147464
PHF21B ATCGCCTTCATGGTAGCGCTAGG 57,89 chr22 (-) 44896058 44896080 exon6, exon7, exon7, exon6NM_001242450, NM_001284296, NM_001135862, NM_138415(-) 14896 14918
PHF21B GATCACTGCAGTGCCTGTCACGG 57,89 chr22 (-) 44920457 44920479 exon3, exon4, exon3NM_001242450, NM_001135862, NM_138415(-) 39295 39317
PHF21B CGGTGGCCTTCTGGAATGTTGGG 57,89 chr22 (+) 44916537 44916559 exon4, exon5, exon4NM_001242450, NM_001135862, NM_138415(-) 35375 35397
PHF21B TCAAGAAGCAGCTCCACGAAAGG 52,63 chr22 (-) 45008578 45008600 exon2, exon3, exon2NM_001242450, NM_001135862, NM_138415(-) 127416 127438
PHF23 GAAACGGCGGAGAACAATTGAGG 47,37 chr17 (-) 7237447 7237469 exon3, exon3, exon3NM_024297, NM_001284518, NM_001284517(-) 2420 2442
PHF23 GACCGAAAGAACCGAAAGTTGGG 47,37 chr17 (-) 7236361 7236383 exon4, exon4, exon4NM_024297, NM_001284518, NM_001284517(-) 1334 1356
PHF23 TTTCGGTCCTTCTTTCGAGGAGG 47,37 chr17 (+) 7236376 7236398 exon4, exon4, exon4NM_024297, NM_001284518, NM_001284517(-) 1349 1371
PHF23 CAAGCAAGGTAGCACTGTCGGGG 52,63 chr17 (+) 7236542 7236564 exon4, exon4, exon4NM_024297, NM_001284518, NM_001284517(-) 1515 1537
PHF3 TGGTGCTGCATTTGAACGCTTGG 52,63 chr6 (-) 63684162 63684184 exon3, exon5, exon4NM_015153, NM_001290259, NM_001290260(+) 47682 47704
PHF3 AGCGATAAGGATCCTATGCTAGG 47,37 chr6 (+) 63646699 63646721 exon1, exon2NM_015153, NM_001290260(+) 10219 10241
PHF3 CCAGGTTGGATCCTAGAAATAGG 47,37 chr6 (-) 63646608 63646630 exon1, exon2NM_015153, NM_001290260(+) 10128 10150
PHF5A TGCAGCAGACTGATGTTGGGGGG 52,63 chr22 (+) 41460355 41460377 0 0
PHF5A CATATGCGCACCAGAGTGCAGGG 57,89 chr22 (+) 41467554 41467576 exon3 NM_032758 (-) 7838 7860



PHF5A GTAACTATGGATCTTACCAGGGG 36,84 chr22 (-) 41467523 41467545 exon3 NM_032758 (-) 7807 7829
PHF5A CTCCCCAGATTGACAATCTTTGG 47,37 chr22 (+) 41460453 41460475 exon4 NM_032758 (-) 737 759
PHF6 ATACGAGAGAAACCTTCACAAGG 42,11 chrX (+) 134393603 134393625 exon4, exon4, exon4NM_032458, NM_001015877, NM_032335(+) 20292 20314
PHF6 CCTACAAGACAGCGCAAATGTGG 47,37 chrX (+) 134377648 134377670 exon2, exon2, exon2NM_032458, NM_001015877, NM_032335(+) 4337 4359
PHF6 TATGGTGCGCTGCCACCTTCTGG 57,89 chrX (-) 134377725 134377747 exon2, exon2, exon2NM_032458, NM_001015877, NM_032335(+) 4414 4436
PHF7 TATCTAGTAAGCTGCCTCAGAGG 42,11 chr3 (+) 52419837 52419859 exon4, exon5NM_001278221, NM_016483(+) 9277 9299
PHF7 TGGCTATGCCTTCGAGAACCTGG 52,63 chr3 (+) 52414501 52414523 exon3, exon4NM_001278221, NM_016483(+) 3941 3963
PHF7 AGACTAGGAGGGTAACCCAGAGG 52,63 chr3 (+) 52414007 52414029 exon2, exon3NM_001278221, NM_016483(+) 3447 3469
PHF7 TGGGGATCCCGAAAAATTAGGGG 42,11 chr3 (+) 52414521 52414543 exon3, exon4NM_001278221, NM_016483(+) 3961 3983
PHF8 CACGGTCAGTTGATTTCCAGTGG 47,37 chrX (+) 54017776 54017798 exon5, exon5, exon5, exon5NM_001184898, NM_001184896, NM_015107, NM_001184897(-) 81097 81119
PHF8 CAGGTTCGTCGTGTCAAGAGGGG 52,63 chrX (+) 54042762 54042784 exon2 NM_001184896(-) 106083 106105
PHF8 AAAACGCCGTGGATCTTCAAAGG 47,37 chrX (-) 54022341 54022363 exon4, exon4, exon4, exon4NM_001184898, NM_001184896, NM_015107, NM_001184897(-) 85662 85684
PHF8 GGAGCTCTCTGACGAACGTAGGG 57,89 chrX (+) 54022278 54022300 exon4, exon4, exon4, exon4NM_001184898, NM_001184896, NM_015107, NM_001184897(-) 85599 85621
PHIP TGCAAGCATGTTGTGTGGAAAGG 47,37 chr6 (-) 79060552 79060574 exon6 NM_017934 (-) 126134 126156
PHIP CTGCAAATATGTCATCGACTAGG 42,11 chr6 (-) 79060760 79060782 exon5 NM_017934 (-) 126342 126364
PHIP ATCGCCCGGTTCCTGGAAGATGG 63,16 chr6 (-) 79077877 79077899 exon2 NM_017934 (-) 143459 143481
PHIP CATATTTGCAGCAAGTGATCAGG 36,84 chr6 (+) 79060772 79060794 exon5 NM_017934 (-) 126354 126376
PHRF1 TCCGAGGATTCTGAAGACGACGG 52,63 chr11 (+) 587261 587283 exon4, exon4, exon4, exon4NM_001286583, NM_001286582, NM_001286581, NM_020901(+) 10816 10838
PHRF1 TCTCAACGCATTCAGAGACCAGG 47,37 chr11 (+) 587377 587399 exon4, exon4, exon4, exon4NM_001286583, NM_001286582, NM_001286581, NM_020901(+) 10932 10954
PHRF1 AAGTAATGGGCACAGTTCTCCGG 42,11 chr11 (-) 587411 587433 exon4, exon4, exon4, exon4NM_001286583, NM_001286582, NM_001286581, NM_020901(+) 10966 10988
PHRF1 GACGACAGTGACAGCGAGCATGG 63,16 chr11 (+) 581997 582019 exon3, exon3, exon3, exon3NM_001286583, NM_001286582, NM_001286581, NM_020901(+) 5552 5574
POLE3 TCAATGGGGTAACGAACCGCTGG 55 chr9 (+) 113409625 113409647 [exon4,  exon4][NM_017443,  NM_001278255](-) 2387 2409
POLE3 GATCACCAGGATCATCAAGGAGG 50 chr9 (-) 113410230 113410252 [exon2,  exon2][NM_017443,  NM_001278255](-) 2992 3014
POLE3 GATCCTGGTGATCACGGCATTGG 55 chr9 (+) 113410240 113410262 [exon2,  exon2][NM_017443,  NM_001278255](-) 3002 3024
POLE3 CGGTGTCAACATCTCCAAGGAGG 55 chr9 (-) 113410110 113410132 [exon3,  exon3][NM_017443,  NM_001278255](-) 2872 2894
POLR2B CGCTCCTCCTATAGACCTACAGG 52,63 chr4 (+) 56990838 56990860 exon3, exon4NM_000938, NM_001303269(+) 12199 12221
POLR2B TGCTTCTTGCCACAAATCCGGGG 47,37 chr4 (-) 56986387 56986409 exon2, exon3NM_000938, NM_001303269(+) 7748 7770
POLR2B CAAGCCTTTCTCGTCAAAATAGG 42,11 chr4 (-) 56990750 56990772 exon3, exon4NM_000938, NM_001303269(+) 12111 12133
POLR2B ATCTTTCCAAGCCTACCCATTGG 47,37 chr4 (+) 56994435 56994457 exon4, exon3, exon5NM_000938, NM_001303268, NM_001303269(+) 15796 15818
PPARGC1A ATCTGTCAGCGCATCAAATGAGG 42,11 chr4 (+) 23831644 23831666 exon3 NM_013261 (-) 39624 39646
PPARGC1A TGAACTAGATGTGAACGACTTGG 42,11 chr4 (-) 23884847 23884869 exon2 NM_013261 (-) 92827 92849
PPARGC1A GCAATCCGTCTTCATCCACAGGG 52,63 chr4 (+) 23831667 23831689 exon3 NM_013261 (-) 39647 39669
PPARGC1A GCTTTCTGGGTGGACTCAAGTGG 52,63 chr4 (-) 23884815 23884837 exon2 NM_013261 (-) 92795 92817
PRDM1 ATTGTCAGCTCTCCGGGATAAGG 52,63 chr6 (-) 106099519 106099541 exon2, exon4NM_182907, NM_001198(+) 13200 13222
PRDM1 AACCTGGCTGCGTGTCAGAACGG 57,89 chr6 (+) 106099402 106099424 exon2, exon4NM_182907, NM_001198(+) 13083 13105
PRDM1 CATTAAAGCCGTCAATGAAGTGG 36,84 chr6 (-) 106099323 106099345 exon2, exon4NM_182907, NM_001198(+) 13004 13026
PRDM1 AATACCACACAAGAAGTTCCTGG 36,84 chr6 (-) 106099467 106099489 exon2, exon4NM_182907, NM_001198(+) 13148 13170
PRDM10 GGACCCATCTACACTCTCGATGG 57,89 chr11 (+) 129947314 129947336 exon1, exon5, exon1, exon5NM_199438, NM_199437, NM_199439, NM_020228(-) 47609 47631
PRDM10 GCTTCAGTGTGTCCGAAGCACGG 57,89 chr11 (-) 129944964 129944986 exon2, exon6, exon2, exon6NM_199438, NM_199437, NM_199439, NM_020228(-) 45259 45281
PRDM10 CTGTCTATGTAGAGCACCAGGGG 47,37 chr11 (+) 129944886 129944908 exon2, exon6, exon2, exon6NM_199438, NM_199437, NM_199439, NM_020228(-) 45181 45203
PRDM10 TGTAGATGGGTCCGACCCTTTGG 57,89 chr11 (-) 129947304 129947326 exon1, exon5, exon1, exon5NM_199438, NM_199437, NM_199439, NM_020228(-) 47599 47621
PRDM11 GGAAGCTTTTGGGCACGATGAGG 52,63 chr11 (-) 45182309 45182331 exon3, exon3NM_001256695, NM_001256696(+) 34967 34989
PRDM11 ATTCATCCACGAAGTACTCCTGG 42,11 chr11 (-) 45182874 45182896 exon4, exon4NM_001256695, NM_001256696(+) 35532 35554
PRDM11 GAGGTGGTCAAGGACACTAGTGG 52,63 chr11 (+) 45182989 45183011 exon4, exon4NM_001256695, NM_001256696(+) 35647 35669
PRDM11 CCATACTCCTGGTCTCGGAGTGG 57,89 chr11 (-) 45181854 45181876 exon2, exon2NM_001256695, NM_001256696(+) 34512 34534
PRDM12 TCCCGCCTTGATCCACGTCTTGG 63,16 chr9 (-) 130666695 130666717 exon2 NM_021619 (+) 2102 2124
PRDM12 GATGTCGGAGGTGATAACCTCGG 52,63 chr9 (-) 130664727 130664749 exon1 NM_021619 (+) 134 156
PRDM12 ATCAAGGCGGGAACCGAGATGGG 57,89 chr9 (+) 130666706 130666728 exon2 NM_021619 (+) 2113 2135
PRDM12 ACGTCTTGGAGAAGATGCCGAGG 52,63 chr9 (-) 130666681 130666703 exon2 NM_021619 (+) 2088 2110
PRDM13 GCTATTGCAGACTTACCCGGAGG 52,63 chr6 (+) 99608846 99608868 exon2 NM_021620 (+) 2073 2095
PRDM13 GATGTCGAACCACTGAGCCAAGG 57,89 chr6 (-) 99609251 99609273 exon3 NM_021620 (+) 2478 2500
PRDM13 CAAGTACCTGTCAGACCGCAGGG 57,89 chr6 (+) 99607136 99607158 exon1 NM_021620 (+) 363 385
PRDM13 TGGAGTGGATAGGGTTAATCCGG 42,11 chr6 (+) 99608790 99608812 exon2 NM_021620 (+) 2017 2039
PRDM14 ACGTGGGGAATTGGGTACCACGG 57,89 chr8 (+) 70069541 70069563 exon2 NM_024504 (-) 17891 17913
PRDM14 TACCAGGGCAGATCGTAGAGAGG 52,63 chr8 (+) 70069577 70069599 exon2 NM_024504 (-) 17927 17949
PRDM14 AGGTTGGAAGTCTTCCTCCACGG 52,63 chr8 (+) 70069705 70069727 exon2 NM_024504 (-) 18055 18077
PRDM15 GTTTTGACTCCGATCGCCAACGG 50 chr21 (+) 41879053 41879075 exon2 NM_022115 (-) 78060 78082
PRDM15 TTTGTTACATTCGCCGGCTGCGG 50 chr21 (-) 41879079 41879101 exon2 NM_022115 (-) 78086 78108
PRDM15 TGGCGATCGGAGTCAAAACCCGG 55 chr21 (-) 41879049 41879071 exon2 NM_022115 (-) 78056 78078
PRDM15 CGAATGTAACAAAGAACAGTCGG 35 chr21 (+) 41879089 41879111 exon2 NM_022115 (-) 78096 78118
PRDM16 ATGTAGACAGGGGCCTCGTACGG 57,89 chr1 (-) 3186286 3186308 exon2, exon2NM_022114, NM_199454(+) 117109 117131
PRDM16 AGCTCGAAGTCTGCTGGGATCGG 57,89 chr1 (-) 3186322 3186344 exon2, exon2NM_022114, NM_199454(+) 117145 117167
PRDM16 GCGGCAAAGGAGACAGACTTCGG 57,89 chr1 (+) 3186445 3186467 exon2, exon2NM_022114, NM_199454(+) 117268 117290
PRDM16 TAATATGTATGAGCCCAACCGGG 36,84 chr1 (+) 3186144 3186166 exon2, exon2NM_022114, NM_199454(+) 116967 116989
PRDM2 GCCGCTTCTAATCGCTCGTCTGG 57,89 chr1 (-) 13778549 13778571 exon8, exon3, exon8NM_012231, NM_001007257, NM_015866(+) 73695 73717
PRDM2 ATGATGAGTTGGAAGACGAGGGG 42,11 chr1 (+) 13778652 13778674 exon8, exon3, exon8NM_012231, NM_001007257, NM_015866(+) 73798 73820
PRDM2 ATTAGAAGCGGCAGCTTGTGAGG 47,37 chr1 (+) 13778560 13778582 exon8, exon3, exon8NM_012231, NM_001007257, NM_015866(+) 73706 73728
PRDM2 GGCTTCTCTTCGTCTTCTTTAGG 47,37 chr1 (-) 13778420 13778442 exon8, exon3, exon8NM_012231, NM_001007257, NM_015866(+) 73566 73588
PRDM4 TAATGCTACCAATGGGTATTGGG 36,84 chr12 (-) 107754024 107754046 exon4 NM_012406 (-) 21159 21181
PRDM4 TTAGGGTGGATGTACTGTGGAGG 47,37 chr12 (+) 107752158 107752180 exon5 NM_012406 (-) 19293 19315
PRDM4 GGTTTGGAATTGCCACTGGGAGG 52,63 chr12 (+) 107754086 107754108 exon4 NM_012406 (-) 21221 21243
PRDM4 AATAACTGCTCTCCAGGTGAGGG 47,37 chr12 (+) 107753942 107753964 exon4 NM_012406 (-) 21077 21099
PRDM5 TTTTGGATGCTACCAACCCACGG 47,37 chr4 (-) 120853487 120853509 exon3, exon3, exon3NM_018699, NM_001300824, NM_001300823(-) 161575 161597
PRDM5 CTGGCTTCGCTTCGTTCATGAGG 52,63 chr4 (-) 120853456 120853478 exon3, exon3, exon3NM_018699, NM_001300824, NM_001300823(-) 161544 161566
PRDM5 GAAAAGTTCGGACCCTTTGCTGG 47,37 chr4 (-) 120907532 120907554 exon2, exon2, exon2NM_018699, NM_001300824, NM_001300823(-) 215620 215642
PRDM5 GACTTCAGGGAGAACCTGTCCGG 52,63 chr4 (+) 120922568 120922590 exon1, exon1, exon1NM_018699, NM_001300824, NM_001300823(-) 230656 230678
PRDM6 GGTAGGCTGGGTCCACTTTGAGG 60 chr5 (-) 123090050 123090072 exon2 NM_001136239(+) 905 927
PRDM6 GGCTGGGTCCACTTTGAGGAAGG 60 chr5 (-) 123090046 123090068 exon2 NM_001136239(+) 901 923
PRDM6 CAGCAACTCTTCCCTCACGGAGG 60 chr5 (+) 123090084 123090106 exon2 NM_001136239(+) 939 961
PRDM7 TTCTGTAATTCGGCCCTCATAGG 47,37 chr16 (+) 90061957 90061979 exon7 NM_001098173(-) 5392 5414
PRDM7 CCTAGGTGTCCATTCTTCATCGG 47,37 chr16 (+) 90074923 90074945 exon3 NM_001098173(-) 18358 18380
PRDM7 TAGCCAGGAATATCCACTGTTGG 47,37 chr16 (+) 90061921 90061943 exon7 NM_001098173(-) 5356 5378
PRDM7 TCTCCTCTGAAGGCCATCCAAGG 57,89 chr16 (+) 90066880 90066902 exon4 NM_001098173(-) 10315 10337
PRDM8 AACTAGTAACTCCTCGTCTTTGG 42,11 chr4 (-) 80201432 80201454 exon9, exon3NM_020226, NM_001099403(+) 3930 3952
PRDM8 GGTCCAATCGGCCAGAGATAAGG 57,89 chr4 (+) 80201343 80201365 exon9, exon3NM_020226, NM_001099403(+) 3841 3863
PRDM8 GAACAGTACCGTATATCTTTCGG 36,84 chr4 (+) 80200277 80200299 exon8, exon2NM_020226, NM_001099403(+) 2775 2797
PRDM8 GTCGCAGGTGGTGTAAACGCTGG 57,89 chr4 (-) 80200160 80200182 exon8, exon2NM_020226, NM_001099403(+) 2658 2680



PRDM9 CTCGCTATAGGAATGTGAAAAGG 40 chr5 (+) 23509546 23509568 exon3, exon3NM_020227, NM_001310214(+) 1892 1914
PRDM9 ACTCTTAAGGCCATCCAAGGAGG 50 chr5 (-) 23517886 23517908 exon5, exon5NM_020227, NM_001310214(+) 10232 10254
PRDM9 TCCACTCTTAAGGCCATCCAAGG 50 chr5 (-) 23517889 23517911 exon5, exon5NM_020227, NM_001310214(+) 10235 10257
PRKAA1 CGGCACCTTCGGCAAAGTGAAGG 63,16 chr5 (-) 40798063 40798085 exon1, exon1NM_206907, NM_006251(-) 38685 38707
PRKAA1 ATTCGGAGCCTTGATGTGGTAGG 52,63 chr5 (-) 40777505 40777527 exon2, exon2NM_206907, NM_006251(-) 18127 18149
PRKAA1 TACATTCTGGGTGACACGCTGGG 52,63 chr5 (-) 40798089 40798111 exon1, exon1NM_206907, NM_006251(-) 38711 38733
PRKAA1 CCCGTCGTGTTTCTGCTTCTCGG 57,89 chr5 (+) 40798130 40798152 exon1, exon1NM_206907, NM_006251(-) 38752 38774
PRKAA2 AAGATCGGACACTACGTGCTGGG 52,63 chr1 (+) 56645421 56645443 exon1 NM_006252 (+) 105 127
PRKAA2 ACTACATCTGTAAGCATGGACGG 42,11 chr1 (+) 56691465 56691487 exon3 NM_006252 (+) 46149 46171
PRKAA2 AATCTGCTGAAAGAGCCGCCTGG 52,63 chr1 (-) 56692374 56692396 exon4 NM_006252 (+) 47058 47080
PRKAA2 GTAATGGAATATGTGTCTGGAGG 36,84 chr1 (+) 56691431 56691453 exon3 NM_006252 (+) 46115 46137
PRKCD TCGAACGTCGACTTCCACTCAGG 52,63 chr3 (-) 53179618 53179640 exon4, exon4, exon3NM_006254, NM_001316327, NM_212539(+) 18412 18434
PRKCD GTTCGATGCCCACATCTATGAGG 47,37 chr3 (+) 53179635 53179657 exon4, exon4, exon3NM_006254, NM_001316327, NM_212539(+) 18429 18451
PRKCD ATTGTTCTTCTTGCAGCGCTCGG 47,37 chr3 (-) 53179736 53179758 exon4, exon4, exon3NM_006254, NM_001316327, NM_212539(+) 18530 18552
PRKCD TTGAAGGCGATGCGCAGGAACGG 57,89 chr3 (-) 53178429 53178451 exon3, exon3, exon2NM_006254, NM_001316327, NM_212539(+) 17223 17245
PRMT1 ACATGGAGTTGCGGTAAGTGAGG 47,37 chr19 (-) 49681936 49681958 exon4, exon3, exon3NM_001536, NM_001207042, NM_198318(+) 4785 4807
PRMT1 GAGGTGCCGGTTATGAAACATGG 52,63 chr19 (-) 49681953 49681975 exon4, exon3, exon3NM_001536, NM_001207042, NM_198318(+) 4802 4824
PRMT1 CCGGCACCTCTTCAAGGACAAGG 63,16 chr19 (+) 49681966 49681988 exon4, exon3, exon3NM_001536, NM_001207042, NM_198318(+) 4815 4837
PRMT1 GATGTCATGTCCTCAGCGTTGGG 52,63 chr19 (-) 49680520 49680542 exon3, exon2, exon2NM_001536, NM_001207042, NM_198318(+) 3369 3391
PRMT2 ACATTCCGGCAAACCATGTGGGG 47,37 chr21 (+) 46644394 46644416 exon5, exon4, exon4, exon4, exon4, exon4, exon4, exon4NM_206962, NM_001286678, NM_001286677, NM_001286676, NM_001535, NM_001242864, NM_001242866, NM_001242865(+) 8800 8822
PRMT2 GAAGAGTACTTCGGCAGCTATGG 52,63 chr21 (+) 46644459 46644481 exon5, exon4, exon4, exon4, exon4, exon4, exon4, exon4NM_206962, NM_001286678, NM_001286677, NM_001286676, NM_001535, NM_001242864, NM_001242866, NM_001242865(+) 8865 8887
PRMT2 GGTATTTAGTTGTTCGTGGCTGG 42,11 chr21 (-) 46648484 46648506 exon6, exon5, exon5, exon5, exon5, exon5, exon5, exon5NM_206962, NM_001286678, NM_001286677, NM_001286676, NM_001535, NM_001242864, NM_001242866, NM_001242865(+) 12890 12912
PRMT2 GACAAACCACTGCAGATTGGTGG 47,37 chr21 (+) 46644343 46644365 exon5, exon4, exon4, exon4, exon4, exon4, exon4, exon4NM_206962, NM_001286678, NM_001286677, NM_001286676, NM_001535, NM_001242864, NM_001242866, NM_001242865(+) 8749 8771
PRMT3 ACTGTCTGCTGAAGCCGCATTGG 57,89 chr11 (+) 20395909 20395931 exon6, exon5, exon4NM_005788, NM_001145167, NM_001145166(+) 8380 8402
PRMT3 GTACCCTTCTCATACCCCAATGG 52,63 chr11 (+) 20395832 20395854 exon6, exon5, exon4NM_005788, NM_001145167, NM_001145166(+) 8303 8325
PRMT3 GTCATCTACTAGTGTCATTGCGG 36,84 chr11 (+) 20397625 20397647 exon7, exon6, exon5NM_005788, NM_001145167, NM_001145166(+) 10096 10118
PRMT3 TATGAGAAGGGTACTGACACCGG 42,11 chr11 (-) 20395823 20395845 exon6, exon5, exon4NM_005788, NM_001145167, NM_001145166(+) 8294 8316
PRMT5 CTTCCATCCGCGTTTCAAGAGGG 52,63 chr14 (-) 22928569 22928591 exon2, exon2, exon2, exon2, exon2NM_001282956, NM_001282955, NM_001039619, NM_001282953, NM_006109(-) 8059 8081
PRMT5 GAACCTGCTAAGAATCGGCCCGG 52,63 chr14 (-) 22928535 22928557 exon2, exon2, exon2, exon2, exon2NM_001282956, NM_001282955, NM_001039619, NM_001282953, NM_006109(-) 8025 8047
PRMT5 AGTTCATAGGCATTAGGTGGAGG 42,11 chr14 (+) 22924922 22924944 exon4, exon7, exon8, exon7, exon7, exon8NM_001282956, NM_001282955, NM_001039619, NM_001282954, NM_001282953, NM_006109(-) 4412 4434
PRMT5 CTATTTCGGGGACGCAATTCAGG 47,37 chr14 (+) 22929283 22929305 exon1, exon1NM_001282955, NM_006109(-) 8773 8795
PRMT6 CGAGTGCTACTCGGACGTTTCGG 57,89 chr1 (+) 107056859 107056881 exon1 NM_018137 (+) 215 237
PRMT6 AGGCAAGACGGTACTGGACGTGG 57,89 chr1 (+) 107056961 107056983 exon1 NM_018137 (+) 317 339
PRMT6 AGTTCCGAAGGATACCCAGGCGG 52,63 chr1 (-) 107056925 107056947 exon1 NM_018137 (+) 281 303
PRMT6 AGTAGCACTCGTAGTACAGCTGG 47,37 chr1 (-) 107056847 107056869 exon1 NM_018137 (+) 203 225
PRMT7 GTTTGACACAGAGCTGATCGGGG 47,37 chr16 (+) 68337502 68337524 exon7, exon5, exon7NM_019023, NM_001184824, NM_001290018(+) 26389 26411
PRMT7 CTCGATGGCATAGCAGAAGTCGG 52,63 chr16 (-) 68324810 68324832 exon5, exon5NM_019023, NM_001290018(+) 13697 13719
PRMT7 AGTGCCAATGTCGAGAACCAAGG 52,63 chr16 (-) 68324747 68324769 exon5, exon5NM_019023, NM_001290018(+) 13634 13656
PRMT7 CATTCCACCGAGGTGACTGTAGG 57,89 chr16 (+) 68329147 68329169 exon6, exon4, exon6NM_019023, NM_001184824, NM_001290018(+) 18034 18056
PRMT8 GGATCCACGATGTCCACTAGAGG 52,63 chr12 (-) 3576930 3576952 exon7, exon7NM_001256536, NM_019854(+) 85733 85755
PRMT8 TAAAATAGGTGACCAGGGCGTGG 47,37 chr12 (-) 3583141 3583163 exon8, exon8NM_001256536, NM_019854(+) 91944 91966
PRMT8 AGTCGTTGCGCTGTATCTGCAGG 52,63 chr12 (-) 3583114 3583136 exon8, exon8NM_001256536, NM_019854(+) 91917 91939
PRMT8 GTCGAAGTAATAATCTCTCGAGG 36,84 chr12 (-) 3540742 3540764 exon2, exon2NM_001256536, NM_019854(+) 49545 49567
PSIP1 GGTGGCTTTACAGCTCCATCAGG 52,63 chr9 (+) 15506603 15506625 exon3, exon3, exon2, exon3, exon3NM_033222, NM_001128217, NM_021144, NM_001317898, NM_001317900(-) 35960 35982
PSIP1 AGATGAAAGGTTATCCCCATTGG 42,11 chr9 (-) 15510126 15510148 exon2, exon2, exon1, exon2, exon2NM_033222, NM_001128217, NM_021144, NM_001317898, NM_001317900(-) 39483 39505
PSIP1 ATGACTCGCGATTTCAAACCTGG 42,11 chr9 (-) 15510166 15510188 exon2, exon2, exon1, exon2, exon2NM_033222, NM_001128217, NM_021144, NM_001317898, NM_001317900(-) 39523 39545
PSIP1 GCTGGCTTTTTCTTCATGGTCGG 47,37 chr9 (+) 15486833 15486855 exon5, exon5, exon4, exon5, exon5NM_033222, NM_001128217, NM_021144, NM_001317898, NM_001317900(-) 16190 16212
PWWP2B CTTCGAAGTAGGGAGGGTACGGG 52,63 chr10 (-) 132404845 132404867 exon2, exon2NM_138499, NM_001098637(+) 7648 7670
PWWP2B TCCCCTGTCAACGACAGCCATGG 63,16 chr10 (+) 132404678 132404700 exon2, exon2NM_138499, NM_001098637(+) 7481 7503
PWWP2B TGACAGGGGACTCATCGACCTGG 57,89 chr10 (-) 132404665 132404687 exon2, exon2NM_138499, NM_001098637(+) 7468 7490
PWWP2B GATGCAGAGGTGATGCAGCTGGG 57,89 chr10 (+) 132404720 132404742 exon2, exon2NM_138499, NM_001098637(+) 7523 7545
PYGO1 TGACGAAGGTAGTGGTTTATAGG 42,11 chr15 (+) 55547022 55547044 exon3 NM_015617 (-) 8136 8158
PYGO1 GGATAACCAGGGCCAAGATATGG 52,63 chr15 (+) 55546996 55547018 exon3 NM_015617 (-) 8110 8132
PYGO1 TGGTCAGAGTTTGGATTCGGTGG 47,37 chr15 (+) 55547089 55547111 exon3 NM_015617 (-) 8203 8225
PYGO1 GATAGTGGACTGGATGGGTTAGG 52,63 chr15 (-) 55548968 55548990 exon2 NM_015617 (-) 10082 10104
PYGO2 GGTGATCCACCATGGGAGTTGGG 57,89 chr1 (+) 154959786 154959808 exon3 NM_138300 (-) 2761 2783
PYGO2 GCTCCGAAGTCATCTTCAAAAGG 47,37 chr1 (+) 154959749 154959771 exon3 NM_138300 (-) 2724 2746
PYGO2 GTTGCAGCCCCTCCATTCCTTGG 63,16 chr1 (-) 154959713 154959735 exon3 NM_138300 (-) 2688 2710
RAG2 TCGCTGCACAGAGAAAGACTTGG 52,63 chr11 (-) 36593781 36593803 exon3, exon3, exon2NM_001243785, NM_001243786, NM_000536(-) 1839 1861
RAG2 CCAGCCACTTGCACATTCAAAGG 52,63 chr11 (-) 36593924 36593946 exon3, exon3, exon2NM_001243785, NM_001243786, NM_000536(-) 1982 2004
RAG2 CATCAATACATCATCCATGGAGG 36,84 chr11 (-) 36593882 36593904 exon3, exon3, exon2NM_001243785, NM_001243786, NM_000536(-) 1940 1962
RAG2 GGTTATGCTTTACATCCAGATGG 42,11 chr11 (+) 36594009 36594031 exon3, exon3, exon2NM_001243785, NM_001243786, NM_000536(-) 2067 2089
RAI1 TAGGCGTGATGTTTCCTGCGAGG 52,63 chr17 (-) 17793007 17793029 exon3 NM_030665 (+) 111535 111557
RAI1 CATCACGCCTAGAGAATTACAGG 42,11 chr17 (+) 17793019 17793041 exon3 NM_030665 (+) 111547 111569
RAI1 CTGCGGGTTATAATAGTCCTTGG 47,37 chr17 (-) 17793088 17793110 exon3 NM_030665 (+) 111616 111638
RAI1 CCTTACCCGAGCTATGAGGGTGG 57,89 chr17 (+) 17793111 17793133 exon3 NM_030665 (+) 111639 111661
RBBP4 GCGATGATACAAGGGTTCTGGGG 47,37 chr1 (-) 32668314 32668336 exon4, exon4, exon4NM_005610, NM_001135255, NM_001135256(+) 16957 16979
RBBP4 TTCTTCCACTGCGTCGTCGAAGG 57,89 chr1 (-) 32651917 32651939 exon2, exon2NM_005610, NM_001135255(+) 770 792
RBBP4 GGAAGAACGAGTGATCAACGAGG 47,37 chr1 (+) 32651933 32651955 exon2, exon2NM_005610, NM_001135255(+) 786 808
RBBP4 CAAACTGAGCATCATCATTAGGG 36,84 chr1 (-) 32657520 32657542 exon3, exon3, exon3NM_005610, NM_001135255, NM_001135256(+) 6163 6185
RBBP5 GTCAATTGAGTTTGCCCGGAAGG 52,63 chr1 (-) 205101604 205101626 exon6, exon6, exon6NM_005057, NM_001193273, NM_001193272(-) 15463 15485
RBBP5 TGACTCCGATTTGAACGTTGTGG 42,11 chr1 (-) 205103910 205103932 exon5, exon5, exon5NM_005057, NM_001193273, NM_001193272(-) 17769 17791
RBBP5 GGCATCTTTTGATAGGCGAGGGG 47,37 chr1 (-) 205103889 205103911 exon5, exon5, exon5NM_005057, NM_001193273, NM_001193272(-) 17748 17770
RBBP5 TTTCAGGCGACTGTGACCAGAGG 52,63 chr1 (-) 205105078 205105100 exon4, exon4NM_005057, NM_001193272(-) 18937 18959
RBBP7 TACACCGTTTCTATATGACCTGG 36,84 chrX (-) 16869137 16869159 exon2, exon2NM_001198719, NM_002893(-) 24486 24508
RBBP7 ACCCTTGTCACTGTCACAATGGG 47,37 chrX (+) 16862956 16862978 exon3, exon3NM_001198719, NM_002893(-) 18305 18327
RBBP7 GGCCCAGTCTTACCGTTCAGTGG 57,89 chrX (-) 16869093 16869115 exon2, exon2NM_001198719, NM_002893(-) 24442 24464
RBBP7 GCCCTTCATTGGCTAGTGCTGGG 57,89 chrX (-) 16863059 16863081 exon3, exon3NM_001198719, NM_002893(-) 18408 18430
RING1 TAAGATCTATCCTAGCCGGGAGG 47,37 chr6 (+) 33209999 33210021 exon4 NM_002931 (+) 1491 1513
RING1 ATTGTCACAGCCCTACGGAGCGG 52,63 chr6 (+) 33209764 33209786 exon3 NM_002931 (+) 1256 1278
RING1 GATAAGCACTCGGTCTTGATGGG 47,37 chr6 (-) 33210031 33210053 exon4 NM_002931 (+) 1523 1545
RING1 CCACGTTTTGCTGGCATTCTGGG 52,63 chr6 (-) 33208842 33208864 exon2 NM_002931 (+) 334 356
RNF17 GGTCTTCCTACCAGCGAATGGGG 52,63 chr13 (+) 24764238 24764260 exon1, exon1NM_001184993, NM_031277(+) 76 98
RNF17 CAACGCTACTACCCAATGGCTGG 52,63 chr13 (+) 24774837 24774859 exon3, exon3NM_001184993, NM_031277(+) 10675 10697
RNF17 ACTGCTGATCAGCTAACTACTGG 42,11 chr13 (+) 24778326 24778348 exon4, exon4NM_001184993, NM_031277(+) 14164 14186
RNF17 ACAATCAGGGCATATAATTGTGG 31,58 chr13 (-) 24767341 24767363 exon2, exon2NM_001184993, NM_031277(+) 3179 3201
RNF2 ACTAGTTTTTTCCGACAGGTAGG 42,11 chr1 (-) 185093074 185093096 exon4 NM_007212 (+) 47656 47678



RNF2 AATTCACTGTGTAGACTTCGAGG 36,84 chr1 (-) 185091615 185091637 exon3 NM_007212 (+) 46197 46219
RNF2 ATCATCACAGCCCTTAGAAGTGG 42,11 chr1 (+) 185091717 185091739 exon3 NM_007212 (+) 46299 46321
RNF2 GTCTGGCCTTAGTGATCTTTTGG 47,37 chr1 (-) 185093099 185093121 exon4 NM_007212 (+) 47681 47703
RNF20 TCGGTTGACAATCAATAGTGAGG 36,84 chr9 (-) 101540336 101540358 exon3 NM_019592 (+) 6488 6510
RNF20 AAACGTTATGATCTGGAGCAGGG 42,11 chr9 (+) 101540517 101540539 exon4 NM_019592 (+) 6669 6691
RNF20 GTTCTGGTTCAGGCACAACAAGG 52,63 chr9 (-) 101540570 101540592 exon4 NM_019592 (+) 6722 6744
RNF20 GTGGAAACAATTAAGCTAGGAGG 36,84 chr9 (+) 101535517 101535539 exon2 NM_019592 (+) 1669 1691
RNF217 ACCAGACGAATTGGCAGGTAGGG 52,63 chr6 (-) 125057950 125057972 exon5, exon3NM_152553, NM_001286398(+) 95406 95428
RNF217 GGGCCAGCGAAATTGAGCATGGG 57,89 chr6 (+) 125058051 125058073 exon5, exon3NM_152553, NM_001286398(+) 95507 95529
RNF217 GCATGAAGGTGTTAACTGCAAGG 47,37 chr6 (+) 125057995 125058017 exon5, exon3NM_152553, NM_001286398(+) 95451 95473
RNF217 GCTTGGTGCTGGAATCAATACGG 47,37 chr6 (-) 125045339 125045361 exon4, exon2NM_152553, NM_001286398(+) 82795 82817
RNF40 ATCGAGCCCATTCGTCTTGGAGG 52,63 chr16 (+) 30762642 30762664 exon2, exon2, exon2, exon2NM_001286572, NM_001207034, NM_001207033, NM_014771(+) 1031 1053
RNF40 GCGATTGACGATGAGGAGTGTGG 52,63 chr16 (-) 30763251 30763273 exon3, exon3, exon3, exon3NM_001286572, NM_001207034, NM_001207033, NM_014771(+) 1640 1662
RNF40 ACGACTCAGCTTCTTTTCCGGGG 47,37 chr16 (-) 30762595 30762617 exon2, exon2, exon2, exon2NM_001286572, NM_001207034, NM_001207033, NM_014771(+) 984 1006
RNF40 CCGAGAACGAATTGAGAAGTTGG 47,37 chr16 (+) 30763204 30763226 exon3, exon3, exon3, exon3NM_001286572, NM_001207034, NM_001207033, NM_014771(+) 1593 1615
RPA3 TGTACACAAGATGGTGGCCTTGG 52,63 chr7 (+) 7637901 7637923 exon7 NM_002947 (-) 1339 1361
RPA3 GATGAATTGAGCTAGCATGCCGG 42,11 chr7 (+) 7640356 7640378 exon5 NM_002947 (-) 3794 3816
RPA3 ACAAGCCTGTCTGCTTCGTAGGG 52,63 chr7 (-) 7640332 7640354 exon5 NM_002947 (-) 3770 3792
RPA3 GATGGCTATCTTCTTTAAACTGG 31,58 chr7 (+) 7637870 7637892 exon7 NM_002947 (-) 1308 1330
RPH3A TGGACCGCCTAGAAAACATGAGG 47,37 chr12 (+) 112865422 112865444 exon5, exon6NM_014954, NM_001143854(+) 73679 73701
RPH3A GTGAACCGCTGCATACTGTGTGG 52,63 chr12 (+) 112865466 112865488 exon5, exon6NM_014954, NM_001143854(+) 73723 73745
RPH3A GTTGGATGTACCCCAGTGACCGG 52,63 chr12 (+) 112828353 112828375 exon3, exon3NM_014954, NM_001143854(+) 36610 36632
RPH3A ACAGTCCTCACATACTACACAGG 42,11 chr12 (-) 112865515 112865537 exon5, exon6NM_014954, NM_001143854(+) 73772 73794
RPS6KA5 GCGACTGCCTAATGTGTTCCNGG 55 chr14 90868121 91060648 Not availableNM_004755.2,  NM_182398.1 0 0
RPS6KA5 GCAGCTCGTGCTTGACAGTGNGG 60 chr14 90868121 91060648 Not availableNM_004755.2,  NM_182398.1 0 0
RPS6KA5 CATTAGGCAGTCGCCATTTTNGG 45 chr14 90868121 91060648 Not availableNM_004755.2,  NM_182398.1 0 0
RPS6KA5 AAGGACAGAACGACAAGTCCNGG 50 chr14 90868121 91060648 Not availableNM_004755.2,  NM_182398.1 0 0
RSF1 GGAGCAGACTACGGCGAAGTTGG 63,16 chr11 (+) 77820631 77820653 exon1 NM_016578 (-) 154403 154425
RSF1 GTTTAACAGTACCTGGGCATGGG 47,37 chr11 (-) 77747095 77747117 exon3 NM_016578 (-) 80867 80889
RSF1 AACTCAGGCAGGTCTAGCAGCGG 52,63 chr11 (+) 77820590 77820612 exon1 NM_016578 (-) 154362 154384
RSF1 ATCTGTTACTGCAGACAGATGGG 42,11 chr11 (-) 77764615 77764637 exon2 NM_016578 (-) 98387 98409
RTF1 AGACGTCTCCGAGTCTGACGAGG 60 chr15 (-) 41438394 41438416 [exon2] [NM_015138](+) 21291 21313
RTF1 GGACCACCATGGTAAAGAAGCGG 50 chr15 (+) 41417228 41417250 [exon1] [NM_015138](+) 125 147
RTF1 CGTGATCGACTCGGACACAGAGG 60 chr15 (+) 41417262 41417284 [exon1] [NM_015138](+) 159 181
RTF1 GCGAAAGCGCAGTGACTCTGAGG 60 chr15 (+) 41438341 41438363 [exon2] [NM_015138](+) 21238 21260
SATB1 GCAATGCCATTTCGATCAGCTGG 47,37 chr3 (+) 18416944 18416966 exon3, exon3, exon3NM_002971, NM_001131010, NM_001195470(-) 69304 69326
SATB1 CGCCATTGAATATGATTGCAAGG 42,11 chr3 (-) 18417013 18417035 exon3, exon3, exon3NM_002971, NM_001131010, NM_001195470(-) 69373 69395
SATB1 GGGAGTGCCTTTAAAACACTCGG 47,37 chr3 (-) 18420787 18420809 exon2, exon2, exon2NM_002971, NM_001131010, NM_001195470(-) 73147 73169
SATB1 ATTTGAACGAGGCAACTCAGGGG 42,11 chr3 (-) 18420938 18420960 exon2, exon2, exon2NM_002971, NM_001131010, NM_001195470(-) 73298 73320
SCMH1 ATCTTGAACTCGTTGCTTGGAGG 42,11 chr1 (+) 41143081 41143103 exon6, exon6, exon6, exon4NM_012236, NM_001031694, NM_001172219, NM_001172222(-) 115883 115905
SCMH1 TTCACATCGGAGGCAGGATAGGG 52,63 chr1 (+) 41075412 41075434 exon9, exon10, exon8, exon8, exon9, exon9, exon5NM_012236, NM_001172218, NM_001172220, NM_001172221, NM_001031694, NM_001172219, NM_001172222(-) 48214 48236
SCMH1 GCGTAAACCAGGAAAGAAGCGGG 47,37 chr1 (-) 41075323 41075345 exon9, exon10, exon8, exon8, exon9, exon9, exon5NM_012236, NM_001172218, NM_001172220, NM_001172221, NM_001031694, NM_001172219, NM_001172222(-) 48125 48147
SCMH1 CTGTCTTGGAACATCAACCAGGG 47,37 chr1 (-) 41075354 41075376 exon9, exon10, exon8, exon8, exon9, exon9, exon5NM_012236, NM_001172218, NM_001172220, NM_001172221, NM_001031694, NM_001172219, NM_001172222(-) 48156 48178
SCML2 GCTACGGTTATTGGAATTACTGG 36,84 chrX (-) 18323987 18324009 exon5 NM_006089 (-) 84675 84697
SCML2 ATACTGAAGTGGCATTGCGAGGG 47,37 chrX (+) 18324015 18324037 exon5 NM_006089 (-) 84703 84725
SCML2 AGGTTACGGTTACGACTGGATGG 52,63 chrX (-) 18323960 18323982 exon5 NM_006089 (-) 84648 84670
SCML2 CCCCAGACATACAACCTGTTGGG 52,63 chrX (-) 18323899 18323921 exon5 NM_006089 (-) 84587 84609
SCML4 CCTCTTGCAGTACAGCGAGGAGG 57,89 chr6 (+) 107720863 107720885 exon5, exon6, exon2NM_001286408, NM_198081, NM_001286409(-) 18707 18729
SCML4 TTTCTGAAGAGCTCCACGTGAGG 47,37 chr6 (+) 107707870 107707892 exon6, exon7, exon3NM_001286408, NM_198081, NM_001286409(-) 5714 5736
SCML4 CATCCTGCGCATCCTGAGAAGGG 57,89 chr6 (+) 107707982 107708004 exon6, exon7, exon3NM_001286408, NM_198081, NM_001286409(-) 5826 5848
SCML4 GCCTCCACCTTTAACCACAGGGG 52,63 chr6 (-) 107720900 107720922 exon5, exon6, exon2NM_001286408, NM_198081, NM_001286409(-) 18744 18766
SETD1A TATGTGCCGTAAGTACGGTGAGG 47,37 chr16 (+) 30961356 30961378 exon4 NM_014712 (+) 4063 4085
SETD1A TAGCGGTACACCTTCTGAGAAGG 52,63 chr16 (-) 30958834 30958856 exon2 NM_014712 (+) 1541 1563
SETD1A CAAGGCTGAATGACAACGTGCGG 47,37 chr16 (+) 30961316 30961338 exon4 NM_014712 (+) 4023 4045
SETD1A TAGTTCCGCCACTGGAAGCTCGG 57,89 chr16 (-) 30958768 30958790 exon2 NM_014712 (+) 1475 1497
SETD1B CTTCGACAATTTCCACCGGGCGG 52,63 chr12 (-) 121805129 121805151 exon2 NM_015048 (+) 398 420
SETD1B GGAAATTGTCGAAGATCCCCGGG 47,37 chr12 (+) 121805138 121805160 exon2 NM_015048 (+) 407 429
SETD1B GATTGACCCGGCTCTGAAAAAGG 52,63 chr12 (+) 121804842 121804864 exon1 NM_015048 (+) 111 133
SETD1B ATAAACTGTACCGCTACGATGGG 42,11 chr12 (+) 121804871 121804893 exon1 NM_015048 (+) 140 162
SETD2 GGAGTCGAGTCTACCTGAAGAGG 52,63 chr3 (+) 47124295 47124317 exon3 NM_014159 (-) 107888 107910
SETD2 TCTAGTCGATTTTTGCCCAAAGG 42,11 chr3 (-) 47124463 47124485 exon3 NM_014159 (-) 108056 108078
SETD2 ATCAAAGGACCAATGTTCAAAGG 36,84 chr3 (-) 47124493 47124515 exon3 NM_014159 (-) 108086 108108
SETD2 TCGTAGAAATCCCCCATCTTCGG 47,37 chr3 (+) 47163875 47163897 exon1 NM_014159 (-) 147468 147490
SETD3 GTATGTGCAGATCCGGACTCTGG 52,63 chr14 (-) 99463513 99463535 exon3, exon3NM_199123, NM_032233(-) 65768 65790
SETD3 TGAAAATGGGGCTTCTGTCGAGG 47,37 chr14 (-) 99461254 99461276 exon4, exon4NM_199123, NM_032233(-) 63509 63531
SETD3 TACAGCAACTGTGTCACCAAAGG 47,37 chr14 (-) 99465736 99465758 exon2, exon2NM_199123, NM_032233(-) 67991 68013
SETD3 GAGGCCCATTTCATTAGATCAGG 42,11 chr14 (+) 99461277 99461299 exon4, exon4NM_199123, NM_032233(-) 63532 63554
SETD4 GCTTCGAATCACTGTGTCCGTGG 52,63 chr21 (+) 36048331 36048353 exon6, exon5, exon6, exon5NM_001286752, NM_017438, NM_001007261, NM_001007259(-) 4648 4670
SETD4 CAGTGATTCGAAGCTACTTAGGG 42,11 chr21 (-) 36048322 36048344 exon6, exon5, exon6, exon5NM_001286752, NM_017438, NM_001007261, NM_001007259(-) 4639 4661
SETD4 GGAAGAAGGTTCACCACTTCCGG 47,37 chr21 (+) 36045853 36045875 exon7, exon6, exon7, exon6NM_001286752, NM_017438, NM_001007261, NM_001007259(-) 2170 2192
SETD4 ACAGGGCAGGTATACGCCTTGGG 57,89 chr21 (+) 36045886 36045908 exon7, exon6, exon7, exon6NM_001286752, NM_017438, NM_001007261, NM_001007259(-) 2203 2225
SETD5 GTACCTACCTGGTGTCCTTGTGG 52,63 chr3 (+) 9434421 9434443 exon5 NM_001080517(+) 36722 36744
SETD5 TAGACTTCATCGGCGGAAGCAGG 52,63 chr3 (+) 9434848 9434870 exon6, exon7NM_001080517, NM_001292043(+) 37149 37171
SETD5 ATGAGCATTGCAATCCCTCTGGG 47,37 chr3 (+) 9428939 9428961 exon3 NM_001080517(+) 31240 31262
SETD5 GACTAGCCTCCACAGATTCAGGG 52,63 chr3 (-) 9433845 9433867 exon4 NM_001080517(+) 36146 36168
SETD6 AAAGTAGGGCCTCCAGCGTGAGG 60 chr16 (-) 58516277 58516299 exon3, exon4NM_001160305, NM_024860(+) 799 821
SETD6 CACCACGAACAACAGCTCTCCGG 55 chr16 (-) 58516017 58516039 exon2, exon3NM_001160305, NM_024860(+) 539 561
SETD7 GACGATGACGGATTACCGCACGG 57,89 chr4 (-) 139547019 139547041 exon2, exon2, exon2NM_030648, NM_001306199, NM_001306200(-) 14441 14463
SETD7 CACGGAGAAAAGAACGGACGGGG 52,63 chr4 (-) 139546944 139546966 exon2, exon2, exon2NM_030648, NM_001306199, NM_001306200(-) 14366 14388
SETD7 CATCCACATAATACCCCTCCAGG 47,37 chr4 (+) 139533341 139533363 exon3, exon3, exon3NM_030648, NM_001306199, NM_001306200(-) 763 785
SETD7 GGATAGCGACGACGAGATGGTGG 57,89 chr4 (-) 139556113 139556135 exon1, exon1, exon1NM_030648, NM_001306199, NM_001306200(-) 23535 23557
SETD8 GCATTTGTTCGGGCTCATGTAGG 52,63 chr12 (-) 123390664 123390686 0 0
SETD8 ACTGAGTTCTCTTCCTGAAGGGG 42,11 chr12 (-) 123390702 123390724 0 0
SETD8 GAAATGCTGGGAACGCAGTACGG 52,63 chr12 (+) 123395053 123395075 0 0
SETD8 AAGATCAAAGACGCCAGGAAAGG 47,37 chr12 (+) 123395100 123395122 0 0
SETDB1 CCGGTATTGTAGTCCCAGCTTGG 57,89 chr1 (-) 150930008 150930030 exon3, exon3, exon3NM_001243491, NM_012432, NM_001145415(+) 3670 3692
SETDB1 ACTTCGGCATTTCATCGATGAGG 42,11 chr1 (+) 150927831 150927853 exon2, exon2, exon2NM_001243491, NM_012432, NM_001145415(+) 1493 1515



SETDB1 ATACCGGGACAGTAGCTCTGAGG 52,63 chr1 (+) 150930024 150930046 exon3, exon3, exon3NM_001243491, NM_012432, NM_001145415(+) 3686 3708
SETDB1 CCAAACCAATGCACCCAGGAAGG 57,89 chr1 (-) 150927723 150927745 exon2, exon2, exon2NM_001243491, NM_012432, NM_001145415(+) 1385 1407
SETDB2 GGAGTTTTCACATGATGTAGAGG 36,84 chr13 (-) 49467915 49467937 exon6, exon5, exon5NM_031915, NM_001160308, NM_001320699(+) 23623 23645
SETDB2 TCCTATGCCTGTGACTCAGAAGG 52,63 chr13 (+) 49467865 49467887 exon6, exon5, exon5NM_031915, NM_001160308, NM_001320699(+) 23573 23595
SETDB2 TGGATGGAGCTAGAAGATGATGG 47,37 chr13 (+) 49460124 49460146 exon3, exon3NM_031915, NM_001160308(+) 15832 15854
SETDB2 CATTCACTAGAATCATTGCTTGG 36,84 chr13 (-) 49461104 49461126 exon4, exon4, exon3NM_031915, NM_001160308, NM_001320699(+) 16812 16834
SETMAR CAAAGACGACACGGCCTTGTGGG 57,89 chr3 (+) 4303387 4303409 exon1, exon1, exon1, exon1NM_006515, NM_001276325, NM_001243723, NM_001320678(+) 84 106
SETMAR CATCATAGTTCTCTCCATGGCGG 42,11 chr3 (-) 4313011 4313033 exon2, exon2, exon2NM_006515, NM_001276325, NM_001243723(+) 9708 9730
SETMAR CCGGGAAAGGTTATTTGAGTGGG 47,37 chr3 (-) 4312940 4312962 exon2, exon2, exon2NM_006515, NM_001276325, NM_001243723(+) 9637 9659
SETMAR GTGGGATCAATGTCTGCTCCAGG 52,63 chr3 (-) 4312922 4312944 exon2, exon2, exon2NM_006515, NM_001276325, NM_001243723(+) 9619 9641
SFMBT1 GGTCCACAGCAGTTCCCTATGGG 57,89 chr3 (-) 52954329 52954351 exon3 NM_016329 (-) 50763 50785
SFMBT1 GTGGACACACGTTTGCAAAATGG 47,37 chr3 (-) 52943571 52943593 exon4 NM_016329 (-) 40005 40027
SFMBT1 TACCTCTTCCATACCAGAGCCGG 47,37 chr3 (+) 52954386 52954408 exon3 NM_016329 (-) 50820 50842
SFMBT1 TTGCTCCTTCTCCGCTATGATGG 52,63 chr3 (-) 52943460 52943482 exon4 NM_016329 (-) 39894 39916
SFMBT2 GACTACGTCACACCAGAAGTCGG 52,63 chr10 (+) 7367713 7367735 exon4, exon4NM_001029880, NM_001018039(-) 209090 209112
SFMBT2 GAACAACCCGGACACGTACTGGG 57,89 chr10 (-) 7367808 7367830 exon4, exon4NM_001029880, NM_001018039(-) 209185 209207
SFMBT2 CCACGATCATTACCACGTGCGGG 52,63 chr10 (-) 7367782 7367804 exon4, exon4NM_001029880, NM_001018039(-) 209159 209181
SFMBT2 TTCTGCGCTACTGCGGTTACGGG 52,63 chr10 (-) 7367749 7367771 exon4, exon4NM_001029880, NM_001018039(-) 209126 209148
SHPRH GCTTCATTGGAATATGCATGAGG 36,84 chr6 (-) 145955241 145955263 exon2, exon2NM_173082, NM_001042683(-) 70433 70455
SHPRH GAAACGTGCTCCTCCAGTGAGGG 57,89 chr6 (-) 145955286 145955308 exon2, exon2NM_173082, NM_001042683(-) 70478 70500
SHPRH TGGCTCACAGAGATAAGAAGAGG 42,11 chr6 (-) 145955107 145955129 exon2, exon2NM_173082, NM_001042683(-) 70299 70321
SHPRH AGAGGTATCTGAACCTGGGCAGG 52,63 chr6 (+) 145955173 145955195 exon2, exon2NM_173082, NM_001042683(-) 70365 70387
SIN3A GCTATGAACTGCTGCTATAGCGG 42,11 chr15 (+) 75422764 75422786 exon3, exon3, exon3NM_001145357, NM_015477, NM_001145358(-) 53386 53408
SIN3A TGCGCTATCTTATCTTGACCAGG 42,11 chr15 (-) 75414281 75414303 exon4, exon4, exon4NM_001145357, NM_015477, NM_001145358(-) 44903 44925
SIN3A TTTGGATGACCAGGAGTCACCGG 47,37 chr15 (-) 75430342 75430364 exon2, exon2, exon2NM_001145357, NM_015477, NM_001145358(-) 60964 60986
SIN3B AAGCGTTGAATCCAACAATGAGG 36,84 chr19 (-) 16831551 16831573 exon3, exon3NM_015260, NM_001297595(+) 2165 2187
SIN3B GATCTTCACCTGGTCCAGATAGG 52,63 chr19 (-) 16829807 16829829 exon2, exon2NM_015260, NM_001297595(+) 421 443
SIN3B GAGACACGTCTGATGACTCCAGG 52,63 chr19 (-) 16831504 16831526 exon3, exon3NM_015260, NM_001297595(+) 2118 2140
SIN3B GATCTCCAGGAAGCCGTTGTAGG 57,89 chr19 (-) 16829852 16829874 exon2, exon2NM_015260, NM_001297595(+) 466 488
SIRT1 TCGTACAAGTTGTCGGCCAGNGG 55 0 0 Not available 0 0
SIRT1 TACAAGTTGTCGGCCAGCGGNGG 60 0 0 Not available 0 0
SIRT1 GTCTTCGTCGTACAAGTTGTNGG 45 0 0 Not available 0 0
SIRT2 TAGGTTGTCATAGAGGCCGGTGG 52,63 chr19 (+) 38889909 38889931 exon6, exon5, exon5NM_012237, NM_001193286, NM_030593(-) 11355 11377
SIRT2 GCGCATGAAGTAGTGACAGATGG 52,63 chr19 (+) 38889129 38889151 exon8, exon7, exon7NM_012237, NM_001193286, NM_030593(-) 10575 10597
SIRT2 AGCGTTCGCTCTGCATGTACCGG 52,63 chr19 (+) 38893414 38893436 exon4, exon3, exon3NM_012237, NM_001193286, NM_030593(-) 14860 14882
SIRT3 CGTTGGGCTTGTAGTTTCCAGGG 52,63 chr11 (+) 233067 233089 exon3, exon3NM_012239, NM_001017524(-) 18038 18060
SIRT3 TCTACACGCAGAACATCGATGGG 47,37 chr11 (-) 232993 233015 exon3, exon3NM_012239, NM_001017524(-) 17964 17986
SIRT3 ATGAGCTTCAACCAGCTTTGAGG 42,11 chr11 (+) 230515 230537 exon4, exon4NM_012239, NM_001017524(-) 15486 15508
SIRT3 GGTACGGGAGATCGTACTGCTGG 57,89 chr11 (+) 233163 233185 exon3, exon3NM_012239, NM_001017524(-) 18134 18156
SIRT4 GTCTGGTATCCCCGATTCGGTGG 57,89 chr12 (-) 120303758 120303780 exon2 NM_012240 (+) 1438 1460
SIRT4 CGTGCTCGAAAGCCTCCATTGGG 57,89 chr12 (+) 120303629 120303651 exon2 NM_012240 (+) 1309 1331
SIRT4 TACTGGGCGAGAAACTTCGTAGG 52,63 chr12 (+) 120303874 120303896 exon2 NM_012240 (+) 1554 1576
SIRT4 GAGACTCCTTGTGATGACTGGGG 47,37 chr12 (+) 120303726 120303748 exon2 NM_012240 (+) 1406 1428
SIRT5 GTGCAGCTCATCGATGTTCTGGG 52,63 chr6 (-) 13591835 13591857 exon4, exon5, exon5, exon5NM_001242827, NM_031244, NM_001193267, NM_012241(+) 17209 17231
SIRT5 AACTTGGCCGAGCCATTTTCAGG 47,37 chr6 (-) 13584200 13584222 exon3, exon3, exon3NM_031244, NM_001193267, NM_012241(+) 9574 9596
SIRT5 TCAATCGACTTGGGACAATCTGG 42,11 chr6 (-) 13584122 13584144 exon3, exon3, exon3NM_031244, NM_001193267, NM_012241(+) 9496 9518
SIRT5 AGTGGTAGAACTCCCACACCCGG 52,63 chr6 (-) 13591707 13591729 exon5, exon5, exon5NM_031244, NM_001193267, NM_012241(+) 17081 17103
SIRT6 ATGTCGGTGAATTACGCGGCGGG 52,63 chr19 (-) 4182517 4182539 exon1, exon1NM_016539, NM_001193285(-) 8409 8431
SIRT6 AAAGGTGGTGTCGAACTTGGGGG 47,37 chr19 (+) 4179223 4179245 exon3, exon3NM_016539, NM_001193285(-) 5115 5137
SIRT6 GGTCTGGCAGTCTTCCAGTGTGG 57,89 chr19 (-) 4180834 4180856 exon2, exon2NM_016539, NM_001193285(-) 6726 6748
SIRT6 CTTCCTGGTCAGCCAGAACGTGG 57,89 chr19 (-) 4179135 4179157 exon3, exon3NM_016539, NM_001193285(-) 5027 5049
SIRT7 CGACCAAGTATTTGGCGTTCCGG 47,37 chr17 (+) 81917641 81917663 exon3 NM_016538 (-) 5703 5725
SIRT7 CAGCGTCTATCCCAGACTACCGG 52,63 chr17 (-) 81915658 81915680 exon4 NM_016538 (-) 3720 3742
SIRT7 AAATACTTGGTCGTCTACACAGG 36,84 chr17 (-) 81917631 81917653 exon3 NM_016538 (-) 5693 5715
SIRT7 GTGTGGACACTGCTTCAGAAAGG 52,63 chr17 (-) 81915623 81915645 exon4 NM_016538 (-) 3685 3707
SMARCA1 TTCAAATCTCTTTGCTCGGTCGG 42,11 chrX (+) 129516471 129516493 exon3, exon3, exon3NM_003069, NM_001282874, NM_001282875(-) 69971 69993
SMARCA1 GTTGGAGATTTCTGTGCTGAAGG 47,37 chrX (+) 129516406 129516428 exon3, exon3, exon3NM_003069, NM_001282874, NM_001282875(-) 69906 69928
SMARCA1 TAAAGCGCCTAAATCTGAAAAGG 36,84 chrX (-) 129518390 129518412 exon2, exon2, exon2NM_003069, NM_001282874, NM_001282875(-) 71890 71912
SMARCA2 CATCGAAGACGGCAATTTGGAGG 47,37 chr9 (+) 2161688 2161710 exon28, exon28, exon28, exon28, exon3, exon3, exon2NM_139045, NM_001289397, NM_001289396, NM_003070, NM_001289400, NM_001289399, NM_001289398(+) 4009 4031
SMARCA2 GGATTCGTAATCATAAGTACCGG 31,58 chr9 (+) 2182145 2182167 exon30, exon30, exon31, exon31, exon5, exon5, exon4NM_139045, NM_001289397, NM_001289396, NM_003070, NM_001289400, NM_001289399, NM_001289398(+) 24466 24488
SMARCA2 GATAGCCGGCCTGCTGATAGTGG 57,89 chr9 (+) 2159883 2159905 exon2, exon2NM_001289400, NM_001289399(+) 1432 1454
SMARCA2 GGTGACAGTTTCTCAGCGGGAGG 57,89 chr9 (-) 2161815 2161837 exon28, exon28, exon28, exon28, exon3, exon3, exon2NM_139045, NM_001289397, NM_001289396, NM_003070, NM_001289400, NM_001289399, NM_001289398(+) 4136 4158
SMARCA4 CCGCGCTACAACCAGATGAAAGG 55 chr19 (+) 10985312 10985334 exon2, exon3, exon2, exon4, exon2, exon2, exon3NM_001128847, NM_001128849, NM_001128846, NM_001128844, NM_001128848, NM_001128845, NM_003072(+) 24391 24413
SMARCA4 TTCTCATGCATGGACTCCATGGG 45 chr19 (-) 10985273 10985295 exon2, exon3, exon2, exon4, exon2, exon2, exon3NM_001128847, NM_001128849, NM_001128846, NM_001128844, NM_001128848, NM_001128845, NM_003072(+) 24352 24374
SMARCA4 ATCTGGTGCATGTTGTCCTGAGG 50 chr19 (-) 10984344 10984366 exon1, exon2, exon1, exon3, exon1, exon1, exon2NM_001128847, NM_001128849, NM_001128846, NM_001128844, NM_001128848, NM_001128845, NM_003072(+) 23423 23445
SMARCA4 ATGGAGTCCATGCATGAGAAGGG 45 chr19 (+) 10985276 10985298 exon2, exon3, exon2, exon4, exon2, exon2, exon3NM_001128847, NM_001128849, NM_001128846, NM_001128844, NM_001128848, NM_001128845, NM_003072(+) 24355 24377
SMARCA5 ATATTTGATGATGCGTCACCTGG 36,84 chr4 (+) 143517358 143517380 exon2 NM_003601 (+) 3896 3918
SMARCA5 TTTTTTATTCGTGGGCGCCCTGG 47,37 chr4 (-) 143521540 143521562 exon3 NM_003601 (+) 8078 8100
SMARCA5 GTTGGAGTCTTCTGAGCAGCAGG 52,63 chr4 (-) 143521498 143521520 exon3 NM_003601 (+) 8036 8058
SMARCB1 AACTACCTCCGTATGTTCCGAGG 50 chr22 (+) 23791762 23791784 [exon2,  exon2,  exon2][NM_001007468,  NM_003073,  NM_001317946](+) 4832 4854
SMARCB1 GACGGCGAGTTCTACATGATCGG 50 chr22 (+) 23787233 23787255 [exon1,  exon1,  exon1][NM_001007468,  NM_003073,  NM_001317946](+) 303 325
SMARCB1 CCACTTCCGAGGCTTTTAACAGG 50 chr22 (-) 23793593 23793615 [exon3,  exon3,  exon3][NM_001007468,  NM_003073,  NM_001317946](+) 6663 6685
SMARCB1 ATGGCGCTGAGCAAGACCTTCGG 55 chr22 (+) 23787179 23787201 [exon1,  exon1,  exon1][NM_001007468,  NM_003073,  NM_001317946](+) 249 271
SMARCC1 CCTAGCTGTTTATCGACGGAAGG 50 chr3 (-) 47781695 47781717 exon1 NM_003074 (-) 195808 195830
SMARCC1 GCTGTTTATCGACGGAAGGATGG 50 chr3 (-) 47781691 47781713 exon1 NM_003074 (-) 195804 195826
SMARCC1 CCTTCCGTCGATAAACAGCTAGG 50 chr3 (+) 47781695 47781717 exon1 NM_003074 (-) 195808 195830
SMARCC1 TCGATAAACAGCTAGGCCTGCGG 50 chr3 (+) 47781702 47781724 exon1 NM_003074 (-) 195815 195837
SMARCC2 AGTTCGACAACGTGCGGCTGTGG 57,89 chr12 (-) 56189372 56189394 exon1, exon1, exon1NM_001130420, NM_139067, NM_003075(-) 27521 27543
SMARCC2 ACTGTACAACCAGGCTAGACAGG 47,37 chr12 (+) 56187252 56187274 exon2, exon2, exon2NM_001130420, NM_139067, NM_003075(-) 25401 25423
SMARCC2 ATCACGCATGGACCGCAATGTGG 52,63 chr12 (-) 56185065 56185087 exon4, exon4, exon4NM_001130420, NM_139067, NM_003075(-) 23214 23236
SMARCC2 GGCCTCGTAGTACTTCACGTTGG 57,89 chr12 (+) 56189411 56189433 exon1, exon1, exon1NM_001130420, NM_139067, NM_003075(-) 27560 27582
SMARCD1 GGACTGATCCATCCCTGACTGGG 57,89 chr12 (-) 50086258 50086280 exon2, exon2NM_003076, NM_139071(+) 1059 1081
SMARCD1 AGGCAGCCGAATGACACCTCAGG 57,89 chr12 (+) 50086178 50086200 exon2, exon2NM_003076, NM_139071(+) 979 1001
SMARCD1 TGGACCTGCTGGATCTGCTGAGG 57,89 chr12 (-) 50086296 50086318 exon2, exon2NM_003076, NM_139071(+) 1097 1119
SMARCD1 GATTTTGGACCGCCTGCTGCTGG 57,89 chr12 (-) 50086316 50086338 exon2, exon2NM_003076, NM_139071(+) 1117 1139
SMARCD2 TCGGAATGGATCCATCATGGTGG 50 chr17 (+) 63837494 63837516 [exon2] [NM_001098426](-) 5414 5436
SMARCD2 CGGAATGGATCCATCATGGTGGG 50 chr17 (+) 63837495 63837517 [exon2] [NM_001098426](-) 5415 5437



SMARCD2 TTTTCGGAATGGATCCATCATGG 40 chr17 (+) 63837491 63837513 [exon2] [NM_001098426](-) 5411 5433
SMARCD2 ACAAGCAGGCGTTTTCGGAATGG 50 chr17 (+) 63837480 63837502 [exon2] [NM_001098426](-) 5400 5422
SMARCD3 ATCAAACCATCATGCGGAAGCGG 42,11 chr7 (-) 151242757 151242779 exon5, exon5, exon4NM_003078, NM_001003802, NM_001003801(-) 3785 3807
SMARCD3 TGGACCTCTTGGCATTTGAGAGG 47,37 chr7 (-) 151242787 151242809 exon5, exon5, exon4NM_003078, NM_001003802, NM_001003801(-) 3815 3837
SMARCD3 GTCCATGTAAGCCTGGGACTCGG 57,89 chr7 (+) 151242805 151242827 exon5, exon5, exon4NM_003078, NM_001003802, NM_001003801(-) 3833 3855
SMARCD3 CTGACAAAATCCTCCCTCAAAGG 47,37 chr7 (-) 151243659 151243681 exon4, exon4, exon3NM_003078, NM_001003802, NM_001003801(-) 4687 4709
SMARCE1 TTTTGGAATCGTGATACCAGAGG 36,84 chr17 (+) 40637546 40637568 exon5 NM_003079 (-) 9819 9841
SMARCE1 GCGGCTTATCTGGTGGCTTTGGG 57,89 chr17 (+) 40637521 40637543 exon5 NM_003079 (-) 9794 9816
SMARCE1 TTGTAGGCGAGATGACTGTATGG 47,37 chr17 (+) 40642501 40642523 exon4 NM_003079 (-) 14774 14796
SMARCE1 ATCTCGCCTACAACAACTACAGG 42,11 chr17 (-) 40642491 40642513 exon4 NM_003079 (-) 14764 14786
SMNDC1 GTGTTATGAAGCGGAGATTGAGG 42,11 chr10 (-) 110297706 110297728 exon4 NM_005871 (-) 4667 4689
SMNDC1 ACCGCTGCAATCACCTTTGCTGG 52,63 chr10 (-) 110297663 110297685 exon4 NM_005871 (-) 4624 4646
SMNDC1 GAAGCTGCATTATCTGGAAATGG 42,11 chr10 (-) 110303508 110303530 exon2 NM_005871 (-) 10469 10491
SMNDC1 TTCCTTCTTCTACAGGCTTGAGG 42,11 chr10 (+) 110297607 110297629 exon4 NM_005871 (-) 4568 4590
SMYD1 GTTCGGCCATCAAGAGATATGGG 47,37 chr2 (+) 88084447 88084469 exon2 NM_198274 (+) 16668 16690
SMYD1 TGGCCGAACATTCATTCTTGTGG 42,11 chr2 (-) 88084433 88084455 exon2 NM_198274 (+) 16654 16676
SMYD1 TGAGCGGGCTTATTCCGCAGTGG 57,89 chr2 (+) 88067969 88067991 exon1 NM_198274 (+) 190 212
SMYD2 GTTAGTCTTACAGTCTCCGAGGG 47,37 chr1 (-) 214314828 214314850 exon3 NM_020197 (+) 33607 33629
SMYD2 GACCGTGAGCACGTAGGCATAGG 63,16 chr1 (-) 214281367 214281389 exon1 NM_020197 (+) 146 168
SMYD2 TGGTGAAGCAGTACTCGCAGTGG 52,63 chr1 (-) 214281404 214281426 exon1 NM_020197 (+) 183 205
SMYD3 CACTACAGTATTTGGCGACGCGG 47,37 chr1 (+) 246355042 246355064 exon2, exon2NM_022743, NM_001167740(-) 605703 605725
SMYD3 AACTCTGCCAAGAAGTCGAACGG 47,37 chr1 (+) 246335379 246335401 exon3, exon3NM_022743, NM_001167740(-) 586040 586062
SMYD3 AAGCTTGGCCAGACCACAAGCGG 52,63 chr1 (-) 246335448 246335470 exon3, exon3NM_022743, NM_001167740(-) 586109 586131
SMYD3 ATCTGGGTTTGCAGCTTTTAAGG 42,11 chr1 (+) 246335414 246335436 exon3, exon3NM_022743, NM_001167740(-) 586075 586097
SMYD4 TTGTGACCTGAACAGACGTCGGG 47,37 chr17 (+) 1827916 1827938 exon2 NM_052928 (-) 48382 48404
SMYD4 ACTGTGTCATGCTAACCGCTCGG 52,63 chr17 (-) 1804655 1804677 exon4 NM_052928 (-) 25121 25143
SMYD4 TTACTTGGTGGGAAAGGACTCGG 47,37 chr17 (-) 1812054 1812076 exon3 NM_052928 (-) 32520 32542
SMYD4 ACATTCAAGGCCTAACACTGAGG 42,11 chr17 (-) 1804685 1804707 exon4 NM_052928 (-) 25151 25173
SMYD5 GCTCACGAAACGGACTTCCACGG 57,89 chr2 (-) 73214331 73214353 exon1 NM_006062 (+) 94 116
SMYD5 CATCTTCGTAGAACGGCCCCTGG 57,89 chr2 (+) 73218905 73218927 exon2 NM_006062 (+) 4668 4690
SMYD5 GACGTGTTCTCCTTCTGCGTGGG 57,89 chr2 (+) 73214285 73214307 exon1 NM_006062 (+) 48 70
SMYD5 TGTACTGCAGTGCAGAATGTCGG 47,37 chr2 (+) 73220665 73220687 exon4 NM_006062 (+) 6428 6450
SND1 AGGTTGATCTGCCGCTCAGGAGG 57,89 chr7 (-) 127686664 127686686 exon2 NM_014390 (+) 34517 34539
SND1 CGCCACACAACCTGATGCAAAGG 57,89 chr7 (+) 127686726 127686748 exon2 NM_014390 (+) 34579 34601
SND1 TTTCGAAGGAACTCTCGAGCTGG 47,37 chr7 (-) 127694840 127694862 exon3 NM_014390 (+) 42693 42715
SND1 GATAGAAAACAAGACTCCCCAGG 42,11 chr7 (+) 127694893 127694915 exon3 NM_014390 (+) 42746 42768
SP100 TTGTGATGAGATCACGATCACGG 42,11 chr2 (-) 230443063 230443085 exon4, exon3, exon3, exon3, exon2, exon3NM_001206704, NM_003113, NM_001206702, NM_001206701, NM_001206703, NM_001080391(+) 26908 26930
SP100 AAGACCAGGGTGTAGATGACAGG 47,37 chr2 (+) 230442948 230442970 exon4, exon3, exon3, exon3, exon2, exon3NM_001206704, NM_003113, NM_001206702, NM_001206701, NM_001206703, NM_001080391(+) 26793 26815
SP100 TGCAAATCGTGGCTGTGTGCAGG 52,63 chr2 (-) 230417640 230417662 exon2, exon2, exon2, exon2NM_003113, NM_001206702, NM_001206701, NM_001080391(+) 1485 1507
SP100 TCTTCTTCACTTTCTTGGAGAGG 36,84 chr2 (-) 230446836 230446858 exon6, exon5, exon5, exon5, exon4, exon5NM_001206704, NM_003113, NM_001206702, NM_001206701, NM_001206703, NM_001080391(+) 30681 30703
SP110 GGTTAAAAGTCCTCTCCAGTTGG 47,37 chr2 (+) 230215034 230215056 exon4, exon3, exon3, exon3NM_001185015, NM_080424, NM_004510, NM_004509(-) 46109 46131
SP110 CCAGATTGGGATATTCACGCAGG 47,37 chr2 (+) 230214977 230214999 exon4, exon3, exon3, exon3NM_001185015, NM_080424, NM_004510, NM_004509(-) 46052 46074
SP110 TTGTGCACCACTCTGGATACAGG 47,37 chr2 (+) 230215066 230215088 exon4, exon3, exon3, exon3NM_001185015, NM_080424, NM_004510, NM_004509(-) 46141 46163
SP110 GTCTAGGAGGCCTTCAAAGAAGG 52,63 chr2 (+) 230216811 230216833 exon3, exon2, exon2, exon2NM_001185015, NM_080424, NM_004510, NM_004509(-) 47886 47908
SP140 CGTAGAGGGTCAGAACCTGCAGG 57,89 chr2 (+) 230237104 230237126 exon2, exon2, exon2, exon2, exon2NM_007237, NM_001278451, NM_001278453, NM_001278452, NM_001005176(+) 11375 11397
SP140 TTAAATCAGGATAGGCCATCAGG 36,84 chr2 (-) 230238332 230238354 exon3, exon3, exon3, exon3, exon3NM_007237, NM_001278451, NM_001278453, NM_001278452, NM_001005176(+) 12603 12625
SP140L TTGTGATGAGTTCCCGATCGCGG 47,37 chr2 (-) 230357931 230357953 exon3, exon2, exon2NM_138402, NM_001308163, NM_001308162(+) 30752 30774
SP140L TTTGGAAGCACTGTTCAGCGAGG 47,37 chr2 (+) 230359056 230359078 exon4, exon3, exon3NM_138402, NM_001308163, NM_001308162(+) 31877 31899
SP140L GGAAGACCAGGATGTAGATGAGG 47,37 chr2 (+) 230357814 230357836 exon3, exon2, exon2NM_138402, NM_001308163, NM_001308162(+) 30635 30657
SRCAP ATGGTGTCGGACGGCATGACAGG 57,89 chr16 (+) 30704064 30704086 exon4 NM_006662 (+) 4924 4946
SRCAP CCATGCCGAAATTGCAGAACAGG 47,37 chr16 (+) 30704285 30704307 exon4 NM_006662 (+) 5145 5167
SRCAP GATAAGCTGAACCCCTCCAGGGG 52,63 chr16 (-) 30704217 30704239 exon4 NM_006662 (+) 5077 5099
SSRP1 GTTCAACGACGTCTATCAGGAGG 47,37 chr11 (-) 57335082 57335104 exon2 NM_003146 (-) 9098 9120
SSRP1 GGCCATGTCTACAAGTATGATGG 47,37 chr11 (-) 57334476 57334498 exon3 NM_003146 (-) 8492 8514
SSRP1 TCGACTGAGGTTGAGCCGTCAGG 57,89 chr11 (-) 57334618 57334640 exon3 NM_003146 (-) 8634 8656
SSRP1 TCGCCTTGAGCTAATGGAGAAGG 52,63 chr11 (-) 57333480 57333502 exon4 NM_003146 (-) 7496 7518
STK31 ACTGTCTGAAGTTTGCCCCCAGG 52,63 chr7 (+) 23717522 23717544 exon4, exon4, exon4, exon4NM_032944, NM_001260505, NM_001260504, NM_031414(+) 7356 7378
STK31 CTAGAAAACTGCAGCTCCAAAGG 47,37 chr7 (-) 23729157 23729179 exon6, exon6, exon6, exon6NM_032944, NM_001260505, NM_001260504, NM_031414(+) 18991 19013
STK31 GCCAAAAAGTATAAACTTTGGGG 26,32 chr7 (+) 23729184 23729206 exon6, exon6, exon6, exon6NM_032944, NM_001260505, NM_001260504, NM_031414(+) 19018 19040
STK31 CTGGTGAGGTACATTGACTATGG 47,37 chr7 (+) 23729094 23729116 exon6, exon6, exon6, exon6NM_032944, NM_001260505, NM_001260504, NM_031414(+) 18928 18950
SUPT16H CGTATTAGCAGTGTGATGGCAGG 47,37 chr14 (+) 21371881 21371903 exon3 NM_007192 (-) 20410 20432
SUPT16H GATGCCATTGTTGTATCAGTGGG 42,11 chr14 (-) 21373381 21373403 exon2 NM_007192 (-) 21910 21932
SUPT16H AGAGACTGTACAGCAATTGGCGG 42,11 chr14 (-) 21383862 21383884 exon1 NM_007192 (-) 32391 32413
SUPT16H AAACAGATTGCCAACACTAAGGG 36,84 chr14 (-) 21371926 21371948 exon3 NM_007192 (-) 20455 20477
SUV39H1 GGTTCCTCTTAGAGATACCGAGG 47,37 chrX (-) 48698978 48699000 exon2, exon2NM_001282166, NM_003173(+) 2246 2268
SUV39H1 GATATCCACGCCATTTCACCAGG 47,37 chrX (-) 48700105 48700127 exon3, exon3NM_001282166, NM_003173(+) 3373 3395
SUV39H1 ACTCGACTTCAAAGTCATAGAGG 36,84 chrX (-) 48698999 48699021 exon2, exon2NM_001282166, NM_003173(+) 2267 2289
SUV39H2 AACGAATACAAACCAGCTCCTGG 42,11 chr10 (+) 14897185 14897207 exon2, exon3, exon3NM_024670, NM_001193425, NM_001193424(+) 18403 18425
SUV39H2 GGGCACTTCAGATTTTGCAAAGG 47,37 chr10 (-) 14896906 14896928 exon3, exon3, exon2, exon3, exon3NM_001193427, NM_001193426, NM_024670, NM_001193425, NM_001193424(+) 18124 18146
SUV39H2 AATCACGTATCTCTTTGATCTGG 31,58 chr10 (+) 14899592 14899614 exon4, exon4, exon3, exon4, exon4NM_001193427, NM_001193426, NM_024670, NM_001193425, NM_001193424(+) 20810 20832
SUV39H2 GTATCAAGTGAAACTAGGCAAGG 42,11 chr10 (-) 14881511 14881533 exon2, exon2NM_001193426, NM_001193424(+) 2729 2751
SUV420H1 TTCCTTGGCGGACATTCCAGAGG 52,63 chr11 (+) 68185861 68185883 0 0
SUV420H1 AATCAAAATTACAGCACACGGGG 31,58 chr11 (-) 68189969 68189991 0 0
SUV420H1 TGATGACCTAGCAACCAGTTTGG 47,37 chr11 (-) 68185827 68185849 0 0
SUV420H1 AATGGTAACTCGGGATTTGAAGG 42,11 chr11 (-) 68185904 68185926 0 0
SUV420H2 ACTGTGCGAGAACGACGACCTGG 57,89 chr19 (+) 55341966 55341988 0 0
SUV420H2 TTCTCGTGCTGTCACTCTGTCGG 52,63 chr19 (-) 55341944 55341966 0 0
SUV420H2 CGCTACTCCATGGAGACCAACGG 57,89 chr19 (+) 55342802 55342824 0 0
SUV420H2 AAGTTTCCAGCGCTGAGCGCAGG 57,89 chr19 (-) 55342245 55342267 0 0
SUZ12 ACCGGTGAAGAAGCCGAAAATGG 50 chr17 (+) 31937453 31937475 exon1 NM_015355 (+) 429 451
SUZ12 GCCTGGACGTGCTCCATTTTCGG 55 chr17 (-) 31937466 31937488 exon1 NM_015355 (+) 442 464
SUZ12 GCCGAAAATGGAGCACGTCCAGG 60 chr17 (+) 31937465 31937487 exon1 NM_015355 (+) 441 463
SUZ12 TCCATTTTCGGCTTCTTCACCGG 45 chr17 (-) 31937454 31937476 exon1 NM_015355 (+) 430 452
TAF1 CGAAGATACCAGCAGACGATGGG 52,63 chrX (+) 71368122 71368144 exon3, exon3, exon3NM_001286074, NM_138923, NM_004606(+) 1884 1906
TAF1 AGCGACGAAGATTCCGCTGGAGG 57,89 chrX (+) 71366390 71366412 exon1, exon1, exon1NM_001286074, NM_138923, NM_004606(+) 152 174
TAF1 GGCGGCCCATTTTCTTTAGCGGG 52,63 chrX (+) 71366411 71366433 exon1, exon1, exon1NM_001286074, NM_138923, NM_004606(+) 173 195
TAF1 TCGGCAACATCAATGGAGCCGGG 52,63 chrX (+) 71366442 71366464 exon1, exon1, exon1NM_001286074, NM_138923, NM_004606(+) 204 226



TAF1L TTTCGGCAACATCAGTGGAGCGG 47,37 chr9 (-) 32635435 32635457 exon1 NM_153809 (-) 5982 6004
TAF1L GGATACCCGCTAAAGTAAATGGG 42,11 chr9 (+) 32635459 32635481 exon1 NM_153809 (-) 6006 6028
TAF1L CATGTCAGACTCGGACAGCGAGG 57,89 chr9 (-) 32635501 32635523 exon1 NM_153809 (-) 6048 6070
TAF1L CCACCCTTCATCATTTACCAAGG 47,37 chr9 (+) 32635283 32635305 exon1 NM_153809 (-) 5830 5852
TAF3 TGACGGAATTTGGTGTGGGAAGG 52,63 chr10 (-) 7824423 7824445 exon2 NM_031923 (+) 5920 5942
TAF3 CATCCAAAATTGGGTCTGTTCGG 42,11 chr10 (-) 7824322 7824344 exon2 NM_031923 (+) 5819 5841
TAF3 GTAGACTAACCCCCATCAGCTGG 52,63 chr10 (-) 7824361 7824383 exon2 NM_031923 (+) 5858 5880
TAF3 GTCGTTGTTGAGGGTCTCGGTGG 57,89 chr10 (+) 7818730 7818752 exon1 NM_031923 (+) 227 249
TCEA1 TCGCAAGCAGAGTACAGATGAGG 47,37 chr8 (-) 53999996 54000018 exon3, exon2NM_006756, NM_201437(-) 33443 33465
TCEA1 AACTGACATTCCGATTCTTGTGG 36,84 chr8 (+) 54000027 54000049 exon3, exon2NM_006756, NM_201437(-) 33474 33496
TCEA1 CTGTTCTGCGATGTAATTGCAGG 42,11 chr8 (+) 53993689 53993711 exon4, exon3NM_006756, NM_201437(-) 27136 27158
TCEA1 GGTCCGCTTTGCCAAGAAGATGG 57,89 chr8 (-) 54022089 54022111 exon1, exon1NM_006756, NM_201437(-) 55536 55558
TCF19 ACAAGTACGAGTCAAGCCTCAGG 47,37 chr6 (+) 31161574 31161596 exon3, exon3, exon4NM_007109, NM_001077511, NM_001318908(+) 3051 3073
TCF19 TGCTTCCAACTGCTGCGCATAGG 57,89 chr6 (+) 31159479 31159501 exon2, exon2, exon3NM_007109, NM_001077511, NM_001318908(+) 956 978
TCF19 AATAATGTCCGACTCCCAAGAGG 42,11 chr6 (+) 31161458 31161480 exon3, exon3, exon4NM_007109, NM_001077511, NM_001318908(+) 2935 2957
TCF19 GAACATGAAGTAGAACTCCGAGG 42,11 chr6 (-) 31161549 31161571 exon3, exon3, exon4NM_007109, NM_001077511, NM_001318908(+) 3026 3048
TCF20 GTAACTGCTTTGCTCCCGAAAGG 52,63 chr22 (+) 42215276 42215298 exon1, exon2NM_181492, NM_005650(-) 55264 55286
TCF20 AGAAGAGTTCAGCCCTCGTCAGG 52,63 chr22 (-) 42215203 42215225 exon1, exon2NM_181492, NM_005650(-) 55191 55213
TCF20 GGCAATCAGTATGGGAGTGAGGG 52,63 chr22 (-) 42214905 42214927 exon1, exon2NM_181492, NM_005650(-) 54893 54915
TCF20 TGAAACCCTGGTAACCTTGATGG 47,37 chr22 (+) 42215059 42215081 exon1, exon2NM_181492, NM_005650(-) 55047 55069
TDG CCTGTTGAGTCAAAAAAATCTGG 31,58 chr12 (+) 103979899 103979921 exon3 NM_003211 (+) 14085 14107
TDG GATTGAAGGTCAAAATATCGGGG 31,58 chr12 (-) 103980036 103980058 exon3 NM_003211 (+) 14222 14244
TDG GATGGCTGAAGCTCCTAATATGG 47,37 chr12 (+) 103976969 103976991 exon2 NM_003211 (+) 11155 11177
TDG TTGGGTTCCACTGGTTGTTTTGG 47,37 chr12 (-) 103979872 103979894 exon3 NM_003211 (+) 14058 14080
TDRD1 TCAAACCCGAATGGCATCAACGG 47,37 chr10 (+) 114188090 114188112 exon2 NM_198795 (+) 8821 8843
TDRD1 GAATTACTTTCAGCACTTGGTGG 36,84 chr10 (-) 114190975 114190997 exon3 NM_198795 (+) 11706 11728
TDRD1 GGACTTCTTAAAGACTCATGTGG 36,84 chr10 (-) 114187940 114187962 exon2 NM_198795 (+) 8671 8693
TDRD1 CAAACAATATTTGGCTAGTCAGG 31,58 chr10 (+) 114188050 114188072 exon2 NM_198795 (+) 8781 8803
TDRD10 GATCATATCAGGGGTCCTCTTGG 52,63 chr1 (-) 154521436 154521458 exon6, exon6NM_182499, NM_001098475(+) 19218 19240
TDRD10 GAGGGTTGAAGTCCTTTAGAAGG 47,37 chr1 (-) 154520318 154520340 exon5, exon5NM_182499, NM_001098475(+) 18100 18122
TDRD10 ACAGTTTATCAGAGAGTTGGGGG 36,84 chr1 (-) 154507259 154507281 exon3, exon3NM_182499, NM_001098475(+) 5041 5063
TDRD10 GTATGTTGGCAATCTTCCACTGG 42,11 chr1 (+) 154508448 154508470 exon4, exon4NM_182499, NM_001098475(+) 6230 6252
TDRD12 TAAACGATTCTACTACAACTCGG 31,58 chr19 (-) 32742784 32742806 exon4 NM_001110822(+) 23012 23034
TDRD12 GCTGTTGTAGAAGTCATTCATGG 42,11 chr19 (-) 32731813 32731835 exon2 NM_001110822(+) 12041 12063
TDRD12 TGTTCTTGGCAAAGTCCACAAGG 47,37 chr19 (-) 32738951 32738973 exon3 NM_001110822(+) 19179 19201
TDRD12 AAACCCTTAACATTGGAAGAAGG 36,84 chr19 (+) 32731857 32731879 exon2 NM_001110822(+) 12085 12107
TDRD3 CTGCGATTACAGATGACTGATGG 47,37 chr13 (+) 60460470 60460492 exon4, exon4, exon4NM_030794, NM_001146070, NM_001146071(+) 64014 64036
TDRD3 CACTATTGATGTCACTGGGGAGG 47,37 chr13 (-) 60444712 60444734 exon3 NM_001146070(+) 47420 47442
TDRD3 TCGCAATGTTGCTGCACCAAAGG 52,63 chr13 (+) 60460415 60460437 exon4 NM_001146070(+) 63123 63145
TDRD3 GACTCTAACACCACAGTTCTTGG 47,37 chr13 (+) 60467314 60467336 exon5, exon5, exon5NM_030794, NM_001146070, NM_001146071(+) 70858 70880
TDRD5 CTACATCCGGATCTATAGCAGGG 47,37 chr1 (+) 179635825 179635847 exon9, exon9, exon9, exon6, exon9NM_001199085, NM_173533, NM_001199089, NM_001199092, NM_001199091(+) 44213 44235
TDRD5 CGGGACATCTCTGTTGTGTAAGG 52,63 chr1 (+) 179639901 179639923 exon10, exon10, exon10, exon7, exon10NM_001199085, NM_173533, NM_001199089, NM_001199092, NM_001199091(+) 48289 48311
TDRD5 GGGAACTGGTGTCTAATGGTGGG 52,63 chr1 (-) 179635759 179635781 exon9, exon9, exon9, exon6, exon9NM_001199085, NM_173533, NM_001199089, NM_001199092, NM_001199091(+) 44147 44169
TDRD5 GCGCTGTTATTCTAATCAGCTGG 42,11 chr1 (+) 179639839 179639861 exon10, exon10, exon10, exon7, exon10NM_001199085, NM_173533, NM_001199089, NM_001199092, NM_001199091(+) 48227 48249
TDRD6 ATCGGGATGCACGTCCACGAAGG 63,16 chr6 (-) 46688184 46688206 exon1, exon1NM_001168359, NM_001010870(+) 310 332
TDRD6 AATTTGCCCTCGGAAGTGCTGGG 52,63 chr6 (+) 46688489 46688511 exon1, exon1NM_001168359, NM_001010870(+) 615 637
TDRD6 ACAAAAGCCCGACCTGCACCAGG 57,89 chr6 (-) 46688347 46688369 exon1, exon1NM_001168359, NM_001010870(+) 473 495
TDRD6 ATGTGATCCCGGTGCAGCTGTGG 57,89 chr6 (+) 46688205 46688227 exon1, exon1NM_001168359, NM_001010870(+) 331 353
TDRD7 GTAGCATTACCCCGGCTCCAAGG 63,16 chr9 (+) 97428529 97428551 exon2 NM_014290 (+) 16510 16532
TDRD7 TGGATCCCCTTCAAACAGCTAGG 52,63 chr9 (+) 97428577 97428599 exon2 NM_014290 (+) 16558 16580
TDRD7 GGAGAGTACAGATCCTTGACTGG 47,37 chr9 (+) 97428550 97428572 exon2 NM_014290 (+) 16531 16553
TDRD7 CTCGTCAAAGGAGTTCTAAAAGG 42,11 chr9 (+) 97430988 97431010 exon3, exon2NM_014290, NM_001302884(+) 18969 18991
TDRD9 CCAGTCGTTGATCTGCTCGATGG 57,89 chr14 (-) 103928526 103928548 exon1 NM_153046 (+) 47 69
TDRD9 ATCAACGACTGGTTCACCATCGG 47,37 chr14 (+) 103928537 103928559 exon1 NM_153046 (+) 58 80
TDRD9 ACTCTACTTCTGAGCTCCTTTGG 47,37 chr14 (-) 103955673 103955695 exon2 NM_153046 (+) 27194 27216
TDRD9 CGGCAAGACGGTGACCAATGTGG 57,89 chr14 (+) 103928557 103928579 exon1 NM_153046 (+) 78 100
TDRKH TCGGATTGATGTGGACACAGAGG 47,37 chr1 (-) 151780098 151780120 exon4, exon4, exon4, exon4NM_001083965, NM_001083964, NM_001083963, NM_006862(-) 8534 8556
TDRKH TATCCTATACCGCAGGTATAGGG 42,11 chr1 (-) 151782908 151782930 exon2, exon2, exon2, exon2NM_001083965, NM_001083964, NM_001083963, NM_006862(-) 11344 11366
TDRKH GATATAGGCAACTGTTGCACTGG 42,11 chr1 (+) 151782927 151782949 exon2, exon2, exon2, exon2NM_001083965, NM_001083964, NM_001083963, NM_006862(-) 11363 11385
TDRKH GTTTAATATTGGCTCCTTGCCGG 36,84 chr1 (+) 151781483 151781505 exon3, exon3, exon3, exon3NM_001083965, NM_001083964, NM_001083963, NM_006862(-) 9919 9941
TET1 GGTCGTAGCCAAATCCAAAAAGG 47,37 chr10 (+) 68572698 68572720 exon2 NM_030625 (+) 12339 12361
TET1 TACGAAGCACCTCTCTTAGCAGG 47,37 chr10 (+) 68572655 68572677 exon2 NM_030625 (+) 12296 12318
TET1 CGCCATTGTAAACCCATTGCAGG 47,37 chr10 (-) 68572631 68572653 exon2 NM_030625 (+) 12272 12294
TET1 CAACTACGAAAGACAACCAAGGG 42,11 chr10 (+) 68572414 68572436 exon2 NM_030625 (+) 12055 12077
TET2 CAGGACTCACACGACTATTCTGG 47,37 chr4 (-) 105234149 105234171 exon3, exon3NM_001127208, NM_017628(+) 88275 88297
TET2 TGGAGAAAGACGTAACTTCGGGG 42,11 chr4 (+) 105234299 105234321 exon3, exon3NM_001127208, NM_017628(+) 88425 88447
TET2 GACTTTACACAAGAAAGTAGAGG 31,58 chr4 (+) 105234171 105234193 exon3, exon3NM_001127208, NM_017628(+) 88297 88319
TET3 CGAAAAGGCCACCAGATCGTGGG 57,89 chr2 (-) 74046507 74046529 exon3 NM_001287491(+) 60104 60126
TET3 CGTGAGTCCCCATGGTACACTGG 57,89 chr2 (-) 74046335 74046357 exon3 NM_001287491(+) 59932 59954
TET3 TTTCATACCATGCCGCGCGAGGG 57,89 chr2 (-) 74046699 74046721 exon3 NM_001287491(+) 60296 60318
TET3 ACGACTCATCTCACGGTTGAAGG 52,63 chr2 (-) 74046585 74046607 exon3 NM_001287491(+) 60182 60204
TP53BP1 AACGAGGAGACGGTAATAGTGGG 47,37 chr15 (-) 43492036 43492058 exon3, exon3, exon3NM_001141979, NM_001141980, NM_005657(-) 84823 84845
TP53BP1 CAGGTTCTAGAGGATGATTCTGG 42,11 chr15 (-) 43492351 43492373 exon2, exon2, exon2NM_001141979, NM_001141980, NM_005657(-) 85138 85160
TP53BP1 GAATCCAACTGACTTCCAGTAGG 47,37 chr15 (+) 43492432 43492454 exon2, exon2, exon2NM_001141979, NM_001141980, NM_005657(-) 85219 85241
TP53BP1 TGTGCGTCTGGAGATTAGGAAGG 52,63 chr15 (+) 43492301 43492323 exon2, exon2, exon2NM_001141979, NM_001141980, NM_005657(-) 85088 85110
TRIM24 AGCGCTGGCAGAAAGAGTGCAGG 60 chr7 (-) 138460767 138460789 exon1, exon1NM_003852, NM_015905(+) 434 456
TRIM24 ACACGGCGCAAGTGTCCAACAGG 60 chr7 (-) 138460701 138460723 exon1, exon1NM_003852, NM_015905(+) 368 390
TRIM24 AGTGTCCAACAGGTTGAGCCGGG 55 chr7 (-) 138460691 138460713 exon1, exon1NM_003852, NM_015905(+) 358 380
TRIM24 AAGTGTCCAACAGGTTGAGCCGG 50 chr7 (-) 138460692 138460714 exon1, exon1NM_003852, NM_015905(+) 359 381
TRIM28 GAAGCACTGTTGCTTGCACACGG 52,63 chr19 (-) 58545437 58545459 exon2 NM_005762 (+) 969 991
TRIM28 TCGGCCTGTAGTGCCTGCTTAGG 63,16 chr19 (+) 58545013 58545035 exon1 NM_005762 (+) 545 567
TRIM28 CTACAGGCCGAGTGCAAACAGGG 57,89 chr19 (-) 58545001 58545023 exon1 NM_005762 (+) 533 555
TRIM28 GTGCTTCTCCAAAGACATCGTGG 47,37 chr19 (+) 58545453 58545475 exon2 NM_005762 (+) 985 1007
TRIM33 CTGCAAGCTCTGCTGACACACGG 55 chr1 (+) 114510678 114510700 exon1, exon1NM_015906, NM_033020(-) 117902 117924
TRIM33 TTCATCTCCTGCGGCCTCAGTGG 60 chr1 (-) 114510821 114510843 exon1, exon1NM_015906, NM_033020(-) 118045 118067
TRIM33 ATGGCGGAAAACAAAGGCGGCGG 55 chr1 (-) 114511054 114511076 exon1, exon1NM_015906, NM_033020(-) 118278 118300
TRIM66 AGCGATTGCAGTAGGTGCAGAGG 52,63 chr11 (+) 8649827 8649849 exon3 NM_014818 (-) 37791 37813



TRIM66 ACAATACAAGGTGAAGTCTCCGG 36,84 chr11 (+) 8648511 8648533 exon4 NM_014818 (-) 36475 36497
TRIM66 GTATTGTCCTCTACACACACAGG 42,11 chr11 (-) 8648495 8648517 exon4 NM_014818 (-) 36459 36481
TRIM66 GGAAGGTGTGACTACACAGGTGG 52,63 chr11 (-) 8648019 8648041 exon5 NM_014818 (-) 35983 36005
UBE2A TCCGTCCGAGAACAACATAATGG 47,37 chrX (+) 119574937 119574959 exon2, exon2NM_181762, NM_003336(+) 471 493
UBE2A GTGTGGAACGCGGTCATTTTCGG 52,63 chrX (+) 119574959 119574981 exon2, exon2, exon2NM_001282161, NM_181762, NM_003336(+) 493 515
UBE2A CGGGTACAGTTTAAAGAAGCTGG 42,11 chrX (+) 119583259 119583281 0 0
UBE2A GAGACAAATCTAACTGTAGGTGG 36,84 chrX (-) 119581554 119581576 exon4, exon4NM_001282161, NM_003336(+) 7088 7110
UBE2B TTGGACTCCATCGATTCTGAAGG 47,37 chr5 (-) 134388356 134388378 exon5 NM_003337 (+) 17181 17203
UBE2B TTACAAGAGGACCCACCTGTGGG 52,63 chr5 (+) 134374384 134374406 exon2 NM_003337 (+) 3209 3231
UBE2B TTGGCTGGACTGTTAGGATTCGG 47,37 chr5 (-) 134390240 134390262 exon6 NM_003337 (+) 19065 19087
UBE2B TCTTCAAAAGGTGTCCCTTCTGG 42,11 chr5 (-) 134376670 134376692 exon3 NM_003337 (+) 5495 5517
UBE2E1 GAATACACCACCCTCATACACGG 47,37 chr3 (-) 23887629 23887651 exon3, exon4, exon3NM_182666, NM_003341, NM_001202476(+) 77187 77209
UBE2E1 GAAGTGAGCAGATAGAAAGGAGG 42,11 chr3 (-) 23889219 23889241 exon4, exon5, exon4NM_182666, NM_003341, NM_001202476(+) 78777 78799
UBE2E1 AATGGAGATCAACCATTCTAGGG 36,84 chr3 (+) 23887596 23887618 exon3, exon4, exon3NM_182666, NM_003341, NM_001202476(+) 77154 77176
UBE2E1 TTCATAGATGTTATCGCCTTTGG 36,84 chr3 (-) 23887575 23887597 exon3, exon4, exon3NM_182666, NM_003341, NM_001202476(+) 77133 77155
UBE2I ACCCGAATGTGTACCCTTCGGGG 52,63 chr16 (+) 1320198 1320220 exon5, exon5, exon5, exon6NM_003345, NM_194261, NM_194260, NM_194259(+) 10572 10594
UBE2I GCACGATGAACCTCATGAACTGG 47,37 chr16 (+) 1314327 1314349 exon3, exon3, exon3, exon4NM_003345, NM_194261, NM_194260, NM_194259(+) 4701 4723
UBE2I GTGCCTGTCCATCTTAGAGGAGG 52,63 chr16 (+) 1320226 1320248 exon5, exon5, exon5, exon6NM_003345, NM_194261, NM_194260, NM_194259(+) 10600 10622
UBE2I TGCGCCATTCCAGGAAAGAAAGG 52,63 chr16 (+) 1314353 1314375 exon3, exon3, exon3, exon4NM_003345, NM_194261, NM_194260, NM_194259(+) 4727 4749
UBR7 ATCGTTGGTCGACGTCCTTGAGG 52,63 chr14 (+) 93207345 93207367 exon1 NM_175748 (+) 290 312
UBR7 GTGAAGACTGGTTCCATGGAAGG 52,63 chr14 (+) 93214960 93214982 exon5 NM_175748 (+) 7905 7927
UBR7 GTGGGCTTATGCTGCACAATTGG 52,63 chr14 (+) 93215256 93215278 exon6 NM_175748 (+) 8201 8223
UBR7 ACGCACTGGATCATCTCATCTGG 47,37 chr14 (-) 93214932 93214954 exon5 NM_175748 (+) 7877 7899
UHRF1 CCATACCCTCTTCGACTACGAGG 52,63 chr19 (+) 4929233 4929255 exon3, exon2, exon3, exon3, exon3NM_001290050, NM_013282, NM_001290051, NM_001048201, NM_001290052(+) 18867 18889
UHRF1 ATCCAGGTTCGGACCATGGACGG 57,89 chr19 (+) 4910892 4910914 exon2, exon1, exon2, exon2, exon2NM_001290050, NM_013282, NM_001290051, NM_001048201, NM_001290052(+) 526 548
UHRF1 TCAGACAAGTCCTCCACCCACGG 57,89 chr19 (+) 4929378 4929400 exon3, exon2, exon3, exon3, exon3NM_001290050, NM_013282, NM_001290051, NM_001048201, NM_001290052(+) 19012 19034
UHRF1 ATGTGGGATGAGACGGAATTGGG 47,37 chr19 (+) 4929444 4929466 exon3, exon2, exon3, exon3, exon3NM_001290050, NM_013282, NM_001290051, NM_001048201, NM_001290052(+) 19078 19100
UHRF2 CGTGCCCGTCTTATTGATCCTGG 52,63 chr9 (+) 6421104 6421126 exon2 NM_152896 (+) 7954 7976
UHRF2 GCACGTCTTGGAGCCATCAATGG 57,89 chr9 (-) 6413510 6413532 exon1 NM_152896 (+) 360 382
UHRF2 GTCCTCAATGGTGCACGTCTTGG 57,89 chr9 (-) 6413522 6413544 exon1 NM_152896 (+) 372 394
UHRF2 TGATTGGAAGGTCCTACCCTCGG 52,63 chr9 (-) 6421065 6421087 exon2 NM_152896 (+) 7915 7937
USP22 GCCTCCGTACATCAGATCAATGG 52,63 chr17 (+) 21021204 21021226 exon3 NM_015276 (-) 21612 21634
USP22 GCATATTCACGAGCATGCGAAGG 52,63 chr17 (-) 21028560 21028582 exon2 NM_015276 (-) 28968 28990
USP22 CATGGAAATAATCGCCAAGGAGG 42,11 chr17 (-) 21021140 21021162 exon3 NM_015276 (-) 21548 21570
USP22 CCACACGAAGCACTGGTAGATGG 57,89 chr17 (+) 21042695 21042717 exon1 NM_015276 (-) 43103 43125
USP27X GTGAGATGTCGTCGCTGTTTCGG 52,63 chrX (+) 49880678 49880700 exon1 NM_001145073(+) 812 834
USP27X AGCTTTACGATCGGTTTAAGAGG 36,84 chrX (+) 49880521 49880543 exon1 NM_001145073(+) 655 677
USP27X AATCTCTCAGTATCGGCGTGTGG 47,37 chrX (-) 49880598 49880620 exon1 NM_001145073(+) 732 754
USP27X AGGTTGGGAATTTCTCACCAAGG 47,37 chrX (-) 49880433 49880455 exon1 NM_001145073(+) 567 589
USP51 GTCTTCGAGACGTGAAGCCGAGG 57,89 chrX (-) 55488777 55488799 exon2 NM_201286 (-) 4162 4184
USP51 CTCCACGTCAAGTTCTCCTCCGG 52,63 chrX (+) 55488716 55488738 exon2 NM_201286 (-) 4101 4123
USP51 GCAAAGAAGTTTCTCGAACCTGG 42,11 chrX (+) 55488912 55488934 exon2 NM_201286 (-) 4297 4319
USP51 GCGGGCTCACGCTCTTGTAATGG 63,16 chrX (+) 55488740 55488762 exon2 NM_201286 (-) 4125 4147
UTY AATTCTTGCAGCAAGCGTAGAGG 45 chrY (+) 13359779 13359801 exon12, exon12, exon12, exon8, exon12, exon12, exon11, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12, exon12NM_001258268, NM_001258267, NM_001258266, NM_001258265, NM_001258263, NM_001258262, NM_001258261, NM_001258269, NM_001258270, NM_001258260, NM_001258255, NM_001258254, NM_001258249, NM_001258252, NM_001258251, NM_182659, NM_182660, NM_001258264, NM_001258(-) 111401 111423
UTY CCTTGGCTCGACAAAAGCTGGGG 55 chrY (+) 13411055 13411077 exon6, exon6, exon6, exon4, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6, exon6NM_001258268, NM_001258267, NM_001258266, NM_001258265, NM_001258263, NM_001258262, NM_001258261, NM_001258269, NM_001258270, NM_001258260, NM_001258255, NM_001258254, NM_001258249, NM_001258252, NM_001258251, NM_182659, NM_182660, NM_001258264, NM_001258(-) 162677 162699
UTY GTCTGTTAGCCTGACAGTCGAGG 55 chrY (-) 13479542 13479564 exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1NM_001258268, NM_001258267, NM_001258266, NM_001258265, NM_001258263, NM_001258262, NM_001258261, NM_001258269, NM_001258270, NM_001258260, NM_001258255, NM_001258254, NM_001258249, NM_001258252, NM_001258251, NM_182659, NM_182660, NM_001258264, NM_001258(-) 231164 231186
UTY CGCTGTTGCCTTCGGTGATGAGG 60 chrY (-) 13479611 13479633 exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1, exon1NM_001258268, NM_001258267, NM_001258266, NM_001258265, NM_001258263, NM_001258262, NM_001258261, NM_001258269, NM_001258270, NM_001258260, NM_001258255, NM_001258254, NM_001258249, NM_001258252, NM_001258251, NM_182659, NM_182660, NM_001258264, NM_001258(-) 231233 231255
WDR5 ATCTGACGACCAGGCTACATCGG 52,63 chr9 (-) 134141956 134141978 exon4, exon5NM_052821, NM_017588(+) 5869 5891
WDR5 GTGAACTTTAGAGCATAGTTTGG 36,84 chr9 (-) 134140718 134140740 exon2, exon3NM_052821, NM_017588(+) 4631 4653
WDR5 AAATTTGGGGCGCGTATGATGGG 47,37 chr9 (+) 134141528 134141550 exon3, exon4NM_052821, NM_017588(+) 5441 5463
WDR5 CATCTGAGGCAGAAACAAGAAGG 47,37 chr9 (-) 134141984 134142006 exon4, exon5NM_052821, NM_017588(+) 5897 5919
WDR82 TAAGGTGTTCCGCGAAAACTCGG 47,37 chr3 (-) 52278298 52278320 exon1 NM_025222 (-) 23877 23899
WDR82 CTGCATGAGTGTATCTGATGAGG 42,11 chr3 (+) 52270748 52270770 exon2 NM_025222 (-) 16327 16349
WDR82 TGCTTCGATTTCAGCCCCAACGG 52,63 chr3 (-) 52278264 52278286 exon1 NM_025222 (-) 23843 23865
WDR82 CGTGCTCTATGACTGCCAGGAGG 57,89 chr3 (-) 52278205 52278227 exon1 NM_025222 (-) 23784 23806
WHSC1 CTTACTTCCCGGGTGTTTAATGG 47,37 chr4 (+) 1900898 1900920 exon2, exon4, exon3, exon2, exon1, exon4NM_133335, NM_133330, NM_133331, NM_001042424, NM_133334, NM_007331(+) 8117 8139
WHSC1 GAAATCCTCGGCAGTGCCAACGG 57,89 chr4 (+) 1900730 1900752 exon2, exon4, exon3, exon2, exon1, exon4NM_133335, NM_133330, NM_133331, NM_001042424, NM_133334, NM_007331(+) 7949 7971
WHSC1 CAGCTTGTCGGCTGGAATAAAGG 52,63 chr4 (-) 1900869 1900891 exon2, exon4, exon3, exon2, exon1, exon4NM_133335, NM_133330, NM_133331, NM_001042424, NM_133334, NM_007331(+) 8088 8110
WHSC1 GGGGTCATGCAGAAGTTTAACGG 47,37 chr4 (+) 1900832 1900854 exon2, exon4, exon3, exon2, exon1, exon4NM_133335, NM_133330, NM_133331, NM_001042424, NM_133334, NM_007331(+) 8051 8073
WHSC1L1 GGATACCCATTTGTGAGTGGAGG 47,37 chr8 (+) 38347951 38347973 exon2, exon2NM_023034, NM_017778(-) 31535 31557
WHSC1L1 GAAGATCTTCTGTTGTAGCTGGG 42,11 chr8 (+) 38347973 38347995 exon2, exon2NM_023034, NM_017778(-) 31557 31579
WHSC1L1 TATCCTAATGGGTCAGCCAATGG 47,37 chr8 (-) 38347876 38347898 exon2, exon2NM_023034, NM_017778(-) 31460 31482
WHSC1L1 TTGGCGGAGTCAATGAGTTGAGG 47,37 chr8 (+) 38348092 38348114 exon2, exon2NM_023034, NM_017778(-) 31676 31698
YY1 ACCATCGAGACCACAGTGGTGGG 55 chr14 (+) 100239347 100239369 [exon1] [NM_003403](+) 583 605
YY1 GACCATCGAGACCACAGTGGTGG 60 chr14 (+) 100239346 100239368 [exon1] [NM_003403](+) 582 604
YY1 GGAGACCATCGAGACCACAGTGG 60 chr14 (+) 100239343 100239365 [exon1] [NM_003403](+) 579 601
ZCWPW1 TTGTAGCCCTAACTCCCCTAAGG 52,63 chr7 (-) 100419797 100419819 exon4, exon4NM_001258008, NM_017984(-) 18926 18948
ZCWPW1 GGGACTTCTGCAGAACAATCTGG 47,37 chr7 (+) 100419126 100419148 exon5, exon5NM_001258008, NM_017984(-) 18255 18277
ZCWPW1 AGTTAGGGCTACAAGGTAACAGG 42,11 chr7 (+) 100419806 100419828 exon4, exon4NM_001258008, NM_017984(-) 18935 18957
ZCWPW1 GGTGGGGCAAAGATTCTCTTTGG 52,63 chr7 (+) 100419847 100419869 exon4, exon4NM_001258008, NM_017984(-) 18976 18998
ZCWPW2 GCGATCCCCATTCAAGATCATGG 50 chr3 (+) 28435205 28435227 exon4 NM_001040432(+) 86057 86079
ZCWPW2 TTTGCCCTGACCGTTTTAAAGGG 40 chr3 (+) 28435124 28435146 exon4 NM_001040432(+) 85976 85998
ZCWPW2 AGGTTGATCATGATGAACCATGG 40 chr3 (+) 28413220 28413242 exon3 NM_001040432(+) 64072 64094
ZCWPW2 TTGCTGCACTGGTCAAGAAAAGG 45 chr3 (+) 28492151 28492173 exon6 NM_001040432(+) 143003 143025
ZGPAT AGAGACCGTTCCTAAAGCAGAGG 47,37 chr20 (+) 63708883 63708905 exon2, exon2, exon2, exon2, exon2NM_001195654, NM_001195653, NM_181485, NM_032527, NM_001083113(+) 1442 1464
ZGPAT TTTCCGGGAGGCCATCACTGAGG 57,89 chr20 (+) 63708823 63708845 exon2, exon2, exon2, exon2, exon2NM_001195654, NM_001195653, NM_181485, NM_032527, NM_001083113(+) 1382 1404
ZGPAT GGTACTCAGCATCTTCCTGGCGG 52,63 chr20 (-) 63708796 63708818 exon2, exon2, exon2, exon2, exon2NM_001195654, NM_001195653, NM_181485, NM_032527, NM_001083113(+) 1355 1377
ZGPAT CAGCCTGCTCAGACGAATCCAGG 57,89 chr20 (-) 63708661 63708683 exon2, exon2, exon2, exon2, exon2NM_001195654, NM_001195653, NM_181485, NM_032527, NM_001083113(+) 1220 1242
ZMYND11 CTGGTTCCGTATAATCTCAATGG 42,11 chr10 (-) 180074 180096 exon2, exon1, exon2, exon2, exon2, exon2, exon1NM_006624, NM_001202468, NM_212479, NM_001202465, NM_001202464, NM_001202466, NM_001202467(+) 81 103
ZMYND11 GCTGACGGGTGGTCTCTTTAGGG 57,89 chr10 (-) 209916 209938 exon3, exon2, exon3, exon3, exon3, exon3, exon2NM_006624, NM_001202468, NM_212479, NM_001202465, NM_001202464, NM_001202466, NM_001202467(+) 29923 29945
ZMYND11 ATTCATTGTCTCCCGCATGAAGG 47,37 chr10 (+) 236888 236910 exon5, exon4, exon5, exon4, exon4, exon4, exon3NM_006624, NM_001202468, NM_212479, NM_001202465, NM_001202464, NM_001202466, NM_001202467(+) 56895 56917
ZMYND11 ACTCTAACAGTGGGCTGCAAAGG 52,63 chr10 (+) 209974 209996 exon3, exon2, exon3, exon3, exon3, exon3, exon2NM_006624, NM_001202468, NM_212479, NM_001202465, NM_001202464, NM_001202466, NM_001202467(+) 29981 30003
ZMYND8 GTTGATGTTGTACCGCAGGATGG 52,63 chr20 (-) 47298868 47298890 exon4, exon4, exon4, exon4, exon4, exon5, exon5, exon4NM_012408, NM_001281783, NM_001281769, NM_001281776, NM_183047, NM_001281774, NM_001281773, NM_001281775(-) 89655 89677
ZMYND8 TTGATGTGTCCTGCGGCGAGTGG 57,89 chr20 (+) 47310115 47310137 exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon3, exon4, exon3, exon5, exon4, exon3NM_012408, NM_001281783, NM_001281769, NM_001281771, NM_001281784, NM_001281778, NM_001281777, NM_001281776, NM_001281782, NM_183047, NM_001281781, NM_001281774, NM_183048, NM_001281772, NM_001281773, NM_001281775(-) 100902 100924
ZMYND8 GACTGACATCGGAACCAGAGGGG 52,63 chr20 (-) 47298753 47298775 exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon4, exon5, exon4, exon6, exon5, exon4NM_012408, NM_001281783, NM_001281769, NM_001281771, NM_001281784, NM_001281778, NM_001281777, NM_001281776, NM_001281782, NM_183047, NM_001281781, NM_001281774, NM_183048, NM_001281772, NM_001281773, NM_001281775(-) 89540 89562


