
Supplementary	  Table	  4:	  Exonic	  and	  splice	  junction	  somatic	  mutations	  among	  14	  UCS	  exomes	  in	  the	  discovery	  screen

Chromosome (Chr) Genomic Coordinate (Hg19) LeftFlank Genomic Coordinate (Hg19) RightFlank Reference allele Variant allele Mutation type Gene_name Transcript ID Reference amino acid Variant amino acid Amino acid position Confirmation status Tumor number Normal score Normal coverage Normal Score to Coverage ratio Tumor score Tumor coverage Tumor Score to Coverage ratio
chr17 38028649 38028651 G - nonsynonymous frameshift ZPBP2 - - - - germline T189 22 28 0.78571 21 30 0.70000
chr11 89608808 89608810 C - nonsynonymous frameshift TRIM64B - - - - not evaluated T192 57 196 0.29082 71 80 0.88750
chr1 46206642 46206645 AT - nonsynonymous frameshift IPP - - - - not evaluated T193 43 67 0.64179 83 63 1.31746
chr19 17488095 17488097 A - nonsynonymous frameshift PLVAP - - - - somatic T194 64 97 0.65979 79 136 0.58088
chr21 11058261 11058263 T TT nonsynonymous frameshift BAGE2 - - - - not evaluated T191 24 186 0.12903 42 174 0.24138
chr22 23653975 23653980 CCGG CCGGCCGG nonsynonymous frameshift BCR - - - - not evaluated T192 65 193 0.33679 14 188 0.07447
chr9 33797930 33797935 ACAC AC nonsynonymous frameshift PRSS3 - - - - not detected T200 12 87 0.13793 108 115 0.93913
chr3 195400814 195400816 T TTT nonsynonymous frameshift SDHAP2 - - - - not evaluated T195 20 128 0.15625 17 108 0.15741
chr9 33797930 33797935 ACAC AC nonsynonymous frameshift PRSS3 - - - - not detected T189 16 195 0.08205 22 198 0.11111
chr4 190876218 190876223 ATAT ATATAT nonsynonymous frameshift FRG1 - - - - not detected T187 19 38 0.50000 12 36 0.33333
chr3 130733046 130733058 TTTTTTTTTTT TTTTTTTTTT nonsynonymous frameshift ASTE1 - - - - not evaluated T193 27 51 0.52941 34 48 0.70833
chr3 52439282 52439311 CATGAACCAGCCGCCTCCTCTGCACCAT CAT nonsynonymous frameshift BAP1 - - - - not evaluated T191 13 23 0.56522 65 32 2.03125
chrX 103431184 103431188 GGG CG nonsynonymous frameshift FAM199X - - - - not evaluated T201 38 51 0.74510 79 76 1.03947
chr14 50319416 50319423 CATTCA CATTCATTCA nonsynonymous frameshift NEMF - - - - not evaluated T193 78 110 0.70909 251 131 1.91603
chr7 82582902 82582906 ACA A nonsynonymous frameshift PCLO - - - - not evaluated T189 37 57 0.64912 14 62 0.22581
chr13 48942709 48942716 TGAATG TG nonsynonymous frameshift RB1 - - - - not evaluated T191 42 57 0.73684 116 24 4.83333
chr1 232601018 232601023 TTTT TTT nonsynonymous frameshift SIPA1L2 - - - - not evaluated T193 79 111 0.71171 26 117 0.22222
chr19 4929354 4929359 ACAC ACACAC nonsynonymous frameshift UHRF1 - - - - not evaluated T191 49 75 0.65333 30 46 0.65217
chr3 11600810 11600813 GG G nonsynonymous frameshift VGLL4 - - - - not evaluated T193 16 19 0.84211 102 36 2.83333
chr5 140049101 140049110 AAAAAAAA AAAAAAA nonsynonymous frameshift WDR55 - - - - not evaluated T193 112 176 0.63636 21 109 0.19266
chr5 60822214 60822223 AAAAAAAA AAAAAAA nonsynonymous frameshift ZSWIM6 - - - - not evaluated T193 18 30 0.60000 25 45 0.55556
chr10 37431146 37431151 TTTT TTT nonsynonymous frameshift ANKRD30A - - - - somatic T196 65 91 0.71429 127 95 1.33684
chr19 3759734 3759743 CAGCCAGG CAGCCAGGCAGCCAGG nonsynonymous frameshift APBA3 - - - - somatic T194 33 51 0.64706 75 46 1.63043
chr19 47424003 47424006 AT ATAT nonsynonymous frameshift ARHGAP35 - - - - somatic T198 55 77 0.71429 178 113 1.57522
chr1 27101274 27101278 GGG GG nonsynonymous frameshift ARID1A - - - - somatic T188 133 198 0.67172 205 193 1.06218
chr1 160134187 160134190 CC C nonsynonymous frameshift ATP1A4 - - - - somatic T192 48 66 0.72727 79 84 0.94048
chr2 111921771 111921773 A AA nonsynonymous frameshift BCL2L11 - - - - somatic T187 47 72 0.65278 133 106 1.25472
chr1 117297369 117297376 AAAAAA AAAAAAA nonsynonymous frameshift CD2 - - - - somatic T192 62 94 0.65957 75 89 0.84270
chr1 11888529 11888536 AAAAAA AAAAAAA nonsynonymous frameshift CLCN6 - - - - somatic T195 45 62 0.72581 37 65 0.56923
chr16 3843474 3843488 CTCTCCGTTTGCT CT nonsynonymous frameshift CREBBP - - - - somatic T191 71 109 0.65138 383 144 2.65972
chrX 105881026 105881033 AAAAAA AAAAAAA nonsynonymous frameshift CXorf57 - - - - somatic T193 64 89 0.71910 14 47 0.29787
chr12 95602776 95602806 CTCGTACTCTGGTATTTCCTCATAATGGC C nonsynonymous frameshift FGD6 - - - - somatic T187 50 76 0.65789 20 61 0.32787
chr7 19015486 19015498 TGCTCAGTTGC TGC nonsynonymous frameshift HDAC9 - - - - somatic T199 11 13 0.84615 198 108 1.83333
chr19 10597401 10597404 GG G nonsynonymous frameshift KEAP1 - - - - somatic T200 46 63 0.73016 172 71 2.42254
chr10 134165254 134165256 A AA nonsynonymous frameshift LRRC27 - - - - somatic T191 25 33 0.75758 44 40 1.10000
chrX 30269619 30269624 GAGC GAGCGAGC nonsynonymous frameshift MAGEB1 - - - - somatic T199 27 36 0.75000 296 149 1.98658
chr7 74197970 74197987 TGCAGGTGCCCCCTGC TGC nonsynonymous frameshift NCF1 - - - - somatic T191 116 175 0.66286 203 173 1.17341
chr5 125939711 125939719 AAAAAAA AAAAAA nonsynonymous frameshift PHAX - - - - somatic T193 24 38 0.63158 18 20 0.90000
chr6 64423408 64423410 A AA nonsynonymous frameshift PHF3 - - - - somatic T192 31 41 0.75610 48 41 1.17073
chr10 3193460 3193474 TGTGACAGGTATG TG nonsynonymous frameshift PITRM1 - - - - somatic T201 50 69 0.72464 63 101 0.62376
chr6 51887615 51887618 AA A nonsynonymous frameshift PKHD1 - - - - somatic T199 15 18 0.83333 81 59 1.37288
chr2 198949462 198949468 TATAT TAT nonsynonymous frameshift PLCL1 - - - - somatic T192 46 64 0.71875 24 56 0.42857
chr4 106345424 106345426 T TT nonsynonymous frameshift PPA2 - - - - somatic T201 33 44 0.75000 83 63 1.31746
chr16 51174030 51174049 TTCTTGTCAATGTTTTCT TTCT nonsynonymous frameshift SALL1 - - - - somatic T192 48 66 0.72727 15 38 0.39474
chr17 5124590 5124595 TTTT TTT nonsynonymous frameshift SCIMP - - - - somatic T199 18 22 0.81818 16 44 0.36364
chr17 46259796 46259800 TCT TCTCT nonsynonymous frameshift SKAP1 - - - - somatic T194 29 46 0.63043 105 31 3.38710
chr17 7578284 7578304 CAGACCTAAGAGCAATCAG CAG nonsynonymous frameshift TP53 - - - - somatic T198 19 24 0.79167 356 90 3.95556
chr17 7578474 7578480 GGGGG GGGG nonsynonymous frameshift TP53 - - - - somatic T193 40 54 0.74074 196 50 3.92000
chr17 7579309 7579320 ACTTGCACGGTC - nonsynonymous frameshift TP53 - - - - somatic T199 15 18 0.83333 14 32 0.43750
chr15 25616706 25616710 TCT T nonsynonymous frameshift UBE3A - - - - somatic T194 29 39 0.74359 57 28 2.03571
chr1 182836138 182836145 TCATGT - nonsynonymous deletion DHX9 - - - - somatic T189 46 70 0.65714 82 36 2.27778
chr11 65639437 65639442 CACC C nonsynonymous insertion EFEMP2 - - - - germline T192 31 42 0.73810 105 63 1.66667
chr17 56386616 56386622 TCCTC TCCTCCTC nonsynonymous insertion BZRAP1 - - - - germline T194 31 41 0.75610 14 33 0.42424
chr1 186276262 186276264 C CTCC nonsynonymous insertion PRG4 - - - - not evaluated T187 25 173 0.14451 26 194 0.13402
chr9 138441688 138441715 CCGGGTCTGCACCTCCAGAGCCCACC CC nonsynonymous insertion OBP2A - - - - not evaluated T192 18 31 0.58065 25 16 1.56250
chr22 43607072 43607084 GCCGGGGGAGC GC nonsynonymous insertion SCUBE1 - - - - not evaluated T198 11 12 0.91667 65 46 1.41304
chr12 51740416 51740420 CAG CAGGGTTGCGAACACCAGGAAGCGCAG nonsynonymous insertion CELA1 - - - - not evaluated T201 17 37 0.45946 103 34 3.02941
chr3 52027853 52027882 CCTTGGCCTTGGCCTTGGCCTTGGCCTT CCTTGGCCTTGGCCTTGGCCTTGGCCTTGGCCTT nonsynonymous insertion RPL29 - - - - not evaluated T201 11 29 0.37931 530 120 4.41667
chr7 75877593 75877604 CCTGGGGGCC CCTGGGGGCCCTGGGGGCC nonsynonymous insertion SRRM3 - - - - not evaluated T191 45 69 0.65217 88 71 1.23944
chr3 64672472 64672489 GAGGAGGTAGAGGAGG GAGGAGG nonsynonymous insertion ADAMTS9 - - - - somatic T195 127 192 0.66146 99 173 0.57225
chr6 56483425 56483444 TTCTTTAATGTTTGTTTC TTC nonsynonymous insertion DST - - - - somatic T192 81 122 0.66393 58 115 0.50435
chr2 131812866 131812894 CCCAGCCACCATGCCCATGGTGACCCC CCC nonsynonymous insertion FAM168B - - - - somatic T187 57 86 0.66279 124 80 1.55000
chr19 51827019 51827026 TCATCA TCA nonsynonymous insertion IGLON5 - - - - somatic T198 20 25 0.80000 138 164 0.84146
chr10 95089493 95089510 TTTCTCCTACTTTTTC TTTC nonsynonymous insertion MYOF - - - - somatic T191 18 23 0.78261 64 32 2.00000
chr7 44747530 44747541 ACCTGACGGA A nonsynonymous insertion OGDH - - - - somatic T201 18 23 0.78261 38 71 0.53521
chr8 57079876 57079891 TGCAAGGCCAAGTG TG nonsynonymous insertion PLAG1 - - - - somatic T190 64 105 0.60952 26 194 0.13402
chr12 57140718 57140725 CTCCTC CTC nonsynonymous insertion PRIM1 - - - - somatic T193 135 193 0.69948 39 195 0.20000
chr9 135786030 135786041 GGAGGAGGAG GGAGGAG nonsynonymous insertion TSC1 - - - - somatic T188 52 87 0.59770 88 78 1.12821
chr12 2022285 2022289 GAC GACGAC nonsynonymous insertion CACNA2D4 - - - - somatic T199 22 29 0.75862 21 117 0.17949
chr19 11338053 11338055 C G nonsynonymous substitution DOCK6 uc002mqs.3 V L 972 germline T199 22 29 0.75862 387 166 2.33133
chr10 49383950 49383952 C T nonsynonymous substitution FRMPD2 uc001jgh.2 G D 944 germline T198 16 19 0.84211 60 200 0.30000
chr15 89182792 89182794 G A nonsynonymous substitution ISG20 uc002bmv.1 G R 66 germline T190 34 46 0.73913 11 44 0.25000
chr2 97827863 97827865 A T nonsynonymous substitution ANKRD36 uc010fic.2 Q L 192 not evaluated T195 17 86 0.19767 24 142 0.16901
chr16 28507444 28507446 G C nonsynonymous substitution APOBR uc002dqb.1 E D 361 not evaluated T189 17 123 0.13821 22 144 0.15278
chr1 1413924 1413926 C T nonsynonymous substitution ATAD3B uc001afw.2 R W 16 not evaluated T192 29 118 0.24576 35 45 0.77778
chr5 179071944 179071946 C T nonsynonymous substitution C5orf60 uc003mki.2 G D 26 not evaluated T190 35 200 0.17500 69 127 0.54331
chr19 49526212 49526214 G C nonsynonymous substitution CGB uc002plv.1 A G 143 not evaluated T190 12 35 0.34286 119 171 0.69591
chr10 126678176 126678178 G T nonsynonymous substitution CTBP2 uc001lih.3 N K 416 not evaluated T193 12 65 0.18462 22 72 0.30556
chr6 17606158 17606160 C A nonsynonymous substitution FAM8A1 uc003ncc.2 L I 338 not evaluated T198 13 74 0.17568 47 159 0.29560
chr1 152770382 152770384 C T nonsynonymous substitution LCE1D uc009wnp.2 S F 38 not evaluated T198 11 42 0.26190 25 104 0.24038
chr14 65197809 65197811 G T nonsynonymous substitution PLEKHG3 uc001xho.1 A S 258 not evaluated T194 21 78 0.26923 15 96 0.15625
chr9 33797890 33797892 A T nonsynonymous substitution PRSS3 uc003ztl.3 N Y 89 not evaluated T190 40 200 0.20000 39 200 0.19500
chr10 93777 93779 G A nonsynonymous substitution TUBB8 uc010pzs.1 A V 113 not evaluated T201 65 200 0.32500 79 200 0.39500
chr4 190876267 190876269 A G nonsynonymous substitution FRG1 uc003izs.2 I V 132 not detected T187 11 49 0.22449 15 46 0.32609
chr12 53343147 53343149 C G nonsynonymous substitution KRT18 uc001sbg.2 A G 64 not detected T193 20 62 0.32258 21 52 0.40385
chr12 53343224 53343226 C T nonsynonymous substitution KRT18 uc001sbg.2 R C 90 not detected T193 30 98 0.30612 57 64 0.89063
chr12 53343224 53343226 C T nonsynonymous substitution KRT18 uc001sbg.2 R C 90 not detected T188 26 100 0.26000 10 89 0.11236
chr9 33797890 33797892 A T nonsynonymous substitution PRSS3 uc003ztl.3 N Y 89 not detected T194 15 193 0.07772 22 167 0.13174
chr9 33797890 33797892 A T nonsynonymous substitution PRSS3 uc003ztl.3 N Y 89 not detected T189 10 200 0.05000 14 192 0.07292
chr10 126682454 126682456 C T nonsynonymous substitution CTBP2 uc001lih.3 A T 294 not detected T189 11 63 0.17460 30 53 0.56604
chr10 126682453 126682455 G A nonsynonymous substitution CTBP2 uc001lih.3 A V 294 not detected T191 11 64 0.17188 24 91 0.26374
chr21 11058315 11058317 G T nonsynonymous substitution BAGE2 uc002yit.1 H N 42 not detected T193 25 47 0.53191 15 67 0.22388
chr17 45214527 45214529 A T nonsynonymous substitution CDC27 uc002ile.3 Y N 641 not detected T188 15 25 0.60000 11 44 0.25000
chr12 113515334 113515336 T G nonsynonymous substitution DTX1 uc001tuk.1 D E 122 not detected T192 17 29 0.58621 11 15 0.73333
chr20 39993740 39993742 G A nonsynonymous substitution EMILIN3 uc002xjy.1 A V 75 not detected T198 57 80 0.71250 159 200 0.79500
chr15 28518129 28518131 G C nonsynonymous substitution HERC2 uc001zbj.2 A G 274 not detected T201 18 23 0.78261 15 60 0.25000
chr15 28518129 28518131 G C nonsynonymous substitution HERC2 uc001zbj.2 A G 274 not detected T193 30 48 0.62500 10 38 0.26316
chr15 28518129 28518131 G C nonsynonymous substitution HERC2 uc001zbj.2 A G 274 not detected T198 13 23 0.56522 32 65 0.49231
chr9 21187433 21187435 C G nonsynonymous substitution IFNA4 uc003zon.2 G R 33 not detected T198 115 200 0.57500 24 200 0.12000
chr12 53343230 53343232 G C nonsynonymous substitution KRT18 uc001sbg.2 A P 92 not detected T193 42 94 0.44681 47 58 0.81034
chr12 53343147 53343149 C G nonsynonymous substitution KRT18 uc001sbg.2 A G 64 not detected T201 10 26 0.38462 25 67 0.37313
chr2 149243358 149243360 A G nonsynonymous substitution MBD5 uc002twm.3 H R 965 not detected T193 20 25 0.80000 13 27 0.48148
chr13 25044053 25044055 T C nonsynonymous substitution PARP4 uc001upl.2 N S 675 not detected T201 37 50 0.74000 42 65 0.64615
chrX 135957698 135957700 C T nonsynonymous substitution RBMX uc004fad.1 R K 196 not detected T188 98 147 0.66667 33 158 0.20886
chrX 135961179 135961181 C G nonsynonymous substitution RBMX uc004fad.1 G A 71 not detected T191 34 67 0.50746 30 45 0.66667
chr17 37357540 37357542 T G nonsynonymous substitution RPL19 uc002hrr.1 N K 25 not detected T200 13 37 0.35135 12 29 0.41379
chr17 37357493 37357495 T G nonsynonymous substitution RPL19 uc002hrr.1 S A 10 not detected T200 16 41 0.39024 24 33 0.72727
chr3 39453788 39453790 C T nonsynonymous substitution RPSA uc003cjr.2 T M 272 not detected T200 49 68 0.72059 10 82 0.12195
chr3 39453788 39453790 C T nonsynonymous substitution RPSA uc003cjr.2 T M 272 not detected T194 72 101 0.71287 19 98 0.19388
chr3 39453788 39453790 C T nonsynonymous substitution RPSA uc003cjr.2 T M 272 not detected T189 74 104 0.71154 49 127 0.38583
chr3 39453788 39453790 C T nonsynonymous substitution RPSA uc003cjr.2 T M 272 not detected T192 64 90 0.71111 28 107 0.26168
chr3 39453788 39453790 C T nonsynonymous substitution RPSA uc003cjr.2 T M 272 not detected T191 70 99 0.70707 57 65 0.87692
chr19 38946174 38946176 A G nonsynonymous substitution RYR1 uc002oiu.2 E G 554 not detected T198 24 38 0.63158 20 67 0.29851
chr1 1666139 1666141 C T nonsynonymous substitution SLC35E2 uc001ahy.2 G S 241 not detected T195 24 32 0.75000 11 125 0.08800
chr14 70459154 70459156 C A nonsynonymous substitution SMOC1 uc001xlt.1 P H 183 not detected T195 70 105 0.66667 90 97 0.92784
chr2 95541426 95541428 G T nonsynonymous substitution TEKT4 uc002stw.1 R L 344 not detected T189 45 98 0.45918 52 93 0.55914
chr2 95541426 95541428 G T nonsynonymous substitution TEKT4 uc002stw.1 R L 344 not detected T188 31 78 0.39744 21 81 0.25926
chr17 32961993 32961995 T G nonsynonymous substitution TMEM132E uc002hif.2 V G 532 not detected T199 15 25 0.60000 21 73 0.28767
chr4 59982 59984 T A nonsynonymous substitution ZNF595,ZNF718 uc003fzt.3 C S 55 not detected T195 25 40 0.62500 21 59 0.35593
chr4 60007 60009 G A nonsynonymous substitution ZNF595,ZNF718 uc003fzt.3 C Y 63 not detected T195 21 34 0.61765 17 50 0.34000
chr4 59982 59984 T A nonsynonymous substitution ZNF595,ZNF718 uc003fzt.3 C S 55 not detected T196 22 36 0.61111 24 26 0.92308
chr4 60007 60009 G A nonsynonymous substitution ZNF595,ZNF718 uc003fzt.3 C Y 63 not detected T196 19 32 0.59375 29 26 1.11538
chr4 59982 59984 T A nonsynonymous substitution ZNF595,ZNF718 uc003fzt.3 C S 55 not detected T192 32 57 0.56140 11 44 0.25000
chr4 60007 60009 G A nonsynonymous substitution ZNF595,ZNF718 uc003fzt.3 C Y 63 not detected T190 27 65 0.41538 16 52 0.30769
chr4 60007 60009 G A nonsynonymous substitution ZNF595,ZNF718 uc003fzt.3 C Y 63 not detected T189 18 44 0.40909 40 45 0.88889
chr3 75788453 75788455 C A nonsynonymous substitution ZNF717 uc011bgi.1 S I 107 not detected T193 11 13 0.84615 39 33 1.18182
chr5 112227658 112227660 A G nonsynonymous substitution ZRSR1 uc011cvv.1 Q R 133 not detected T193 94 162 0.58025 19 26 0.73077
chr17 910519 910521 G A nonsynonymous substitution ABR uc010vqg.1 S L 574 not evaluated T196 81 115 0.70435 167 115 1.45217
chr1 180382589 180382591 T C nonsynonymous substitution ACBD6 uc001gog.2 I V 162 not evaluated T190 29 61 0.47541 161 66 2.43939
chr7 152511703 152511705 G A nonsynonymous substitution ACTR3B,ACTR3C uc003wlf.1 V I 136 not evaluated T198 31 41 0.75610 147 122 1.20492
chr10 5009152 5009154 G A nonsynonymous substitution AKR1C1 uc001ihq.2 R Q 96 not evaluated T198 33 44 0.75000 167 108 1.54630
chr1 145473809 145473811 A G nonsynonymous substitution ANKRD34A uc001enq.1 N S 161 not evaluated T201 27 35 0.77143 158 128 1.23438
chr4 36230285 36230287 C A nonsynonymous substitution ARAP2 uc003gsr.1 V F 275 not evaluated T188 46 64 0.71875 88 78 1.12821
chrX 1761858 1761860 G C nonsynonymous substitution ASMT uc004cqe.2 Q H 283 not evaluated T191 136 195 0.69744 26 182 0.14286
chr1 1413898 1413900 A G nonsynonymous substitution ATAD3B uc001afw.2 N S 7 not evaluated T192 63 95 0.66316 45 45 1.00000
chrX 76940006 76940008 G C nonsynonymous substitution ATRX uc004eco.3 N K 32 not evaluated T196 27 36 0.75000 55 31 1.77419
chr21 11058315 11058317 G T nonsynonymous substitution BAGE2 uc002yit.1 H N 42 not evaluated T191 16 41 0.39024 46 81 0.56790
chr17 79426564 79426566 G A nonsynonymous substitution BAHCC1 uc002kae.2 G D 1177 not evaluated T198 11 12 0.91667 44 98 0.44898
chr10 15138522 15138524 G A nonsynonymous substitution C10orf111 uc001inw.2 P S 101 not evaluated T189 92 131 0.70229 29 141 0.20567
chr2 122216417 122216419 G A nonsynonymous substitution CLASP1 uc010yza.1 R W 438 not evaluated T198 20 25 0.80000 23 71 0.32394
chr17 14095382 14095384 T A nonsynonymous substitution COX10 uc002gof.3 L H 258 not evaluated T198 105 164 0.64024 54 200 0.27000
chr8 3216705 3216707 C T nonsynonymous substitution CSMD1 uc011kwk.1 R H 1092 not evaluated T199 21 27 0.77778 69 98 0.70408
chr11 11373864 11373866 G A nonsynonymous substitution CSNK2A1 uc001mjp.2 R C 268 not evaluated T193 140 200 0.70000 698 200 3.49000
chr15 75981802 75981804 G A nonsynonymous substitution CSPG4 uc002baw.2 R W 535 not evaluated T188 80 200 0.40000 39 200 0.19500
chr10 50594779 50594781 G A nonsynonymous substitution DRGX uc010qgq.1 P L 125 not evaluated T193 66 93 0.70968 114 76 1.50000
chr7 107215589 107215591 C T nonsynonymous substitution DUS4L uc010ljl.2 P L 15 not evaluated T189 46 64 0.71875 39 69 0.56522
chr15 42245961 42245963 C A nonsynonymous substitution EHD4;EHD4 uc001zot.2 R L 138 not evaluated T195 24 32 0.75000 32 36 0.88889
chr11 721730 721732 G A nonsynonymous substitution EPS8L2 uc010qwj.1 R Q 328 not evaluated T198 16 19 0.84211 18 34 0.52941
chr6 65300983 65300985 T C nonsynonymous substitution EYS uc011dxt.1 I M 504 not evaluated T200 18 23 0.78261 31 30 1.03333
chrX 154088757 154088759 G T nonsynonymous substitution F8 uc004fmt.2 S R 2283 not evaluated T189 70 98 0.71429 134 119 1.12605
chrX 103431185 103431187 G C nonsynonymous substitution FAM199X uc004elw.2 G R 205 not evaluated T201 40 54 0.74074 78 78 1.00000
chr19 40366301 40366303 T A nonsynonymous substitution FCGBP uc002omp.3 E D 4644 not evaluated T192 22 29 0.75862 29 40 0.72500
chr19 40382309 40382311 G C nonsynonymous substitution FCGBP uc002omp.3 R G 3526 not evaluated T195 19 24 0.79167 14 26 0.53846
chr6 41558080 41558082 G A nonsynonymous substitution FOXP4 uc003oqn.2 R H 464 not evaluated T200 20 25 0.80000 31 52 0.59615
chr4 190876267 190876269 A G nonsynonymous substitution FRG1 uc003izs.2 I V 132 not evaluated T193 10 25 0.40000 17 57 0.29825
chr22 21562950 21562952 C T nonsynonymous substitution GGT2 uc011aic.1 R K 40 not evaluated T193 35 47 0.74468 585 156 3.75000
chr7 74159233 74159235 G C nonsynonymous substitution GTF2I uc003uay.2 E Q 608 not evaluated T191 35 47 0.74468 64 200 0.32000
chr1 22199189 22199191 T G nonsynonymous substitution HSPG2 uc001bfj.2 N H 1318 not evaluated T196 79 111 0.71171 65 148 0.43919
chrX 155239601 155239603 G A nonsynonymous substitution IL9R uc004fnv.1 R H 365 not evaluated T196 10 11 0.90909 26 8 3.25000
chr1 200523656 200523658 T A nonsynonymous substitution KIF14 uc010ppk.1 E D 1502 not evaluated T195 36 49 0.73469 24 33 0.72727
chr5 154394166 154394168 A T nonsynonymous substitution KIF4B uc010jih.1 T S 250 not evaluated T195 135 200 0.67500 54 200 0.27000
chr17 25909859 25909861 G C nonsynonymous substitution KSR1 uc010crg.2 D H 100 not evaluated T198 18 22 0.81818 12 43 0.27907
chr18 21495318 21495320 G C nonsynonymous substitution LAMA3 uc002kuq.2 V L 2571 not evaluated T193 39 53 0.73585 21 52 0.40385
chr1 152800254 152800256 G A nonsynonymous substitution LCE1A uc010pdw.1 G S 103 not evaluated T196 95 135 0.70370 243 200 1.21500
chrX 149680381 149680383 C A nonsynonymous substitution MAMLD1 uc011mxu.1 P Q 679 not evaluated T198 40 54 0.74074 75 89 0.84270
chr9 37887892 37887894 C A nonsynonymous substitution MCART1 uc004aau.2 G C 219 not evaluated T189 130 200 0.65000 348 200 1.74000
chr8 72756253 72756255 C T nonsynonymous substitution MSC uc003xyx.1 G S 54 not evaluated T190 13 16 0.81250 13 48 0.27083
chr17 10353919 10353921 C G nonsynonymous substitution MYH4 uc002gmn.2 C S 1344 not evaluated T192 57 87 0.65517 184 134 1.37313
chr12 117728229 117728231 G A nonsynonymous substitution NOS1;NOS1 uc001twm.1 P L 285 not evaluated T187 24 32 0.75000 38 42 0.90476
chr15 99514302 99514304 G C nonsynonymous substitution PGPEP1L uc002bum.2 R G 36 not evaluated T190 65 91 0.71429 57 93 0.61290
chr22 38516848 38516850 C A nonsynonymous substitution PLA2G6 uc003avb.2 R S 499 not evaluated T192 83 117 0.70940 17 115 0.14783
chr4 6382866 6382868 G A nonsynonymous substitution PPP2R2C uc003gjd.1 R W 97 not evaluated T198 10 11 0.90909 98 70 1.40000
chr5 176731019 176731021 C T nonsynonymous substitution PRELID1 uc003mfy.2 R W 12 not evaluated T191 20 33 0.60606 36 10 3.60000
chr9 33797890 33797892 A T nonsynonymous substitution PRSS3 uc003ztl.3 N Y 89 not evaluated T195 75 200 0.37500 20 184 0.10870
chr4 140375431 140375433 C A nonsynonymous substitution RAB33B uc003ihv.2 P H 28 not evaluated T190 57 80 0.71250 11 52 0.21154
chr2 109381405 109381407 G T nonsynonymous substitution RANBP2 uc002tem.3 D Y 1471 not evaluated T199 29 39 0.74359 44 134 0.32836
chr2 107040742 107040744 C T nonsynonymous substitution RGPD3 uc010ywi.1 G D 1227 not evaluated T191 140 200 0.70000 44 200 0.22000
chr7 87445476 87445478 C G nonsynonymous substitution RUNDC3B uc003ujd.2 D E 248 not evaluated T194 24 39 0.61538 12 36 0.33333
chr2 192700953 192700955 G C nonsynonymous substitution SDPR uc002utb.2 P A 325 not evaluated T200 59 83 0.71084 86 153 0.56209
chr19 52003259 52003261 C T nonsynonymous substitution SIGLEC12 uc002pww.1 G E 123 not evaluated T199 18 23 0.78261 64 76 0.84211
chr19 52133151 52133153 G A nonsynonymous substitution SIGLEC5 uc002pxe.2 R C 119 not evaluated T199 29 38 0.76316 426 159 2.67925
chr20 62373341 62373343 C T nonsynonymous substitution SLC2A4RG uc011abj.1 P L 66 not evaluated T201 17 21 0.80952 33 129 0.25581
chrX 128657222 128657224 G A nonsynonymous substitution SMARCA1 uc004eup.3 A V 42 not evaluated T199 25 33 0.75758 157 72 2.18056
chr17 47696460 47696462 C T nonsynonymous substitution SPOP uc002ipe.2 R Q 121 not evaluated T187 83 125 0.66400 248 84 2.95238
chr14 65239542 65239544 C T nonsynonymous substitution SPTB uc001xhu.2 E K 1770 not evaluated T200 32 43 0.74419 16 51 0.31373
chr1 29481370 29481372 G A nonsynonymous substitution SRSF4 uc001bro.2 R C 139 not evaluated T189 28 45 0.62222 79 47 1.68085
chr17 40452853 40452855 A T nonsynonymous substitution STAT5A uc010cyb.1 T S 319 not evaluated T194 42 58 0.72414 46 110 0.41818
chr19 51128494 51128496 G A nonsynonymous substitution SYT3 uc010ycd.1 P L 544 not evaluated T196 13 15 0.86667 13 12 1.08333
chrX 9652070 9652072 C T nonsynonymous substitution TBL1X uc004css.2 P L 18 not evaluated T198 43 59 0.72881 18 128 0.14063
chr12 94976059 94976061 G C nonsynonymous substitution TMCC3 uc001tdi.2 I M 80 not evaluated T191 140 200 0.70000 266 182 1.46154
chr5 94860181 94860183 G A nonsynonymous substitution TTC37 uc010jbf.1 T I 432 not evaluated T191 37 50 0.74000 33 41 0.80488
chr21 17236733 17236735 T C nonsynonymous substitution USP25 uc011aby.1 F L 899 not evaluated T198 16 19 0.84211 18 49 0.36735
chr17 5035623 5035625 C T nonsynonymous substitution USP6 uc002gaw.2 S L 91 not evaluated T193 88 153 0.57516 49 171 0.28655
chr10 135053547 135053549 C T nonsynonymous substitution VENTX uc010quy.1 T M 172 not evaluated T190 59 90 0.65556 11 110 0.10000
chr9 79842327 79842329 C G nonsynonymous substitution VPS13A uc004akr.2 P R 460 not evaluated T194 35 48 0.72917 37 36 1.02778
chr7 141420832 141420834 T C nonsynonymous substitution WEE2 uc003vwn.2 I T 286 not evaluated T190 120 171 0.70175 210 176 1.19318
chr1 35580080 35580082 A T nonsynonymous substitution ZMYM1 uc001bym.2 I L 884 not evaluated T200 24 31 0.77419 53 42 1.26190
chr20 62595494 62595496 C T nonsynonymous substitution ZNF512B uc002yhl.1 R Q 470 not evaluated T196 52 72 0.72222 41 80 0.51250
chr3 75790769 75790771 C G nonsynonymous substitution ZNF717 uc011bgi.1 V L 59 not evaluated T196 12 28 0.42857 26 51 0.50980
chr7 149544925 149544927 T C nonsynonymous substitution ZNF862 uc010lpn.2 L P 115 not evaluated T191 90 127 0.70866 173 99 1.74747
chr16 2347422 2347424 C T nonsynonymous substitution ABCA3 uc010bsk.1 D N 666 somatic T195 68 95 0.71579 158 106 1.49057
chr7 87150158 87150160 C T nonsynonymous substitution ABCB1 uc011khc.1 V I 843 somatic T187 73 110 0.66364 21 74 0.28378
chr6 43410807 43410809 C T nonsynonymous substitution ABCC10 uc003ouz.1 T I 748 somatic T192 113 161 0.70186 210 161 1.30435
chr12 22069946 22069948 C T nonsynonymous substitution ABCC9 uc001rfh.2 R H 166 somatic T196 77 109 0.70642 215 125 1.72000
chr12 21998544 21998546 C A nonsynonymous substitution ABCC9 uc001rfh.2 A S 1030 somatic T190 46 107 0.42991 478 200 2.39000
chr17 61561301 61561303 A G nonsynonymous substitution ACE uc002jau.1 Y C 560 somatic T192 60 84 0.71429 236 73 3.23288
chr15 78526758 78526760 G A nonsynonymous substitution ACSBG1 uc010umw.1 R W 29 somatic T198 12 14 0.85714 81 23 3.52174
chr21 28212270 28212272 T G nonsynonymous substitution ADAMTS1 uc002ymf.2 K T 592 somatic T193 125 178 0.70225 13 136 0.09559
chr4 100057698 100057700 T A nonsynonymous substitution ADH4 uc011ced.1 D V 186 somatic T192 36 49 0.73469 66 51 1.29412
chr20 49508365 49508367 A T nonsynonymous substitution ADNP uc002xvt.1 V D 962 somatic T194 92 130 0.70769 157 144 1.09028
chr5 159344434 159344436 G A nonsynonymous substitution ADRA1B uc003lxt.1 V I 175 somatic T190 138 198 0.69697 97 159 0.61006
chr2 200213650 200213652 G C nonsynonymous substitution AK025127,SATB2 uc002uvb.1 L V 59 somatic T187 28 52 0.53846 23 49 0.46939
chr10 5254668 5254670 A G nonsynonymous substitution AKR1C4 uc001ihw.2 T A 221 somatic T191 61 85 0.71765 210 75 2.80000
chr14 105246444 105246446 A T nonsynonymous substitution AKT1 uc010axa.2 L H 52 somatic T188 36 49 0.73469 145 52 2.78846
chr17 7989360 7989362 C T nonsynonymous substitution ALOX12B uc002gjy.1 E K 109 somatic T188 87 123 0.70732 158 113 1.39823
chr4 114260420 114260422 C A nonsynonymous substitution ANK2 uc011cgb.1 T N 1294 somatic T188 40 55 0.72727 37 65 0.56923
chr15 65218289 65218291 C T nonsynonymous substitution ANKDD1A uc002anz.2 A V 40 somatic T191 29 38 0.76316 22 72 0.30556
chr18 14752657 14752659 A C nonsynonymous substitution ANKRD30B uc010dlo.2 E D 105 somatic T193 46 63 0.73016 70 60 1.16667
chr2 197987449 197987451 C A nonsynonymous substitution ANKRD44 uc002uua.1 G V 181 somatic T191 102 145 0.70345 63 85 0.74118
chr2 220097907 220097909 T G nonsynonymous substitution ANKZF1 uc002vki.2 F L 222 somatic T201 38 51 0.74510 34 200 0.17000
chr22 39357668 39357670 C A nonsynonymous substitution APOBEC3A uc003awn.2 S Y 151 somatic T191 18 23 0.78261 91 21 4.33333
chrX 47422426 47422428 G A nonsynonymous substitution ARAF uc011mlp.1 V I 21 somatic T191 73 103 0.70874 256 138 1.85507
chr11 64786097 64786099 C T nonsynonymous substitution ARL2 uc001och.3 R W 78 somatic T192 94 141 0.66667 236 175 1.34857
chr16 31478099 31478101 C G nonsynonymous substitution ARMC5 uc010vfn.1 L V 995 somatic T201 27 43 0.62791 90 133 0.67669
chr7 123277016 123277018 A T nonsynonymous substitution ASB15 uc003vkw.1 Q H 583 somatic T192 19 24 0.79167 31 23 1.34783
chr9 119188146 119188148 C T nonsynonymous substitution ASTN2 uc011lxt.1 E K 387 somatic T198 49 68 0.72059 114 113 1.00885
chr3 193044799 193044801 G T nonsynonymous substitution ATP13A5 uc011bsq.1 P H 503 somatic T199 63 88 0.71591 79 200 0.39500
chr12 666868 666870 G C nonsynonymous substitution B4GALNT3 uc001qik.1 D H 375 somatic T192 118 169 0.69822 83 186 0.44624
chr10 121429651 121429653 C T nonsynonymous substitution BAG3 uc001lel.2 A V 157 somatic T194 28 44 0.63636 12 64 0.18750
chr2 127811577 127811579 G A nonsynonymous substitution BIN1 uc002tnv.1 P L 338 somatic T198 14 17 0.82353 90 39 2.30769
chr17 65907065 65907067 G C nonsynonymous substitution BPTF uc002jgf.2 M I 1022 somatic T198 43 59 0.72881 282 79 3.56962
chr9 136910493 136910495 T C nonsynonymous substitution BRD3 uc004cew.2 D G 379 somatic T194 135 200 0.67500 214 200 1.07000
chr14 105716085 105716087 C G nonsynonymous substitution BTBD6 uc010tyq.1 L V 179 somatic T192 90 127 0.70866 343 157 2.18471
chr10 96985115 96985117 A G nonsynonymous substitution C10orf129 uc001kke.2 N D 424 somatic T191 27 36 0.75000 213 62 3.43548
chr10 50532507 50532509 C T nonsynonymous substitution C10orf71 uc010qgp.1 R C 640 somatic T193 64 90 0.71111 161 73 2.20548
chr12 112630566 112630568 G C nonsynonymous substitution C12orf51 uc009zwc.2 S C 2608 somatic T199 16 19 0.84211 190 82 2.31707
chr16 29828065 29828067 G A nonsynonymous substitution C16orf53 uc002dug.3 A T 74 somatic T201 11 12 0.91667 24 32 0.75000
chr16 29828066 29828068 C A nonsynonymous substitution C16orf53 uc002dug.3 A D 74 somatic T201 11 13 0.84615 21 30 0.70000
chr1 162344063 162344065 G T nonsynonymous substitution C1orf111 uc001gbx.2 A D 187 somatic T188 38 52 0.73077 48 42 1.14286
chr1 75108768 75108770 A T nonsynonymous substitution C1orf173 uc001dgg.2 L H 86 somatic T187 51 71 0.71831 11 66 0.16667
chr1 85725050 85725052 G A nonsynonymous substitution C1orf52 uc009wcn.2 A V 89 somatic T196 12 14 0.85714 21 8 2.62500
chr22 32333911 32333913 C A nonsynonymous substitution C22orf24 uc003aly.2 W C 47 somatic T191 50 69 0.72464 166 40 4.15000
chr21 43327115 43327117 A C nonsynonymous substitution C2CD2 uc002yzt.2 S A 51 somatic T190 34 46 0.73913 10 39 0.25641
chr21 43327784 43327786 C A nonsynonymous substitution C2CD2 uc002yzu.2 G V 208 somatic T191 55 77 0.71429 34 55 0.61818
chr2 27802500 27802502 G T nonsynonymous substitution C2orf16 uc002rkz.3 G V 1021 somatic T189 108 153 0.70588 100 198 0.50505
chr3 99886665 99886667 G C nonsynonymous substitution C3orf26 uc003dtl.2 R P 167 somatic T189 24 31 0.77419 152 71 2.14085
chr9 135374766 135374768 C T nonsynonymous substitution C9orf171 uc004cbo.2 R C 102 somatic T199 18 22 0.81818 234 97 2.41237
chr12 2224653 2224655 T A nonsynonymous substitution CACNA1C uc001qks.2 L H 105 somatic T192 11 13 0.84615 34 25 1.36000
chr1 209781224 209781226 A T nonsynonymous substitution CAMK1G uc001hhf.3 K N 194 somatic T192 48 66 0.72727 46 81 0.56790
chrX 110494308 110494310 G A nonsynonymous substitution CAPN6 uc004epc.1 R C 332 somatic T198 29 38 0.76316 11 44 0.25000
chr9 131600555 131600557 C G nonsynonymous substitution CCBL1 uc004bwf.2 V L 132 somatic T198 33 44 0.75000 387 115 3.36522
chr18 63491896 63491898 G A nonsynonymous substitution CDH7 uc002lkb.2 V I 271 somatic T194 20 26 0.76923 30 10 3.00000
chr6 21000526 21000528 G C nonsynonymous substitution CDKAL1 uc003ndd.1 D H 327 somatic T188 55 76 0.72368 43 100 0.43000
chr1 214814415 214814417 A G nonsynonymous substitution CENPF uc001hkm.2 E G 912 somatic T196 51 70 0.72857 196 58 3.37931
chr17 64173123 64173125 C T nonsynonymous substitution CEP112 uc010dep.2 A T 41 somatic T192 42 58 0.72414 47 50 0.94000
chr1 196648785 196648787 G A nonsynonymous substitution CFH uc001gtj.3 G E 218 somatic T192 23 30 0.76667 53 34 1.55882
chr12 6700873 6700875 G A nonsynonymous substitution CHD4 uc001qpn.2 L F 1063 somatic T199 59 83 0.71084 164 200 0.82000
chr12 6697095 6697097 C T nonsynonymous substitution CHD4 uc001qpn.2 R Q 1155 somatic T191 103 147 0.70068 239 155 1.54194
chr16 841230 841232 C T nonsynonymous substitution CHTF18 uc002ckf.3 S F 350 somatic T194 29 38 0.76316 37 36 1.02778
chr4 10527504 10527506 C G nonsynonymous substitution CLNK uc003gmo.3 E Q 231 somatic T191 43 59 0.72881 105 60 1.75000
chr6 123377148 123377150 C A nonsynonymous substitution CLVS2 uc003pzi.1 L I 292 somatic T200 16 20 0.80000 17 28 0.60714
chr1 26515273 26515275 G C nonsynonymous substitution CNKSR1 uc009vse.2 E Q 310 somatic T196 66 93 0.70968 84 83 1.01205
chr17 40839975 40839977 G A nonsynonymous substitution CNTNAP1 uc002iay.2 R Q 428 somatic T189 33 44 0.75000 131 51 2.56863
chr13 111088621 111088623 G A nonsynonymous substitution COL4A2 uc001vqx.2 V I 245 somatic T198 31 41 0.75610 202 151 1.33775
chr2 80801385 80801387 C T nonsynonymous substitution CTNNA2 uc010ysg.1 R C 614 somatic T191 33 45 0.73333 37 43 0.86047
chr6 43019441 43019443 C G nonsynonymous substitution CUL7 uc003otq.2 D H 214 somatic T196 103 147 0.70068 174 200 0.87000



chr2 180817320 180817322 A G nonsynonymous substitution CWC22 uc002uno.2 L P 87 somatic T194 25 33 0.75758 10 31 0.32258
chr15 23003029 23003031 C T nonsynonymous substitution CYFIP1 uc001yus.2 A V 1251 somatic T192 35 47 0.74468 22 58 0.37931
chrX 83128328 83128330 A G nonsynonymous substitution CYLC1 uc004eeh.1 N D 204 somatic T193 27 36 0.75000 24 40 0.60000
chr10 94824169 94824171 C A nonsynonymous substitution CYP26C1 uc010qns.1 H Q 246 somatic T190 63 88 0.71591 40 90 0.44444
chrX 125298906 125298908 G A nonsynonymous substitution DCAF12L2 uc004euk.1 P L 334 somatic T201 35 54 0.64815 436 98 4.44898
chr19 17430439 17430441 G T nonsynonymous substitution DDA1 uc002ngd.2 S I 95 somatic T198 15 18 0.83333 121 51 2.37255
chr4 24550529 24550531 C T nonsynonymous substitution DHX15 uc003gqx.2 R H 399 somatic T196 31 42 0.73810 74 47 1.57447
chr6 30638574 30638576 C T nonsynonymous substitution DHX16 uc011dmo.1 D N 141 somatic T201 30 40 0.75000 261 117 2.23077
chr3 47888474 47888476 G A nonsynonymous substitution DHX30 uc003cru.2 R Q 638 somatic T200 10 11 0.90909 10 16 0.62500
chr14 95560475 95560477 C T nonsynonymous substitution DICER1 uc001ydv.2 E K 1695 somatic T188 16 19 0.84211 64 25 2.56000
chr10 403779 403781 G C nonsynonymous substitution DIP2C uc001ifp.2 D E 964 somatic T192 44 61 0.72131 18 56 0.32143
chr1 35334673 35334675 G A nonsynonymous substitution DLGAP3 uc001byc.2 R C 673 somatic T188 22 29 0.75862 10 16 0.62500
chr15 51780209 51780211 G A nonsynonymous substitution DMXL2 uc010bfa.2 R C 1084 somatic T199 20 26 0.76923 42 35 1.20000
chr3 52429057 52429059 C T nonsynonymous substitution DNAH1 uc011bef.1 R C 3651 somatic T192 61 85 0.71765 183 106 1.72642
chr17 7691499 7691501 G A nonsynonymous substitution DNAH2 uc002giu.1 E K 2280 somatic T190 51 71 0.71831 47 79 0.59494
chr17 7695648 7695650 G A nonsynonymous substitution DNAH2 uc002giu.1 R H 2378 somatic T201 41 63 0.65079 511 127 4.02362
chr5 13792275 13792277 C A nonsynonymous substitution DNAH5 uc003jfd.2 V L 2759 somatic T191 50 69 0.72464 36 59 0.61017
chr5 169423141 169423143 C A nonsynonymous substitution DOCK2 uc010jjm.2 L I 508 somatic T193 68 96 0.70833 232 72 3.22222
chr6 83843992 83843994 C T nonsynonymous substitution DOPEY1 uc010kbl.1 R C 944 somatic T191 34 46 0.73913 75 45 1.66667
chr4 36296647 36296649 T G nonsynonymous substitution DTHD1 uc011bxy.1 S A 254 somatic T194 26 41 0.63415 10 31 0.32258
chr15 45386839 45386841 G A nonsynonymous substitution DUOX2 uc010bea.2 T M 1482 somatic T188 114 163 0.69939 134 134 1.00000
chr11 103026144 103026146 C T nonsynonymous substitution DYNC2H1 uc001pho.2 P L 1220 somatic T192 74 104 0.71154 202 71 2.84507
chr6 159058192 159058194 C T nonsynonymous substitution DYNLT1 uc003qrn.1 A T 80 somatic T195 68 95 0.71579 70 111 0.63063
chr2 71801403 71801405 G A nonsynonymous substitution DYSF uc010fef.2 R H 1101 somatic T190 62 86 0.72093 16 139 0.11511
chr20 32267639 32267641 G A nonsynonymous substitution E2F1 uc002wzu.3 R W 165 somatic T188 92 138 0.66667 123 107 1.14953
chr17 28407939 28407941 A G nonsynonymous substitution EFCAB5 uc010cse.2 T A 878 somatic T191 29 53 0.54717 226 65 3.47692
chr5 73930685 73930687 A T nonsynonymous substitution ENC1 uc003kdc.3 V E 542 somatic T199 41 56 0.73214 197 130 1.51538
chrX 129801644 129801646 T A nonsynonymous substitution ENOX2 uc004evy.2 S C 256 somatic T198 31 41 0.75610 74 69 1.07246
chr1 22924272 22924274 C T nonsynonymous substitution EPHA8 uc001bfx.1 R W 679 somatic T187 36 56 0.64286 63 63 1.00000
chr3 38542935 38542937 G C nonsynonymous substitution EXOG uc011ayq.1 G A 85 somatic T192 51 70 0.72857 131 87 1.50575
chr5 76029194 76029196 T A nonsynonymous substitution F2R uc003ken.3 V D 382 somatic T192 133 198 0.67172 116 161 0.72050
chr6 71238139 71238141 G A nonsynonymous substitution FAM135A uc003pfl.2 V M 921 somatic T188 16 20 0.80000 36 29 1.24138
chr2 131812888 131812890 A G nonsynonymous substitution FAM168B uc002tsd.2 V A 144 somatic T187 91 129 0.70543 10 75 0.13333
chr12 31440684 31440686 G A nonsynonymous substitution FAM60A uc001rkc.2 S F 155 somatic T199 40 54 0.74074 297 122 2.43443
chr22 40417334 40417336 T G nonsynonymous substitution FAM83F uc003ayk.1 L R 274 somatic T200 30 40 0.75000 40 39 1.02564
chr11 92623856 92623858 C G nonsynonymous substitution FAT3 uc001pdj.3 Q E 4418 somatic T192 46 63 0.73016 98 41 2.39024
chr4 153247167 153247169 T C nonsynonymous substitution FBXW7 uc003imt.2 Y C 545 somatic T190 24 31 0.77419 26 23 1.13043
chr4 153249383 153249385 C T nonsynonymous substitution FBXW7 uc003imt.2 R H 465 somatic T201 22 29 0.75862 95 67 1.41791
chr4 153247366 153247368 G C nonsynonymous substitution FBXW7 uc003imt.2 R G 479 somatic T192 35 47 0.74468 24 62 0.38710
chr4 153247288 153247290 G T nonsynonymous substitution FBXW7 uc003imt.2 R S 505 somatic T191 90 127 0.70866 97 94 1.03191
chr4 153249467 153249469 C A nonsynonymous substitution FBXW7 uc003imt.2 G V 437 somatic T194 81 115 0.70435 261 63 4.14286
chr1 157512654 157512656 C A nonsynonymous substitution FCRL5 uc010phw.1 V F 288 somatic T194 80 113 0.70796 272 130 2.09231
chr16 67267759 67267761 C T nonsynonymous substitution FHOD1 uc010ced.2 D N 423 somatic T191 26 49 0.53061 96 26 3.69231
chr20 22563240 22563242 G C nonsynonymous substitution FOXA2 uc002wsm.2 I M 213 somatic T189 115 164 0.70122 105 177 0.59322
chr20 22563151 22563153 G A nonsynonymous substitution FOXA2 uc002wsm.2 P L 243 somatic T190 46 78 0.58974 217 130 1.66923
chr17 26851620 26851622 C T nonsynonymous substitution FOXN1 uc010crm.2 P L 75 somatic T200 21 27 0.77778 26 22 1.18182
chr10 49459721 49459723 G A nonsynonymous substitution FRMPD2 uc001jgh.2 S F 4 somatic T194 15 26 0.57692 83 41 2.02439
chr19 5831953 5831955 A G nonsynonymous substitution FUT6 uc002mdf.1 Y H 209 somatic T187 135 200 0.67500 149 200 0.74500
chr9 128112590 128112592 T C nonsynonymous substitution GAPVD1 uc004bps.2 L P 1079 somatic T191 63 88 0.71591 17 79 0.21519
chr1 89729517 89729519 C A nonsynonymous substitution GBP5 uc001dnd.2 K N 421 somatic T190 42 58 0.72414 33 49 0.67347
chr2 220104156 220104158 C A nonsynonymous substitution GLB1L uc002vkk.2 G C 64 somatic T201 36 56 0.64286 59 200 0.29500
chr11 58477571 58477573 A C nonsynonymous substitution GLYAT uc001nnb.2 H Q 186 somatic T187 60 84 0.71429 88 114 0.77193
chr17 63010557 63010559 G C nonsynonymous substitution GNA13 uc010wqh.1 H Q 222 somatic T191 90 128 0.70313 37 88 0.42045
chr5 180670718 180670720 G A nonsynonymous substitution GNB2L1 uc011dhl.1 P S 28 somatic T190 41 71 0.57746 147 50 2.94000
chr12 21665265 21665267 G C nonsynonymous substitution GOLT1B uc001rez.2 V L 112 somatic T201 52 72 0.72222 53 150 0.35333
chr2 96690338 96690340 C T nonsynonymous substitution GPAT2 uc010yuh.1 R Q 431 somatic T200 34 53 0.64151 77 87 0.88506
chrX 132670306 132670308 G T nonsynonymous substitution GPC3 uc010nro.1 L M 476 somatic T199 11 12 0.91667 14 33 0.42424
chr19 6734268 6734270 C T nonsynonymous substitution GPR108 uc002mfp.2 G R 142 somatic T188 79 126 0.62698 88 106 0.83019
chr12 6933388 6933390 G A nonsynonymous substitution GPR162 uc010sfn.1 A T 109 somatic T193 140 200 0.70000 219 200 1.09500
chr1 174418032 174418034 C G nonsynonymous substitution GPR52 uc001gka.1 R G 262 somatic T188 40 55 0.72727 66 51 1.29412
chr7 112724073 112724075 C A nonsynonymous substitution GPR85 uc003vgp.1 A S 235 somatic T192 47 65 0.72308 62 57 1.08772
chr3 151012635 151012637 C A nonsynonymous substitution GPR87 uc003eyt.2 G V 133 somatic T191 35 48 0.72917 41 80 0.51250
chr5 90070044 90070046 A G nonsynonymous substitution GPR98 uc003kju.2 T A 4110 somatic T192 102 145 0.70345 432 143 3.02098
chr7 50682546 50682548 G C nonsynonymous substitution GRB10 uc010kzb.2 L V 281 somatic T194 55 77 0.71429 238 77 3.09091
chr8 122626539 122626541 C A nonsynonymous substitution HAS2 uc003yph.2 G C 490 somatic T199 34 46 0.73913 75 147 0.51020
chr15 73616160 73616162 C T nonsynonymous substitution HCN4 uc002avp.2 R H 758 somatic T196 15 18 0.83333 38 20 1.90000
chr1 156714022 156714024 T C nonsynonymous substitution HDGF uc009wsg.2 I V 141 somatic T189 96 136 0.70588 163 157 1.03822
chr15 28501291 28501293 G T nonsynonymous substitution HERC2 uc001zbl.1 L M 592 somatic T191 16 19 0.84211 15 10 1.50000
chr4 89576421 89576423 T C nonsynonymous substitution HERC3 uc011cdn.1 M T 174 somatic T193 38 52 0.73077 13 34 0.38235
chr7 81381491 81381493 A T nonsynonymous substitution HGF uc003uhl.2 F Y 190 somatic T192 22 29 0.75862 42 36 1.16667
chr6 12122194 12122196 C T nonsynonymous substitution HIVEP1 uc003nac.2 P S 723 somatic T198 59 82 0.71951 14 200 0.07000
chr1 245018792 245018794 C T nonsynonymous substitution HNRNPU uc001iay.1 R H 486 somatic T196 65 91 0.71429 88 63 1.39683
chr22 30518139 30518141 C G nonsynonymous substitution HORMAD2 uc003agy.2 N K 252 somatic T199 11 12 0.91667 16 73 0.21918
chr16 70902476 70902478 C T nonsynonymous substitution HYDIN uc002ezr.2 R Q 3768 somatic T191 33 44 0.75000 131 35 3.74286
chr2 203686150 203686152 G A nonsynonymous substitution ICA1L uc002uzi.1 R W 97 somatic T198 15 18 0.83333 54 47 1.14894
chr16 1634375 1634377 C T nonsynonymous substitution IFT140 uc002cmb.2 V M 401 somatic T195 57 80 0.71250 62 42 1.47619
chr3 151154948 151154950 G T nonsynonymous substitution IGSF10 uc011boc.1 T N 446 somatic T193 105 149 0.70470 17 138 0.12319
chr22 37535213 37535215 G A nonsynonymous substitution IL2RB uc003aqv.1 R C 111 somatic T192 81 115 0.70435 242 152 1.59211
chr19 7119473 7119475 G T nonsynonymous substitution INSR uc002mgd.1 N K 1260 somatic T190 31 41 0.75610 22 35 0.62857
chr19 7132269 7132271 C T nonsynonymous substitution INSR uc002mgd.1 R H 914 somatic T188 42 58 0.72414 30 38 0.78947
chr15 74467457 74467459 C T nonsynonymous substitution ISLR uc002axh.1 R C 87 somatic T198 20 26 0.76923 221 66 3.34848
chr3 124515387 124515389 G A nonsynonymous substitution ITGB5 uc003eho.2 R W 514 somatic T201 24 32 0.75000 60 97 0.61856
chr3 4808260 4808262 C A nonsynonymous substitution ITPR1 uc003bqc.2 F L 786 somatic T196 93 147 0.63265 332 159 2.08805
chr6 33652170 33652172 G C nonsynonymous substitution ITPR3 uc011drk.1 E Q 1659 somatic T192 80 113 0.70796 112 122 0.91803
chr19 17952527 17952529 C T nonsynonymous substitution JAK3 uc002nho.2 S N 302 somatic T192 43 59 0.72881 64 62 1.03226
chrX 8502409 8502411 G C nonsynonymous substitution KAL1 uc004csf.2 A G 645 somatic T188 16 20 0.80000 23 27 0.85185
chr10 102824623 102824625 A T nonsynonymous substitution KAZALD1 uc001ksr.2 N Y 288 somatic T191 45 62 0.72581 93 114 0.81579
chr13 41767981 41767983 C T nonsynonymous substitution KBTBD7 uc001uxw.1 E K 138 somatic T192 97 137 0.70803 262 93 2.81720
chr10 78651443 78651445 G A nonsynonymous substitution KCNMA1 uc001jxm.2 R W 1003 somatic T199 19 24 0.79167 77 87 0.88506
chr12 105557959 105557961 A G nonsynonymous substitution KIAA1033 uc001tld.2 R G 1077 somatic T191 79 112 0.70536 123 85 1.44706
chr11 105881327 105881329 G C nonsynonymous substitution KIAA1826 uc001piy.2 S C 106 somatic T187 90 128 0.70313 50 90 0.55556
chr12 39760961 39760963 A G nonsynonymous substitution KIF21A uc001rly.2 M T 202 somatic T191 55 77 0.71429 68 63 1.07937
chr13 73636649 73636651 C G nonsynonymous substitution KLF5 uc001vje.2 P A 305 somatic T193 94 133 0.70677 79 170 0.46471
chr13 73636626 73636628 C T nonsynonymous substitution KLF5 uc001vje.2 A V 297 somatic T191 121 173 0.69942 432 121 3.57025
chr3 160233342 160233344 T C nonsynonymous substitution KPNA4 uc003fdn.2 N S 310 somatic T196 14 17 0.82353 12 21 0.57143
chr12 25398283 25398285 C A nonsynonymous substitution KRAS uc001rgp.1 G V 12 somatic T200 55 76 0.72368 40 97 0.41237
chr18 6985394 6985396 A G nonsynonymous substitution LAMA1 uc010wzj.1 L S 1310 somatic T192 50 69 0.72464 193 114 1.69298
chr18 21330912 21330914 G A nonsynonymous substitution LAMA3 uc010dlv.1 G D 239 somatic T189 47 65 0.72308 78 56 1.39286
chr20 60903419 60903421 A T nonsynonymous substitution LAMA5 uc002ycq.2 L Q 1510 somatic T199 11 13 0.84615 105 103 1.01942
chr3 49160372 49160374 G A nonsynonymous substitution LAMB2 uc003cwe.2 A V 1446 somatic T195 45 62 0.72581 56 51 1.09804
chr1 75609020 75609022 A G nonsynonymous substitution LHX8 uc001dgo.2 N S 203 somatic T195 25 33 0.75758 24 26 0.92308
chr12 16753628 16753630 T A nonsynonymous substitution LMO3 uc001rdl.1 T S 56 somatic T192 35 48 0.72917 18 42 0.42857
chr15 34656217 34656219 T G nonsynonymous substitution LPCAT4 uc001zig.2 K N 216 somatic T198 68 96 0.70833 651 181 3.59669
chr8 105510009 105510011 G A nonsynonymous substitution LRP12 uc003ymb.2 P L 238 somatic T199 52 80 0.65000 99 200 0.49500
chr16 67241953 67241955 G T nonsynonymous substitution LRRC29 uc002esg.2 L M 109 somatic T191 54 75 0.72000 25 46 0.54348
chr17 62856763 62856765 A G nonsynonymous substitution LRRC37A3 uc010wqf.1 V A 205 somatic T192 140 200 0.70000 159 200 0.79500
chr4 151505124 151505126 G A nonsynonymous substitution MAB21L2 uc003ilw.2 R H 315 somatic T201 33 44 0.75000 83 77 1.07792
chr5 71493178 71493180 C T nonsynonymous substitution MAP1B uc010iyy.1 H Y 1207 somatic T191 79 112 0.70536 64 149 0.42953
chr2 210558096 210558098 A C nonsynonymous substitution MAP2 uc002vdc.1 E D 401 somatic T194 53 73 0.72603 67 79 0.84810
chr19 7977192 7977194 C A nonsynonymous substitution MAP2K7 uc002mit.2 F L 379 somatic T190 83 117 0.70940 65 82 0.79268
chr11 64559458 64559460 C T nonsynonymous substitution MAP4K2 uc001obh.2 E K 672 somatic T194 37 50 0.74000 41 132 0.31061
chrX 135310800 135310802 G A nonsynonymous substitution MAP7D3 uc011mwc.1 R W 605 somatic T198 33 44 0.75000 506 122 4.14754
chr18 48190733 48190735 G A nonsynonymous substitution MAPK4 uc010doz.2 G R 136 somatic T200 25 33 0.75758 34 25 1.36000
chr20 43926820 43926822 G C nonsynonymous substitution MATN4 uc010zwr.1 A G 420 somatic T190 46 64 0.71875 105 103 1.01942
chr8 118541042 118541044 G C nonsynonymous substitution MED30 uc011lib.1 V L 111 somatic T189 33 44 0.75000 27 57 0.47368
chr12 58174259 58174261 G C nonsynonymous substitution METTL21B uc001sqg.2 R T 171 somatic T187 22 35 0.62857 135 67 2.01493
chr12 56075838 56075840 C T nonsynonymous substitution METTL7B uc010spr.1 P S 101 somatic T192 31 41 0.75610 92 50 1.84000
chr2 172188335 172188337 G T nonsynonymous substitution METTL8 uc002ugu.3 S Y 233 somatic T188 94 134 0.70149 162 151 1.07285
chr22 39884318 39884320 G T nonsynonymous substitution MGAT3 uc003axv.3 A S 323 somatic T187 56 78 0.71795 53 49 1.08163
chr5 179225944 179225946 T C nonsynonymous substitution MGAT4B uc003mkr.2 Q Q 457 somatic T191 13 15 0.86667 40 17 2.35294
chr3 158317850 158317852 A G nonsynonymous substitution MLF1 uc003fcc.2 K E 184 somatic T198 40 55 0.72727 123 143 0.86014
chr11 102666322 102666324 C T nonsynonymous substitution MMP1 uc010ruv.1 R H 148 somatic T187 45 69 0.65217 173 63 2.74603
chr3 39543735 39543737 A C nonsynonymous substitution MOBP uc010hht.2 D A 59 somatic T193 39 53 0.73585 153 49 3.12245
chr2 202558610 202558612 T A nonsynonymous substitution MPP4 uc010zhs.1 N Y 23 somatic T200 31 42 0.73810 51 29 1.75862
chr2 55463913 55463915 A C nonsynonymous substitution MTIF2 uc002ryo.2 I S 685 somatic T190 13 22 0.59091 40 68 0.58824
chr1 237054449 237054451 G A nonsynonymous substitution MTR uc010pxx.1 V I 958 somatic T192 49 75 0.65333 66 109 0.60550
chr12 56553400 56553402 G A nonsynonymous substitution MYL6 uc001sjx.1 R Q 21 somatic T190 83 117 0.70940 284 134 2.11940
chr19 8595451 8595453 G T nonsynonymous substitution MYO1F uc002mkg.2 F L 683 somatic T191 78 110 0.70909 154 127 1.21260
chr13 33091963 33091965 C T nonsynonymous substitution N4BP2L2 uc001uuk.3 R H 576 somatic T191 43 59 0.72881 116 26 4.46154
chr18 10548361 10548363 C G nonsynonymous substitution NAPG uc002kon.2 R G 218 somatic T192 49 68 0.72059 42 130 0.32308
chr17 72767878 72767880 G A nonsynonymous substitution NAT9 uc002jlq.2 S L 203 somatic T190 57 80 0.71250 24 62 0.38710
chr11 20075647 20075649 C G nonsynonymous substitution NAV2 uc001mpr.3 R G 1502 somatic T201 37 50 0.74000 103 77 1.33766
chr21 22656580 22656582 G T nonsynonymous substitution NCAM2 uc002yld.1 R S 66 somatic T193 107 152 0.70395 40 111 0.36036
chr5 149922493 149922495 A G nonsynonymous substitution NDST1 uc011dcj.1 Q R 644 somatic T194 78 117 0.66667 129 113 1.14159
chr15 73552617 73552619 G A nonsynonymous substitution NEO1 uc010ukx.1 R H 737 somatic T195 37 50 0.74000 29 62 0.46774
chr17 7224756 7224758 G A nonsynonymous substitution NEURL4 uc002ggb.1 R C 1039 somatic T192 73 103 0.70874 142 137 1.03650
chr20 50179124 50179126 A T nonsynonymous substitution NFATC2 uc010zyx.1 L H 15 somatic T191 46 64 0.71875 13 63 0.20635
chrX 5821294 5821296 T C nonsynonymous substitution NLGN4X,NLGN4Y uc004crp.2 H R 495 somatic T188 57 80 0.71250 132 93 1.41935
chr15 85200467 85200469 C T nonsynonymous substitution NMB uc002bkz.2 G E 90 somatic T189 76 107 0.71028 154 200 0.77000
chrX 30327153 30327155 G C nonsynonymous substitution NR0B1 uc004dcf.3 C W 109 somatic T188 24 31 0.77419 19 18 1.05556
chr1 115256528 115256530 T C nonsynonymous substitution NRAS uc009wgu.2 Q R 61 somatic T188 62 87 0.71264 49 69 0.71014
chr10 33469064 33469066 A T nonsynonymous substitution NRP1 uc001iwy.3 V E 897 somatic T194 88 124 0.70968 25 125 0.20000
chr11 64375239 64375241 G A nonsynonymous substitution NRXN2 uc001oas.2 R C 1453 somatic T193 29 38 0.76316 12 36 0.33333
chr10 12219893 12219895 C T nonsynonymous substitution NUDT5 uc001ilk.2 A T 63 somatic T188 47 65 0.72308 38 49 0.77551
chr19 50412920 50412922 G T nonsynonymous substitution NUP62 uc002pra.2 F L 48 somatic T191 91 129 0.70543 67 101 0.66337
chr11 78433817 78433819 G A nonsynonymous substitution ODZ4 uc001ozl.3 P L 1232 somatic T190 77 108 0.71296 24 83 0.28916
chr3 31712336 31712338 G A nonsynonymous substitution OSBPL10 uc003ceu.1 A V 379 somatic T195 48 66 0.72727 40 75 0.53333
chr12 29630371 29630373 G T nonsynonymous substitution OVCH1 uc001rix.1 A E 383 somatic T191 121 180 0.67222 24 200 0.12000
chr1 17586214 17586216 G T nonsynonymous substitution PADI3 uc001bai.2 V F 79 somatic T189 81 115 0.70435 22 145 0.15172
chr19 39597635 39597637 G T nonsynonymous substitution PAPL uc002oki.2 S I 388 somatic T194 15 18 0.83333 88 27 3.25926
chr19 39591470 39591472 G C nonsynonymous substitution PAPL uc010egl.2 A P 221 somatic T192 41 56 0.73214 42 50 0.84000
chr2 223086057 223086059 T A nonsynonymous substitution PAX3 uc002vmv.1 N Y 281 somatic T191 68 96 0.70833 18 63 0.28571
chr1 19062254 19062256 T A nonsynonymous substitution PAX7 uc001bay.2 S T 429 somatic T192 29 38 0.76316 146 40 3.65000
chr21 47360048 47360050 C T nonsynonymous substitution PCBP3 uc002zhs.1 R C 313 somatic T191 57 80 0.71250 91 66 1.37879
chr7 82579681 82579683 T G nonsynonymous substitution PCLO uc010lec.2 K Q 373 somatic T198 89 126 0.70635 34 200 0.17000
chrX 24580432 24580434 C G nonsynonymous substitution PCYT1B uc004dbj.2 E Q 345 somatic T193 66 92 0.71739 13 72 0.18056
chr1 186415604 186415606 G T nonsynonymous substitution PDC uc001grz.2 P T 4 somatic T187 35 48 0.72917 48 63 0.76190
chr2 216931159 216931161 G C nonsynonymous substitution PECR uc002vfu.1 T R 88 somatic T198 34 46 0.73913 369 163 2.26380
chr19 33902606 33902608 G C nonsynonymous substitution PEPD uc010xrs.1 N K 199 somatic T187 71 100 0.71000 18 128 0.14063
chr2 239159230 239159232 G A nonsynonymous substitution PER2 uc002vyc.2 A V 1143 somatic T191 36 56 0.64286 39 47 0.82979
chr6 33382602 33382604 C G nonsynonymous substitution PHF1 uc003oei.2 T S 349 somatic T199 16 20 0.80000 121 66 1.83333
chr8 75737632 75737634 C T nonsynonymous substitution PI15 uc003yal.2 S L 50 somatic T194 54 82 0.65854 115 68 1.69118
chr16 88788727 88788729 C G nonsynonymous substitution PIEZO1 uc002flr.3 R P 1186 somatic T191 56 78 0.71795 12 65 0.18462
chrX 15344141 15344143 G T nonsynonymous substitution PIGA uc011miq.1 P T 14 somatic T196 37 58 0.63793 35 31 1.12903
chr20 33169448 33169450 G C nonsynonymous substitution PIGU uc010zul.1 I M 318 somatic T200 23 30 0.76667 75 75 1.00000
chr3 178952084 178952086 A T nonsynonymous substitution PIK3CA uc003fjk.2 H L 1047 somatic T192 42 58 0.72414 43 63 0.68254
chr3 178952087 178952089 A G nonsynonymous substitution PIK3CA uc003fjk.2 H R 1048 somatic T191 52 72 0.72222 306 109 2.80734
chr3 178916875 178916877 G A nonsynonymous substitution PIK3CA uc003fjk.2 R Q 88 somatic T198 59 83 0.71084 189 200 0.94500
chr1 151214990 151214992 G C nonsynonymous substitution PIP5K1A uc001exk.2 D H 468 somatic T194 44 60 0.73333 154 90 1.71111
chr22 31536161 31536163 G T nonsynonymous substitution PLA2G3 uc003aka.2 A D 60 somatic T187 102 145 0.70345 334 126 2.65079
chr11 16838651 16838653 A G nonsynonymous substitution PLEKHA7 uc001mmo.2 W R 521 somatic T190 26 34 0.76471 91 21 4.33333
chr22 50728584 50728586 G T nonsynonymous substitution PLXNB2 uc003bkv.3 F L 143 somatic T191 89 126 0.70635 281 73 3.84932
chr12 94641760 94641762 T G nonsynonymous substitution PLXNC1 uc001tdc.2 V G 824 somatic T191 57 80 0.71250 156 110 1.41818
chr7 95041006 95041008 G A nonsynonymous substitution PON2 uc003unw.2 S F 64 somatic T191 25 33 0.75758 11 22 0.50000
chrX 82763948 82763950 T C nonsynonymous substitution POU3F4 uc004eeg.2 I T 206 somatic T189 140 200 0.70000 84 200 0.42000
chr5 145719874 145719876 C G nonsynonymous substitution POU4F3 uc003loa.2 I M 295 somatic T189 70 98 0.71429 73 63 1.15873
chr22 46631175 46631177 C A nonsynonymous substitution PPARA uc003bhb.1 L M 436 somatic T199 38 51 0.74510 162 57 2.84211
chr6 150535906 150535908 G T nonsynonymous substitution PPP1R14C uc003qnt.2 D Y 112 somatic T198 48 74 0.64865 154 120 1.28333
chr19 52716325 52716327 G T nonsynonymous substitution PPP2R1A uc010ydk.1 W L 202 somatic T187 54 75 0.72000 26 59 0.44068
chr19 52715970 52715972 C G nonsynonymous substitution PPP2R1A uc010ydk.1 P R 124 somatic T196 73 102 0.71569 40 75 0.53333
chr4 82056439 82056441 C G nonsynonymous substitution PRKG2 uc011ccf.1 D H 129 somatic T198 28 37 0.75676 67 130 0.51538
chr22 18912701 18912703 G A nonsynonymous substitution PRODH uc010grl.2 R W 177 somatic T189 46 63 0.73016 40 46 0.86957
chr6 32118646 32118648 G T nonsynonymous substitution PRRT1 uc003nzt.2 P H 19 somatic T191 15 18 0.83333 17 14 1.21429
chr15 55964738 55964740 G T nonsynonymous substitution PRTG uc002adg.2 Q K 649 somatic T199 54 75 0.72000 218 165 1.32121
chr8 18725491 18725493 G C nonsynonymous substitution PSD3 uc003wza.2 S R 442 somatic T191 66 93 0.70968 286 76 3.76316
chr8 18662288 18662290 G A nonsynonymous substitution PSD3 uc003wyy.2 A V 51 somatic T191 93 132 0.70455 267 78 3.42308
chr8 87081756 87081758 G A nonsynonymous substitution PSKH2 uc011lfy.1 A V 32 somatic T201 10 11 0.90909 10 9 1.11111
chr18 23731881 23731883 A G nonsynonymous substitution PSMA8 uc002kvq.2 K R 103 somatic T192 68 96 0.70833 154 91 1.69231
chr6 32810551 32810553 G A nonsynonymous substitution PSMB8 uc003oce.2 R W 102 somatic T194 31 41 0.75610 62 72 0.86111
chr10 23482743 23482745 A T nonsynonymous substitution PTF1A uc001irp.2 K I 299 somatic T196 36 49 0.73469 15 38 0.39474
chr18 9533740 9533742 T G nonsynonymous substitution RALBP1 uc002koc.2 S A 540 somatic T198 40 55 0.72727 450 132 3.40909
chr9 6014571 6014573 C A nonsynonymous substitution RANBP6 uc003zjr.2 A S 346 somatic T199 15 18 0.83333 76 58 1.31034
chr22 41652230 41652232 C T nonsynonymous substitution RANGAP1 uc011aoz.1 A T 263 somatic T192 105 149 0.70470 126 139 0.90647
chr2 173832032 173832034 T C nonsynonymous substitution RAPGEF4 uc010zeg.1 F L 116 somatic T192 55 77 0.71429 173 78 2.21795
chr20 409639 409641 A G nonsynonymous substitution RBCK1 uc002wdr.3 I V 282 somatic T187 20 26 0.76923 23 34 0.67647
chr9 125620298 125620300 T C nonsynonymous substitution RC3H2 uc010mwc.1 H R 786 somatic T194 92 131 0.70229 121 102 1.18627
chr7 103180740 103180742 A C nonsynonymous substitution RELN uc010liz.2 L R 2278 somatic T192 83 117 0.70940 134 127 1.05512
chr5 63905055 63905057 C G nonsynonymous substitution RGS7BP uc003jtj.2 L V 251 somatic T190 70 105 0.66667 218 84 2.59524
chr5 63905068 63905070 T G nonsynonymous substitution RGS7BP uc003jtj.2 I S 255 somatic T190 73 117 0.62393 247 93 2.65591
chr1 155870335 155870337 C T nonsynonymous substitution RIT1 uc001fmh.1 R H 168 somatic T194 19 32 0.59375 104 54 1.92593
chr3 49738959 49738961 C G nonsynonymous substitution RNF123 uc010hky.1 I M 100 somatic T196 72 101 0.71287 171 87 1.96552
chr17 78262477 78262479 G A nonsynonymous substitution RNF213 uc002jyg.1 G E 17 somatic T199 26 34 0.76471 163 78 2.08974
chr11 498891 498893 A G nonsynonymous substitution RNH1 uc001lpr.1 L P 219 somatic T194 61 92 0.66304 185 103 1.79612
chr3 123699321 123699323 G T nonsynonymous substitution ROPN1 uc003eha.2 Q K 3 somatic T193 73 103 0.70874 80 119 0.67227
chrX 46713033 46713035 G T nonsynonymous substitution RP2 uc004dgw.3 D Y 76 somatic T189 72 109 0.66055 44 98 0.44898
chrX 96140068 96140070 C T nonsynonymous substitution RPA4 uc004efv.3 R W 254 somatic T189 111 173 0.64162 156 175 0.89143
chrX 20212373 20212375 T A nonsynonymous substitution RPS6KA3 uc011mjm.1 E V 112 somatic T201 11 13 0.84615 31 9 3.44444
chrX 20183110 20183112 A G nonsynonymous substitution RPS6KA3 uc011mjm.1 I T 529 somatic T189 46 64 0.71875 104 69 1.50725
chr1 152127731 152127733 T C nonsynonymous substitution RPTN uc001ezs.1 R G 615 somatic T191 135 200 0.67500 323 200 1.61500
chr2 7030442 7030444 A T nonsynonymous substitution RSAD2 uc002qyp.1 E V 292 somatic T200 26 34 0.76471 59 55 1.07273
chr1 114354571 114354573 C G nonsynonymous substitution RSBN1 uc001edq.2 G R 155 somatic T189 10 11 0.90909 10 9 1.11111
chr11 77378379 77378381 A T nonsynonymous substitution RSF1 uc001oyn.2 I N 1303 somatic T196 130 200 0.65000 650 163 3.98773
chr1 155291694 155291696 G A nonsynonymous substitution RUSC1 uc001fkj.2 G E 44 somatic T201 36 56 0.64286 558 200 2.79000
chr1 101705305 101705307 A C nonsynonymous substitution S1PR1 uc001dud.2 K Q 256 somatic T192 85 128 0.66406 221 182 1.21429
chr18 76757163 76757165 G A nonsynonymous substitution SALL3 uc010dra.2 A T 784 somatic T193 29 38 0.76316 92 72 1.27778
chr12 108920254 108920256 G A nonsynonymous substitution SART3 uc001tmy.1 A V 190 somatic T194 42 57 0.73684 78 49 1.59184
chr3 38739453 38739455 G T nonsynonymous substitution SCN10A uc003ciq.2 P T 1753 somatic T193 63 96 0.65625 190 74 2.56757
chr19 4556037 4556039 C T nonsynonymous substitution SEMA6B uc010duc.1 G S 145 somatic T189 116 165 0.70303 50 111 0.45045
chr1 168204406 168204408 C T nonsynonymous substitution SFT2D2 uc001gfi.3 T I 102 somatic T201 42 57 0.73684 124 149 0.83221
chr19 52033106 52033108 C T nonsynonymous substitution SIGLEC6 uc002pwz.2 A T 279 somatic T194 66 93 0.70968 274 112 2.44643
chr11 62760940 62760942 G A nonsynonymous substitution SLC22A8 uc001nwp.2 T I 495 somatic T195 48 66 0.72727 43 71 0.60563
chr1 9642460 9642462 G A nonsynonymous substitution SLC25A33 uc001apw.2 G R 290 somatic T200 49 68 0.72059 146 102 1.43137
chr5 110074842 110074844 G T nonsynonymous substitution SLC25A46 uc003koz.2 G V 8 somatic T201 13 15 0.86667 36 29 1.24138
chr7 103061207 103061209 G C nonsynonymous substitution SLC26A5 uc003vbx.2 T R 90 somatic T201 23 30 0.76667 179 54 3.31481
chr1 153751293 153751295 G T nonsynonymous substitution SLC27A3 uc001fcz.2 G W 574 somatic T192 68 96 0.70833 66 95 0.69474
chr17 79225160 79225162 C G nonsynonymous substitution SLC38A10 uc002kab.2 E Q 733 somatic T199 13 15 0.86667 84 61 1.37705
chr17 28545927 28545929 G T nonsynonymous substitution SLC6A4 uc002hey.3 T N 122 somatic T198 23 30 0.76667 21 74 0.28378
chr5 484736 484738 C T nonsynonymous substitution SLC9A3 uc003jbe.2 R H 277 somatic T192 42 72 0.58333 23 121 0.19008
chrX 53439106 53439108 C A nonsynonymous substitution SMC1A uc011moe.1 K N 295 somatic T191 140 200 0.70000 267 195 1.36923
chr19 44251943 44251945 C G nonsynonymous substitution SMG9 uc002oxk.2 V L 111 somatic T194 42 58 0.72414 23 99 0.23232
chr8 101629879 101629881 T A nonsynonymous substitution SNX31 uc011lhb.1 I L 35 somatic T191 31 41 0.75610 78 49 1.59184
chr4 7684598 7684600 C A nonsynonymous substitution SORCS2 uc011bwi.1 P T 319 somatic T193 77 109 0.70642 315 140 2.25000
chr13 113030765 113030767 G A nonsynonymous substitution SPACA7 uc001vsd.1 E K 23 somatic T190 58 81 0.71605 66 58 1.13793
chr1 48860988 48860990 C A nonsynonymous substitution SPATA6 uc001crr.1 G V 273 somatic T193 81 115 0.70435 152 93 1.63441
chr1 16258526 16258528 G A nonsynonymous substitution SPEN uc001axk.1 R K 1931 somatic T191 102 145 0.70345 20 97 0.20619
chr2 228882997 228882999 C T nonsynonymous substitution SPHKAP uc010zlx.1 E K 858 somatic T192 60 84 0.71429 144 90 1.60000
chr14 35480809 35480811 G A nonsynonymous substitution SRP54 uc010tpp.1 R H 145 somatic T188 28 37 0.75676 58 27 2.14815
chr12 109186578 109186580 C T nonsynonymous substitution SSH1 uc001tnn.3 R H 459 somatic T189 108 154 0.70130 96 138 0.69565
chr12 104064479 104064481 G C nonsynonymous substitution STAB2 uc001tjw.2 D H 756 somatic T191 41 56 0.73214 55 60 0.91667
chrX 123176463 123176465 T A nonsynonymous substitution STAG2 uc004etz.3 I K 144 somatic T192 44 61 0.72131 69 54 1.27778
chr2 191927494 191927496 A G nonsynonymous substitution STAT4 uc002uso.2 F L 312 somatic T199 18 23 0.78261 61 58 1.05172
chr8 74526130 74526132 C G nonsynonymous substitution STAU2 uc010lzk.2 E Q 215 somatic T191 51 70 0.72857 162 86 1.88372
chr7 134925419 134925421 C G nonsynonymous substitution STRA8 uc011kpx.1 N K 70 somatic T192 42 57 0.73684 47 58 0.81034
chr2 108881303 108881305 G C nonsynonymous substitution SULT1C3 uc010ywo.1 K N 215 somatic T192 24 31 0.77419 51 30 1.70000
chrX 70612509 70612511 C T nonsynonymous substitution TAF1 uc004dzu.3 T M 957 somatic T198 68 95 0.71579 613 200 3.06500
chrX 70618550 70618552 G C nonsynonymous substitution TAF1 uc004dzu.3 K N 1249 somatic T196 87 130 0.66923 149 113 1.31858
chr9 32632451 32632453 C A nonsynonymous substitution TAF1L uc003zrg.1 W C 1042 somatic T191 140 200 0.70000 408 200 2.04000
chr3 111730630 111730632 A C nonsynonymous substitution TAGLN3 uc003dyo.2 Q P 126 somatic T198 54 75 0.72000 39 200 0.19500
chr17 61498101 61498103 C T nonsynonymous substitution TANC2 uc002jao.3 R W 698 somatic T194 65 91 0.71429 70 74 0.94595
chr11 67177120 67177122 G A nonsynonymous substitution TBC1D10C uc001ola.2 G S 413 somatic T196 24 32 0.75000 36 37 0.97297
chr10 96281823 96281825 G C nonsynonymous substitution TBC1D12 uc001kjr.2 R P 625 somatic T196 82 116 0.70690 120 125 0.96000
chrX 106084055 106084057 C T nonsynonymous substitution TBC1D8B uc004emo.2 A V 554 somatic T196 61 92 0.66304 100 103 0.97087
chrX 13681120 13681122 A C nonsynonymous substitution TCEANC uc010neg.1 E A 195 somatic T192 70 98 0.71429 135 96 1.40625
chr10 133106645 133106647 A T nonsynonymous substitution TCERG1L uc001lkp.2 F L 166 somatic T201 18 23 0.78261 64 76 0.84211
chr1 179659905 179659907 G A nonsynonymous substitution TDRD5 uc010pnp.1 R H 979 somatic T191 60 84 0.71429 169 98 1.72449
chr2 137990573 137990575 C T nonsynonymous substitution THSD7B uc002tvb.2 S F 533 somatic T191 86 121 0.71074 90 140 0.64286
chr10 121341458 121341460 C G nonsynonymous substitution TIAL1 uc001lej.1 A P 133 somatic T198 35 47 0.74468 160 96 1.66667
chr4 164394563 164394565 A C nonsynonymous substitution TKTL2 uc003iqp.3 L W 108 somatic T201 22 29 0.75862 89 98 0.90816
chr12 125834632 125834634 T C nonsynonymous substitution TMEM132B uc001uhe.1 C R 230 somatic T189 87 123 0.70732 210 110 1.90909
chr16 425365 425367 T A nonsynonymous substitution TMEM8A uc002cgu.3 T S 432 somatic T192 135 200 0.67500 409 169 2.42012
chr21 43796669 43796671 C T nonsynonymous substitution TMPRSS3 uc002zbb.2 G S 392 somatic T192 57 87 0.65517 156 66 2.36364
chr22 40658140 40658142 G A nonsynonymous substitution TNRC6B uc003ayn.3 G R 141 somatic T192 39 53 0.73585 23 41 0.56098
chr17 7578406 7578408 G C nonsynonymous substitution TP53 uc010vug.1 R G 136 somatic T199 22 29 0.75862 72 123 0.58537
chr17 7577537 7577539 C T nonsynonymous substitution TP53 uc002gih.2 R Q 248 somatic T200 20 25 0.80000 106 44 2.40909
chr17 7578189 7578191 T C nonsynonymous substitution TP53 uc010vug.1 Y C 181 somatic T190 32 43 0.74419 85 38 2.23684
chr17 7577538 7577540 G A nonsynonymous substitution TP53 uc002gih.2 R W 248 somatic T192 42 58 0.72414 161 58 2.77586
chr17 7577555 7577557 C A nonsynonymous substitution TP53 uc002gih.2 C F 242 somatic T191 54 75 0.72000 226 66 3.42424
chr17 7577537 7577539 C T nonsynonymous substitution TP53 uc002gih.2 R Q 248 somatic T189 51 71 0.71831 163 48 3.39583
chr17 7578402 7578404 C T nonsynonymous substitution TP53 uc010vug.1 C Y 137 somatic T187 63 88 0.71591 247 72 3.43056



chr17 7577119 7577121 C T nonsynonymous substitution TP53 uc002gih.2 R H 273 somatic T196 114 163 0.69939 431 105 4.10476
chr17 7577120 7577122 G A nonsynonymous substitution TP53 uc002gih.2 R C 273 somatic T195 117 174 0.67241 129 91 1.41758
chr17 7577120 7577122 G A nonsynonymous substitution TP53 uc002gih.2 R C 273 somatic T194 92 137 0.67153 525 128 4.10156
chr17 7578234 7578236 T C nonsynonymous substitution TP53 uc010vug.1 Y C 166 somatic T201 19 32 0.59375 451 93 4.84946
chr20 44006836 44006838 C T nonsynonymous substitution TP53TG5 uc002xny.2 V I 14 somatic T190 29 39 0.74359 105 68 1.54412
chr20 376857 376859 G C nonsynonymous substitution TRIB3 uc002wdn.2 E Q 228 somatic T194 21 27 0.77778 15 39 0.38462
chrX 54949437 54949439 G C nonsynonymous substitution TRO uc004dts.2 G A 158 somatic T191 140 200 0.70000 359 200 1.79500
chr16 67857597 67857599 A G nonsynonymous substitution TSNAXIP1 uc002euj.2 K E 99 somatic T193 94 133 0.70677 315 89 3.53933
chr12 71533507 71533509 G T nonsynonymous substitution TSPAN8 uc001swj.1 R S 82 somatic T196 36 49 0.73469 180 74 2.43243
chr2 179411226 179411228 G A nonsynonymous substitution TTN uc010zfj.1 P S 22542 somatic T192 29 38 0.76316 12 36 0.33333
chr2 179442851 179442853 G A nonsynonymous substitution TTN uc010zfj.1 P L 13728 somatic T188 65 91 0.71429 143 99 1.44444
chr9 12695655 12695657 C G nonsynonymous substitution TYRP1 uc003zkv.3 T R 176 somatic T201 30 40 0.75000 32 79 0.40506
chrX 47072220 47072222 C T nonsynonymous substitution UBA1 uc004dhj.3 R W 869 somatic T194 102 145 0.70345 247 100 2.47000
chr1 154223617 154223619 T G nonsynonymous substitution UBAP2L uc010pen.1 S A 353 somatic T189 100 150 0.66667 182 144 1.26389
chrX 118716567 118716569 A G nonsynonymous substitution UBE2A uc004erp.2 I V 12 somatic T189 53 74 0.71622 146 88 1.65909
chr21 43541282 43541284 G A nonsynonymous substitution UMODL1 uc002zag.1 E K 1054 somatic T194 56 85 0.65882 317 100 3.17000
chr19 17758091 17758093 C T nonsynonymous substitution UNC13A uc002nhd.2 A T 763 somatic T190 19 31 0.61290 16 23 0.69565
chr10 12006047 12006049 A T nonsynonymous substitution UPF2 uc009xiz.1 F Y 715 somatic T191 70 113 0.61947 311 101 3.07921
chr1 215960115 215960117 A C nonsynonymous substitution USH2A uc001hku.1 I R 3428 somatic T201 44 61 0.72131 74 135 0.54815
chr2 219362865 219362867 C T nonsynonymous substitution USP37 uc002vif.2 G E 347 somatic T199 14 17 0.82353 38 56 0.67857
chr1 22050468 22050470 T A nonsynonymous substitution USP48 uc001bfa.2 I L 63 somatic T189 25 33 0.75758 45 46 0.97826
chr15 50785010 50785012 G T nonsynonymous substitution USP8 uc001zyn.3 G V 783 somatic T194 44 75 0.58667 58 56 1.03571
chr13 31205316 31205318 G A nonsynonymous substitution USPL1 uc001utc.2 D N 192 somatic T201 59 83 0.71084 214 170 1.25882
chr6 145021289 145021291 T C nonsynonymous substitution UTRN uc003qkt.2 W R 2574 somatic T191 58 81 0.71605 200 75 2.66667
chr6 133078658 133078660 T G nonsynonymous substitution VNN2 uc010kgb.2 E D 80 somatic T195 38 52 0.73077 22 64 0.34375
chrX 107319438 107319440 C T nonsynonymous substitution VSIG1 uc004eno.2 A V 274 somatic T188 43 59 0.72881 82 42 1.95238
chr12 14941944 14941946 G C nonsynonymous substitution WBP11 uc001rci.2 L V 478 somatic T191 39 53 0.73585 71 30 2.36667
chr4 85711009 85711011 C T nonsynonymous substitution WDFY3 uc003hpd.2 A T 1180 somatic T199 42 58 0.72414 144 69 2.08696
chr19 12781084 12781086 C T nonsynonymous substitution WDR83 uc010dyw.2 R W 106 somatic T191 79 111 0.71171 232 151 1.53642
chr7 141424954 141424956 G A nonsynonymous substitution WEE2 uc003vwn.2 V I 451 somatic T190 64 97 0.65979 88 99 0.88889
chr1 3563276 3563278 A T nonsynonymous substitution WRAP73 uc001ako.2 C S 98 somatic T191 64 90 0.71111 16 66 0.24242
chr19 34984522 34984524 C G nonsynonymous substitution WTIP uc002nvm.2 H D 343 somatic T191 82 116 0.70690 217 100 2.17000
chr8 87414377 87414379 C G nonsynonymous substitution WWP1 uc003ydt.2 P A 224 somatic T192 37 50 0.74000 37 101 0.36634
chrX 100169433 100169435 T G nonsynonymous substitution XKRX uc004egn.2 N H 415 somatic T192 64 90 0.71111 45 75 0.60000
chr17 7193657 7193659 C T nonsynonymous substitution YBX2 uc002gfq.2 R Q 219 somatic T196 13 15 0.86667 28 19 1.47368
chr8 64099052 64099054 C T nonsynonymous substitution YTHDF3 uc003xva.2 L F 106 somatic T191 140 200 0.70000 313 200 1.56500
chr17 74078117 74078119 C A nonsynonymous substitution ZACN uc002jqn.2 H N 346 somatic T192 56 78 0.71795 141 88 1.60227
chr22 50278859 50278861 G A nonsynonymous substitution ZBED4 uc003bix.2 G D 517 somatic T188 54 75 0.72000 27 64 0.42188
chr1 154987526 154987528 C G nonsynonymous substitution ZBTB7B uc001fgj.3 P A 165 somatic T190 79 111 0.71171 33 121 0.27273
chrX 64722039 64722041 C T nonsynonymous substitution ZC3H12B uc010nko.2 R C 477 somatic T199 43 59 0.72881 324 199 1.62814
chr8 144589969 144589971 G A nonsynonymous substitution ZC3H3 uc003yyd.2 P L 554 somatic T187 55 77 0.71429 530 160 3.31250
chr11 57466339 57466341 G T nonsynonymous substitution ZDHHC5 uc001nky.1 D Y 425 somatic T192 115 164 0.70122 207 195 1.06154
chrX 152685774 152685776 G A nonsynonymous substitution ZFP92 uc011myo.1 A T 84 somatic T188 69 97 0.71134 92 93 0.98925
chr8 106431419 106431421 A G nonsynonymous substitution ZFPM2 uc003ymd.2 E G 30 somatic T187 33 45 0.73333 25 67 0.37313
chrX 24190868 24190870 G A nonsynonymous substitution ZFX uc011mjv.1 D N 4 somatic T198 48 66 0.72727 132 101 1.30693
chr8 124267491 124267493 G C nonsynonymous substitution ZHX1 uc003yqf.2 S C 232 somatic T192 83 118 0.70339 39 200 0.19500
chr7 64439701 64439703 A G nonsynonymous substitution ZNF117 uc003ttr.2 C R 83 somatic T194 76 107 0.71028 27 145 0.18621
chr20 57766914 57766916 G A nonsynonymous substitution ZNF831 uc002yan.2 D N 281 somatic T187 32 43 0.74419 23 56 0.41071
chrX 57935698 57935700 C G nonsynonymous substitution ZXDA uc004dve.2 E Q 386 somatic T196 140 200 0.70000 268 200 1.34000
chr9 101052969 101052971 C T nonsynonymous substitution GABBR2 uc004ays.2 G R 908 somatic T190 105 150 0.70000 36 81 0.44444
chrX 123202414 123202416 A T nonsynonymous substitution STAG2 uc004etz.3 E V 756 somatic T199 27 35 0.77143 28 77 0.36364
chr8 121302005 121302007 G T splicing COL14A1 - - - - germline T193 54 82 0.65854 231 160 1.44375
chr4 190874280 190874282 G T splicing FRG1 - - - - not detected T187 30 55 0.54545 62 87 0.71264
chr4 74702814 74702816 T TT splicing CXCL6 - - - - not evaluated T199 41 56 0.73214 115 184 0.62500
chr18 55989718 55989720 G T splicing NEDD4L - - - - not evaluated T198 24 32 0.75000 12 43 0.27907
chr10 51130590 51130592 A C splicing PARG - - - - not evaluated T200 29 61 0.47541 50 126 0.39683
chr5 132223674 132223676 C T splicing AFF4 - - - - somatic T194 34 53 0.64151 102 73 1.39726
chr2 68804950 68804952 G A splicing APLF - - - - somatic T199 19 24 0.79167 34 55 0.61818
chr5 149786713 149786715 C T splicing CD74 - - - - somatic T199 13 16 0.81250 27 28 0.96429
chr8 139323164 139323166 T A splicing FAM135B - - - - somatic T189 53 73 0.72603 17 86 0.19767
chr9 137806229 137806231 C T splicing FCN1 - - - - somatic T192 40 55 0.72727 166 66 2.51515
chr16 70508242 70508244 G C splicing FUK - - - - somatic T192 42 58 0.72414 73 34 2.14706
chr10 15649830 15649832 C T splicing ITGA8 - - - - somatic T188 26 41 0.63415 18 49 0.36735
chr8 133198336 133198338 C A splicing KCNQ3 - - - - somatic T191 68 102 0.66667 178 157 1.13376
chr21 15554181 15554183 T C splicing LIPI - - - - somatic T189 24 31 0.77419 19 25 0.76000
chr2 44184522 44184524 C T splicing LRPPRC - - - - somatic T196 66 92 0.71739 204 91 2.24176
chr5 109120443 109120445 G A splicing MAN2A1 - - - - somatic T195 40 55 0.72727 33 42 0.78571
chr18 47801344 47801346 A C splicing MBD1 - - - - somatic T198 22 29 0.75862 71 81 0.87654
chrX 70347741 70347743 G A splicing MED12 - - - - somatic T199 15 18 0.83333 39 54 0.72222
chr11 102643575 102643577 A G splicing MMP10 - - - - somatic T192 20 26 0.76923 38 12 3.16667
chr18 10681656 10681658 C T splicing PIEZO2 - - - - somatic T192 14 17 0.82353 54 54 1.00000
chr12 121206862 121206864 C T splicing SPPL3 - - - - somatic T201 18 23 0.78261 196 44 4.45455
chr20 5154303 5154305 A T nonsynonymous nonsense CDS2;CDS2 uc002wls.2 R * 65 not evaluated T192 14 17 0.82353 20 17 1.17647
chr4 126397361 126397363 C T nonsynonymous nonsense FAT4 uc011cgp.1 Q * 2345 not evaluated T198 45 62 0.72581 15 89 0.16854
chr15 72648986 72648988 C T nonsynonymous nonsense HEXA uc010ukn.1 W * 86 not evaluated T191 96 143 0.67133 25 118 0.21186
chr4 120986898 120986900 C A nonsynonymous nonsense MAD2L1 uc003idl.2 G * 50 not evaluated T190 22 28 0.78571 20 31 0.64516
chr6 47763031 47763033 G A nonsynonymous nonsense OPN5 uc003ozc.2 W * 163 not evaluated T199 13 15 0.86667 20 75 0.26667
chr9 72939056 72939058 G T nonsynonymous nonsense SMC5 uc004ahr.2 E * 799 not evaluated T191 23 30 0.76667 23 20 1.15000
chr16 89371679 89371681 G A nonsynonymous nonsense ANKRD11 uc002fmy.1 R * 54 somatic T192 22 29 0.75862 104 40 2.60000
chrX 102004458 102004460 G A nonsynonymous nonsense BHLHB9 uc011mrr.1 W * 179 somatic T201 21 34 0.61765 346 84 4.11905
chr12 51685744 51685746 G C nonsynonymous nonsense BIN2 uc001ryh.2 S * 258 somatic T201 38 52 0.73077 344 97 3.54639
chr16 89715842 89715844 C A nonsynonymous nonsense CHMP1A uc002fnv.2 E * 50 somatic T201 17 21 0.80952 55 74 0.74324
chr3 184102855 184102857 C T nonsynonymous nonsense CHRD uc003foy.2 Q * 180 somatic T188 18 23 0.78261 12 35 0.34286
chr3 1425008 1425010 C T nonsynonymous nonsense CNTN6 uc003bpa.2 Q * 812 somatic T187 102 145 0.70345 32 93 0.34409
chr7 100281045 100281047 C A nonsynonymous nonsense GIGYF1 uc003uwg.1 E * 692 somatic T194 108 154 0.70130 263 200 1.31500
chr12 6952160 6952162 C T nonsynonymous nonsense GNB3 uc001qrd.2 R * 42 somatic T192 118 169 0.69822 379 185 2.04865
chr6 26197222 26197224 G A nonsynonymous nonsense HIST1H3D,HIST1H3F uc003ngv.2 Q * 86 somatic T201 37 50 0.74000 149 200 0.74500
chr4 16760866 16760868 C T nonsynonymous nonsense LDB2 uc011bxh.1 W * 50 somatic T198 16 20 0.80000 61 59 1.03390
chr11 3249167 3249169 G A nonsynonymous nonsense MRGPRE uc001lxq.3 R * 287 somatic T189 11 19 0.57895 33 12 2.75000
chr7 158473462 158473464 C A nonsynonymous nonsense NCAPG2 uc010lqu.1 E * 116 somatic T187 31 42 0.73810 41 37 1.10811
chr12 94697805 94697807 C A nonsynonymous nonsense PLXNC1 uc001tdc.2 Y * 1527 somatic T188 45 62 0.72581 42 72 0.58333
chr5 149212977 149212979 G T nonsynonymous nonsense PPARGC1B uc003lrf.2 E * 427 somatic T192 50 69 0.72464 79 84 0.94048
chr5 23524503 23524505 C T nonsynonymous nonsense PRDM9 uc003jgo.2 Q * 338 somatic T193 75 106 0.70755 162 57 2.84211
chr17 66526545 66526547 C T nonsynonymous nonsense PRKAR1A uc002jhh.2 R * 368 somatic T188 64 90 0.71111 152 123 1.23577
chr1 158623112 158623114 G A nonsynonymous nonsense SPTA1 uc001fst.1 R * 1047 somatic T199 27 35 0.77143 64 84 0.76190
chr14 64444718 64444720 G T nonsynonymous nonsense SYNE2 uc001xgm.2 E * 464 somatic T196 27 35 0.77143 75 45 1.66667
chr9 32632452 32632454 C T nonsynonymous nonsense TAF1L uc003zrg.1 W * 1042 somatic T191 140 200 0.70000 313 200 1.56500
chr14 104493079 104493081 G A nonsynonymous nonsense TDRD9 uc001yon.3 W * 767 somatic T196 21 27 0.77778 49 32 1.53125
chr4 166924564 166924566 C T nonsynonymous nonsense TLL1 uc011cjo.1 R * 43 somatic T187 42 57 0.73684 19 62 0.30645
chr9 100361979 100361981 G C nonsynonymous substitution TMOD1 uc004axl.1 * Y 360 not evaluated T196 41 64 0.64063 64 47 1.36170
chr17 74465273 74465275 C T synonymous substitution AANAT uc002jro.2 G G 61 / T193 35 47 0.74468 78 27 2.88889
chr5 156934129 156934131 G T synonymous substitution ADAM19 uc003lww.1 G G 41 / T194 10 26 0.38462 15 31 0.48387
chr7 134800138 134800140 C T synonymous substitution AGBL3 uc011kpw.1 H H 706 / T189 22 29 0.75862 14 18 0.77778
chr9 140079371 140079373 G T synonymous substitution ANAPC2 uc004clq.1 I I 206 / T192 30 40 0.75000 87 35 2.48571
chrX 66765797 66765799 C T synonymous substitution AR uc011mpd.1 A A 270 / T196 64 89 0.71910 214 120 1.78333
chrX 66766061 66766063 G A synonymous substitution AR uc011mpd.1 A A 358 / T191 72 108 0.66667 200 110 1.81818
chr3 153943658 153943660 C G synonymous substitution ARHGEF26 uc011boh.1 V V 650 / T191 42 57 0.73684 67 79 0.84810
chr2 39180328 39180330 C G synonymous substitution ARHGEF33 uc010ynq.1 A A 360 / T192 40 55 0.72727 78 78 1.00000
chr4 106510453 106510455 A C synonymous substitution ARHGEF38 uc003hxu.2 P P 82 / T188 97 137 0.70803 82 101 0.81188
chr3 97506930 97506932 A G synonymous substitution ARL6 uc010hoy.2 L L 149 / T193 25 33 0.75758 21 52 0.40385
chr5 94891026 94891028 G T synonymous substitution ARSK uc003kld.2 A A 15 / T191 16 20 0.80000 11 23 0.47826
chr8 54723762 54723764 G A synonymous substitution ATP6V1H uc011ldv.1 S S 100 / T191 18 23 0.78261 54 26 2.07692
chr12 8048199 8048201 C A synonymous substitution AY455283 uc001qtp.1 V V 36 / T193 107 152 0.70395 125 147 0.85034
chr4 96052444 96052446 C T synonymous substitution BMPR1B uc003htn.3 S S 286 / T200 17 21 0.80952 10 16 0.62500
chr15 40468739 40468741 T A synonymous substitution BUB1B uc001zkx.3 V V 149 / T194 58 81 0.71605 144 62 2.32258
chr14 91636532 91636534 G A synonymous substitution C14orf159 uc001xyw.2 A A 148 / T196 22 29 0.75862 48 27 1.77778
chr17 45452030 45452032 T C synonymous substitution C17orf57 uc002iln.2 S S 357 / T188 56 78 0.71795 35 67 0.52239
chr17 79512780 79512782 G A synonymous substitution C17orf70 uc002kao.1 I I 416 / T192 42 58 0.72414 143 92 1.55435
chr17 263284 263286 C T synonymous substitution C17orf97 uc002frh.2 P P 217 / T190 11 19 0.57895 88 85 1.03529
chr19 54515331 54515333 C T synonymous substitution CACNG6 uc002qcv.2 G G 153 / T191 48 66 0.72727 53 41 1.29268
chr19 13873195 13873197 C T synonymous substitution CCDC130 uc002mxd.1 P P 74 / T194 77 116 0.66379 55 118 0.46610
chr11 64112619 64112621 C T synonymous substitution CCDC88B uc001nzz.1 A A 518 / T199 12 14 0.85714 14 69 0.20290
chr1 1334572 1334574 C A synonymous substitution CCNL2 uc001afj.2 G G 38 / T192 12 14 0.85714 46 23 2.00000
chr7 6852617 6852619 T C synonymous substitution CCZ1B uc011jxd.1 Q Q 134 / T193 18 22 0.81818 69 25 2.76000
chr17 80274178 80274180 A G synonymous substitution CD7 uc010din.2 S S 168 / T192 16 42 0.38095 10 61 0.16393
chr17 45234349 45234351 C T synonymous substitution CDC27 uc002ile.3 Q Q 257 / T187 64 111 0.57658 21 132 0.15909
chr1 22329505 22329507 T C synonymous substitution CELA3A uc001bfl.2 Y Y 18 / T191 56 78 0.71795 116 66 1.75758
chr20 3766398 3766400 G A synonymous substitution CENPB uc002wjk.2 A A 244 / T193 14 17 0.82353 17 28 0.60714
chr14 81259118 81259120 T A synonymous substitution CEP128 uc001xux.2 T T 515 / T194 49 75 0.65333 255 88 2.89773
chr9 14722445 14722447 C T synonymous substitution CER1 uc003zlj.2 Q Q 75 / T196 84 119 0.70588 76 73 1.04110
chr1 196694371 196694373 T G synonymous substitution CFH uc001gtj.3 P P 606 / T198 40 54 0.74074 195 155 1.25806
chr1 196762579 196762581 A G synonymous substitution CFHR3 uc010poy.1 T T 249 / T191 45 62 0.72581 261 53 4.92453
chr1 111773868 111773870 A G synonymous substitution CHI3L2 uc001eao.2 K K 15 / T191 51 71 0.71831 29 105 0.27619
chr8 27320495 27320497 C G synonymous substitution CHRNA2;CHRNA2 uc010lur.2 S S 488 / T191 27 35 0.77143 96 26 3.69231
chr4 78641623 78641625 C A synonymous substitution CNOT6L uc011ccd.1 L L 543 / T194 115 200 0.57500 84 200 0.42000
chr4 78641623 78641625 C A synonymous substitution CNOT6L uc011ccd.1 L L 543 / T187 105 200 0.52500 49 200 0.24500
chr9 140160874 140160876 G A synonymous substitution COBRA1 uc004cmm.3 K K 364 / T191 42 57 0.73684 23 56 0.41071
chr6 33132130 33132132 G A synonymous substitution COL11A2 uc003ocx.1 D D 1661 / T198 30 40 0.75000 151 124 1.21774
chr6 55922613 55922615 T C synonymous substitution COL21A1 uc003pcr.2 K K 262 / T187 22 28 0.78571 19 40 0.47500
chr8 139715560 139715562 C A synonymous substitution COL22A1 uc003yvd.2 G G 849 / T191 73 103 0.70874 47 145 0.32414
chr13 46658472 46658474 A T synonymous substitution CPB2 uc001vax.2 V V 52 / T192 47 65 0.72308 104 39 2.66667
chr1 207796383 207796385 C G synonymous substitution CR1 uc001hfy.2 L L 1991 / T201 16 20 0.80000 21 51 0.41176
chr9 131864813 131864815 C A synonymous substitution CRAT uc004bxk.3 G G 144 / T191 27 35 0.77143 142 50 2.84000
chr1 197411421 197411423 C T synonymous substitution CRB1;CRB1 uc009wza.2 D D 1223 / T195 50 77 0.64935 48 71 0.67606
chr10 99696026 99696028 C T synonymous substitution CRTAC1 uc001kov.2 L L 96 / T196 86 121 0.71074 17 108 0.15741
chr15 75981788 75981790 T A synonymous substitution CSPG4 uc002baw.2 T T 539 / T188 70 200 0.35000 44 200 0.22000
chr10 126678179 126678181 G A synonymous substitution CTBP2 uc001lih.3 H H 415 / T196 45 77 0.58442 25 67 0.37313
chr4 48996693 48996695 C T synonymous substitution CWH43 uc003gyv.2 A A 190 / T191 25 33 0.75758 76 30 2.53333
chr22 32164834 32164836 G A synonymous substitution DEPDC5 uc003alt.2 E E 133 / T199 42 58 0.72414 101 81 1.24691
chr17 7661944 7661946 G T synonymous substitution DNAH2 uc002giu.1 T T 728 / T192 32 43 0.74419 122 71 1.71831
chr10 128821545 128821547 G A synonymous substitution DOCK1 uc001ljt.2 E E 449 / T201 50 69 0.72464 78 128 0.60938
chr5 68931343 68931345 A C synonymous substitution DQ575504 uc010ixl.2 A A 93 / T193 21 27 0.77778 48 28 1.71429
chr5 31495449 31495451 G A synonymous substitution DROSHA uc003jhg.2 N N 566 / T193 28 37 0.75676 71 51 1.39216
chr6 15627703 15627705 C T synonymous substitution DTNBP1 uc010jph.2 L L 62 / T187 79 111 0.71171 150 112 1.33929
chr16 2273655 2273657 G C synonymous substitution E4F1 uc002cpm.2 T T 14 / T196 20 25 0.80000 45 24 1.87500
chr6 74228765 74228767 A G synonymous substitution EEF1A1 uc003phe.2 I I 160 / T201 37 50 0.74000 24 200 0.12000
chr6 74228765 74228767 A G synonymous substitution EEF1A1 uc003phe.2 I I 160 / T199 43 59 0.72881 209 200 1.04500
chr6 74228765 74228767 A G synonymous substitution EEF1A1 uc003phe.2 I I 160 / T196 74 104 0.71154 588 200 2.94000
chr6 74228765 74228767 A G synonymous substitution EEF1A1 uc003phe.2 I I 160 / T192 73 103 0.70874 169 200 0.84500
chr6 74228765 74228767 A G synonymous substitution EEF1A1 uc003phe.2 I I 160 / T195 80 113 0.70796 36 190 0.18947
chr19 16495981 16495983 G A synonymous substitution EPS15L1 uc002ndx.2 F F 735 / T191 108 154 0.70130 179 200 0.89500
chr11 64083317 64083319 G A synonymous substitution ESRRA uc001nzr.1 T T 383 / T201 19 24 0.79167 147 79 1.86076
chr11 64083317 64083319 G A synonymous substitution ESRRA uc001nzr.1 T T 383 / T196 10 18 0.55556 18 20 0.90000
chr19 51856442 51856444 C A synonymous substitution ETFB uc002pwh.2 R R 106 / T199 16 20 0.80000 68 100 0.68000
chrX 68725640 68725642 T G synonymous substitution FAM155B uc004dxk.2 L L 172 / T193 28 37 0.75676 15 24 0.62500
chr3 197894692 197894694 A G synonymous substitution FAM157A uc011bup.1 S S 345 / T196 75 106 0.70755 11 110 0.10000
chr10 88988501 88988503 C T synonymous substitution FAM22A uc001kek.2 L L 289 / T190 21 41 0.51220 28 92 0.30435
chr6 17608518 17608520 T C synonymous substitution FAM8A1 uc003ncc.2 A A 397 / T188 27 57 0.47368 29 91 0.31868
chr4 126372742 126372744 C T synonymous substitution FAT4 uc011cgp.1 G G 1822 / T196 99 140 0.70714 58 157 0.36943
chr1 207134077 207134079 C A synonymous substitution FCAMR uc001hfa.3 L L 381 / T193 99 141 0.70213 95 140 0.67857
chr3 99568377 99568379 G A synonymous substitution FILIP1L uc010hpg.2 H H 474 / T200 75 106 0.70755 186 102 1.82353
chr16 15221650 15221652 A C synonymous substitution FLJ00285 uc002ddi.2 R R 194 / T198 25 33 0.75758 39 200 0.19500
chr16 15221650 15221652 A C synonymous substitution FLJ00285 uc002ddi.2 R R 194 / T189 59 83 0.71084 10 198 0.05051
chr16 15221650 15221652 A C synonymous substitution FLJ00285 uc002ddi.2 R R 194 / T195 70 99 0.70707 37 181 0.20442
chr2 216285486 216285488 G A synonymous substitution FN1 uc002vfh.2 N N 528 / T199 24 32 0.75000 37 108 0.34259
chr6 159687116 159687118 C T synonymous substitution FNDC1;FNDC1 uc010kjv.2 G G 1762 / T190 133 198 0.67172 124 163 0.76074
chr19 52249863 52249865 C T synonymous substitution FPR1 uc002pxq.2 L L 128 / T200 48 67 0.71642 87 57 1.52632
chr9 37745397 37745399 C T synonymous substitution FRMPD1 uc004aah.1 N N 1123 / T189 43 59 0.72881 61 51 1.19608
chrX 12735070 12735072 C T synonymous substitution FRMPD4 uc011mij.1 P P 823 / T194 132 196 0.67347 244 119 2.05042
chr9 79117326 79117328 T G synonymous substitution GCNT1 uc010mpg.2 L L 10 / T199 33 44 0.75000 76 58 1.31034
chr4 80328586 80328588 A G synonymous substitution GK2 uc003hlu.2 C C 256 / T192 56 78 0.71795 137 94 1.45745
chr2 121743957 121743959 G T synonymous substitution GLI2 uc010flp.2 G G 687 / T196 39 53 0.73585 62 64 0.96875
chr15 74365089 74365091 A C synonymous substitution GOLGA6A uc002axa.1 P P 498 / T195 66 100 0.66000 19 120 0.15833
chr6 110301260 110301262 C T synonymous substitution GPR6 uc003ptu.2 L L 316 / T198 74 111 0.66667 278 200 1.39000
chrX 19017219 19017221 A T synonymous substitution GPR64 uc004cyw.2 A A 820 / T199 27 36 0.75000 94 112 0.83929
chr1 37337884 37337886 G A synonymous substitution GRIK3 uc001caz.2 D D 212 / T188 73 102 0.71569 76 109 0.69725
chr5 134679098 134679100 C A synonymous substitution H2AFY uc011cxz.1 L L 96 / T200 15 40 0.37500 14 69 0.20290
chrX 153216923 153216925 C T synonymous substitution HCFC1 uc004fjp.2 P P 1798 / T189 56 78 0.71795 255 110 2.31818
chr7 43483835 43483837 G A synonymous substitution HECW1 uc011kbi.1 L L 355 / T191 64 90 0.71111 227 107 2.12150
chr15 28518125 28518127 G A synonymous substitution HERC2 uc001zbj.2 T T 275 / T193 28 45 0.62222 15 38 0.39474
chr15 28518125 28518127 G A synonymous substitution HERC2 uc001zbj.2 T T 275 / T198 12 21 0.57143 40 68 0.58824
chr15 28518125 28518127 G A synonymous substitution HERC2 uc001zbj.2 T T 275 / T201 10 26 0.38462 14 55 0.25455
chr3 183818417 183818419 G C synonymous substitution HTR3E uc010hxq.2 A A 71 / T196 22 28 0.78571 21 45 0.46667
chr4 8294049 8294051 C T synonymous substitution HTRA3 uc003gla.2 Y Y 302 / T190 89 126 0.70635 48 92 0.52174
chr21 34713331 34713333 G A synonymous substitution IFNAR1 uc011adv.1 L L 7 / T190 44 60 0.73333 11 52 0.21154
chr15 65622152 65622154 C T synonymous substitution IGDCC3 uc002aos.2 T T 636 / T190 67 94 0.71277 25 89 0.28090
chr1 201180242 201180244 A G synonymous substitution IGFN1 uc001gwc.3 L L 2074 / T196 80 200 0.40000 14 200 0.07000
chr1 201180242 201180244 A G synonymous substitution IGFN1 uc001gwc.3 L L 2074 / T198 80 200 0.40000 34 200 0.17000
chr1 201180242 201180244 A G synonymous substitution IGFN1 uc001gwc.3 L L 2074 / T191 75 200 0.37500 24 200 0.12000
chr22 17590595 17590597 T A synonymous substitution IL17RA uc002zly.2 S S 829 / T195 62 87 0.71264 57 72 0.79167
chr7 120604810 120604812 A C synonymous substitution ING3 uc011kns.1 R R 80 / T193 58 81 0.71605 30 68 0.44118
chr3 51864609 51864611 C T synonymous substitution IQCF3 uc010hlx.1 Y Y 86 / T187 62 87 0.71264 34 62 0.54839
chr3 51864558 51864560 G A synonymous substitution IQCF3 uc010hlx.1 T T 69 / T187 67 101 0.66337 45 75 0.60000
chr1 145535743 145535745 C G synonymous substitution ITGA10 uc009wiw.2 P P 501 / T189 92 130 0.70769 16 95 0.16842
chr16 31341841 31341843 C A synonymous substitution ITGAM uc010can.2 L L 470 / T194 140 200 0.70000 393 171 2.29825
chr1 160851812 160851814 C T synonymous substitution ITLN1 uc001fxc.2 G G 113 / T192 65 91 0.71429 46 124 0.37097
chr19 41224101 41224103 C T synonymous substitution ITPKC uc002oot.2 S S 354 / T192 47 65 0.72308 31 51 0.60784
chr8 75227505 75227507 C T synonymous substitution JPH1 uc003yag.1 A A 107 / T196 28 37 0.75676 16 37 0.43243
chr3 124117648 124117650 G A synonymous substitution KALRN uc010hrv.1 L L 757 / T200 25 33 0.75758 76 37 2.05405
chr2 85280327 85280329 A C synonymous substitution KCMF1 uc002sox.3 A A 314 / T191 78 117 0.66667 101 124 0.81452
chr12 49948258 49948260 C T synonymous substitution KCNH3 uc010smj.1 P P 626 / T199 11 12 0.91667 143 70 2.04286
chr8 133198337 133198339 C T synonymous substitution KCNQ3;KCNQ3 uc010mdt.2 L L 159 / T191 70 106 0.66038 164 148 1.10811
chr20 43726320 43726322 C T synonymous substitution KCNS1 uc002xnd.2 S S 364 / T191 109 162 0.67284 338 172 1.96512
chr1 205306559 205306561 G A synonymous substitution KLHDC8A uc001hcf.1 D D 340 / T194 46 64 0.71875 218 106 2.05660
chr12 53343235 53343237 T C synonymous substitution KRT18 uc001sbg.2 S S 93 / T193 43 95 0.45263 29 61 0.47541
chr17 39622066 39622068 G A synonymous substitution KRT32 uc002hwr.2 S S 222 / T189 71 114 0.62281 174 83 2.09639
chr17 39140186 39140188 G T synonymous substitution KRT40 uc010cxh.1 T T 113 / T189 138 198 0.69697 110 183 0.60109
chr12 52885424 52885426 C T synonymous substitution KRT6A uc001sam.2 P P 212 / T193 88 125 0.70400 41 131 0.31298
chr12 52714969 52714971 A G synonymous substitution KRT83 uc001saf.2 F F 50 / T191 35 47 0.74468 14 47 0.29787
chr12 52715005 52715007 G A synonymous substitution KRT83 uc001saf.2 R R 38 / T191 57 79 0.72152 46 88 0.52273
chr19 54754900 54754902 T C synonymous substitution LILRB5 uc010yer.1 A A 578 / T193 52 86 0.60465 53 114 0.46491
chr19 54754888 54754890 T C synonymous substitution LILRB5 uc010yer.1 R R 582 / T193 49 83 0.59036 58 100 0.58000
chrX 27839728 27839730 C A synonymous substitution MAGEB10 uc004dbw.2 A A 102 / T194 138 198 0.69697 64 113 0.56637
chrX 54841940 54841942 T C synonymous substitution MAGED2 uc004dtk.1 T T 549 / T199 15 18 0.83333 34 106 0.32075
chrX 149680391 149680393 C A synonymous substitution MAMLD1 uc011mxu.1 I I 682 / T198 41 56 0.73214 59 84 0.70238
chr11 64567827 64567829 C T synonymous substitution MAP4K2 uc001obh.2 L L 254 / T194 64 97 0.65979 28 180 0.15556
chr6 136704866 136704868 G A synonymous substitution MAP7 uc010kgt.2 P P 215 / T198 45 62 0.72581 135 111 1.21622
chr11 45923980 45923982 C T synonymous substitution MAPK8IP1 uc001nbr.2 S S 221 / T196 28 37 0.75676 134 54 2.48148
chr19 7051428 7051430 C T synonymous substitution MBD3L2 uc010dvf.1 P P 141 / T199 18 23 0.78261 34 112 0.30357
chr16 3304770 3304772 G A synonymous substitution MEFV uc002cun.1 N N 99 / T195 20 26 0.76923 30 17 1.76471
chr1 222818993 222818995 G A synonymous substitution MIA3 uc009xea.1 S S 1028 / T194 18 22 0.81818 53 42 1.26190
chr7 151932922 151932924 G A synonymous substitution MLL3 uc003wla.2 I I 916 / T201 42 57 0.73684 27 130 0.20769
chr12 132334419 132334421 C A synonymous substitution MMP17 uc001ujd.1 L L 342 / T191 18 23 0.78261 13 42 0.30952
chr9 124929181 124929183 A T synonymous substitution MORN5 uc011lyo.1 G G 61 / T192 51 70 0.72857 109 90 1.21111
chr8 17611429 17611431 G C synonymous substitution MTUS1 uc003wxv.2 S S 629 / T200 51 70 0.72857 55 89 0.61798
chr19 56515213 56515215 G A synonymous substitution NLRP5 uc002qmi.2 L L 65 / T190 111 180 0.61667 258 128 2.01563
chr1 200017711 200017713 T C synonymous substitution NR5A2 uc010pph.1 S S 220 / T193 130 200 0.65000 403 200 2.01500
chr8 32621754 32621756 G A synonymous substitution NRG1 uc011lbh.1 T T 429 / T196 99 140 0.70714 164 200 0.82000
chr2 174946665 174946667 C A synonymous substitution OLA1 uc002uii.2 A A 127 / T191 40 55 0.72727 128 56 2.28571
chr22 30662761 30662763 C A synonymous substitution OSM uc003ahb.2 T T 9 / T191 35 48 0.72917 125 38 3.28947
chr1 19027205 19027207 G A synonymous substitution PAX7 uc001bay.2 A A 282 / T190 34 53 0.64151 130 46 2.82609
chr1 33820747 33820749 C T synonymous substitution PHC2 uc009vuh.1 P P 361 / T191 14 17 0.82353 57 28 2.03571
chr1 6680152 6680154 C T synonymous substitution PHF13 uc001aob.3 A A 144 / T188 34 46 0.73913 69 69 1.00000
chr18 10773431 10773433 G A synonymous substitution PIEZO2 uc002kos.1 S S 53 / T190 47 65 0.72308 15 60 0.25000
chr7 106508335 106508337 C T synonymous substitution PIK3CG uc003vdv.3 Y Y 110 / T188 57 80 0.71250 28 70 0.40000
chr3 130447447 130447449 A G synonymous substitution PIK3R4 uc003enj.2 L L 556 / T200 23 30 0.76667 21 23 0.91304
chr7 47924211 47924213 C T synonymous substitution PKD1L1 uc003tny.1 S S 1083 / T188 94 134 0.70149 73 121 0.60331
chr19 14580798 14580800 G A synonymous substitution PKN1;PKN1 uc002myq.2 E E 770 / T200 29 39 0.74359 71 81 0.87654
chr11 64022401 64022403 G A synonymous substitution PLCB3 uc001nzb.2 G G 93 / T187 81 121 0.66942 503 163 3.08589
chr2 219496929 219496931 G A synonymous substitution PLCD4 uc002vij.1 E E 448 / T196 88 124 0.70968 159 141 1.12766
chr19 4511679 4511681 A G synonymous substitution PLIN4 uc002mar.1 D D 750 / T195 85 200 0.42500 39 200 0.19500
chr20 21142996 21142998 C T synonymous substitution PLK1S1 uc010zsi.1 S S 164 / T187 39 61 0.63934 105 75 1.40000
chr19 7607813 7607815 G A synonymous substitution PNPLA6;PNPLA6 uc002mgr.1 E E 471 / T194 36 49 0.73469 70 46 1.52174
chr19 281504 281506 T C synonymous substitution PPAP2C uc002loh.2 R R 271 / T193 46 64 0.71875 20 61 0.32787
chr6 30576558 30576560 C T synonymous substitution PPP1R10 uc003nqn.1 K K 109 / T196 62 94 0.65957 177 115 1.53913
chr12 11506646 11506648 T C synonymous substitution PRB1 uc001qzw.1 Q Q 130 / T190 66 92 0.71739 11 139 0.07914
chr12 11506646 11506648 T C synonymous substitution PRB1 uc001qzw.1 Q Q 130 / T188 96 144 0.66667 24 200 0.12000
chr8 48842496 48842498 T C synonymous substitution PRKDC uc011ldh.1 Q Q 656 / T193 44 68 0.64706 118 63 1.87302
chr7 142459678 142459680 G A synonymous substitution PRSS1 uc003wam.2 E E 25 / T193 96 173 0.55491 34 106 0.32075
chr7 142459678 142459680 G A synonymous substitution PRSS1 uc003wam.2 E E 25 / T198 34 68 0.50000 54 200 0.27000
chr9 139874485 139874487 C A synonymous substitution PTGDS uc004cke.2 G G 140 / T199 24 32 0.75000 188 121 1.55372
chr11 48177377 48177379 G A synonymous substitution PTPRJ uc001ngp.3 S S 1085 / T189 119 170 0.70000 110 126 0.87302
chr12 71092072 71092074 A G synonymous substitution PTPRR uc010str.1 T T 266 / T192 46 64 0.71875 53 106 0.50000
chr8 86574508 86574510 G C synonymous substitution REXO1L1 uc011lfw.1 P P 238 / T201 12 14 0.85714 114 200 0.57000
chr4 3318007 3318009 G A synonymous substitution RGS12 uc003ggw.2 S S 37 / T190 35 48 0.72917 29 40 0.72500
chr6 49604368 49604370 G A synonymous substitution RHAG;RHAG uc003ozk.3 L L 53 / T190 37 50 0.74000 59 55 1.07273
chr8 104933951 104933953 C G synonymous substitution RIMS2 uc003ylw.2 T T 520 / T192 27 35 0.77143 20 96 0.20833
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T189 92 137 0.67153 57 122 0.46721
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T200 37 57 0.64912 100 89 1.12360



chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T188 84 134 0.62687 46 175 0.26286
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T195 82 131 0.62595 62 116 0.53448
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T192 71 121 0.58678 10 140 0.07143
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T194 60 105 0.57143 116 138 0.84058
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T201 36 63 0.57143 179 200 0.89500
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T187 67 123 0.54472 125 183 0.68306
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T190 64 119 0.53782 79 163 0.48466
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T193 63 125 0.50400 34 105 0.32381
chr17 37357492 37357494 C T synonymous substitution RPL19 uc002hrr.1 A A 9 / T200 17 43 0.39535 24 33 0.72727
chr17 37360371 37360373 A G synonymous substitution RPL19 uc002hrr.1 K K 131 / T191 41 114 0.35965 57 137 0.41606
chr1 152127897 152127899 G A synonymous substitution RPTN uc001ezs.1 Y Y 559 / T188 135 200 0.67500 169 200 0.84500
chr18 67753875 67753877 T C synonymous substitution RTTN uc010xfb.1 T T 537 / T199 27 35 0.77143 91 25 3.64000
chr19 39039044 39039046 G A synonymous substitution RYR1 uc002oiv.1 K K 998 / T192 59 83 0.71084 37 86 0.43023
chr19 38986894 38986896 C T synonymous substitution RYR1 uc002oiu.2 L L 2197 / T192 35 55 0.63636 44 47 0.93617
chr7 92735218 92735220 A T synonymous substitution SAMD9 uc003umf.2 A A 64 / T195 53 74 0.71622 16 81 0.19753
chr15 75137924 75137926 A T synonymous substitution SCAMP2 uc002aza.1 I I 98 / T200 15 18 0.83333 37 57 0.64912
chr2 166848903 166848905 C T synonymous substitution SCN1A uc010zcz.1 K K 1616 / T189 140 200 0.70000 44 200 0.22000
chr17 7466794 7466796 G C synonymous substitution SENP3 uc002ghm.2 R R 134 / T199 18 23 0.78261 41 160 0.25625
chr9 135164011 135164013 G T synonymous substitution SETX uc010mzt.2 R R 1664 / T187 46 64 0.71875 61 58 1.05172
chr10 82369197 82369199 G A synonymous substitution SH2D4B uc001kcm.1 P P 39 / T194 36 49 0.73469 62 87 0.71264
chrX 80532535 80532537 A T synonymous substitution SH3BGRL uc010nmn.2 G G 70 / T193 59 83 0.71084 143 55 2.60000
chr16 67984386 67984388 A G synonymous substitution SLC12A4 uc010vkj.1 D D 490 / T198 16 20 0.80000 225 67 3.35821
chr1 9640287 9640289 A G synonymous substitution SLC25A33 uc001apw.2 P P 253 / T200 48 66 0.72727 168 107 1.57009
chr15 85431026 85431028 C T synonymous substitution SLC28A1 uc010upe.1 I I 12 / T201 21 27 0.77778 14 163 0.08589
chr21 34923207 34923209 G A synonymous substitution SON uc002yse.1 A A 557 / T201 27 35 0.77143 92 64 1.43750
chr6 88768443 88768445 A T synonymous substitution SPACA1 uc003pmn.2 P P 126 / T201 40 54 0.74074 72 86 0.83721
chr1 118514658 118514660 A C synonymous substitution SPAG17 uc001ehk.2 S S 2051 / T191 16 19 0.84211 13 20 0.65000
chr1 16260738 16260740 G C synonymous substitution SPEN uc001axk.1 L L 2668 / T191 114 162 0.70370 24 113 0.21239
chr1 16257411 16257413 G A synonymous substitution SPEN uc001axk.1 R R 1559 / T191 140 200 0.70000 69 171 0.40351
chr1 158581170 158581172 G A synonymous substitution SPTA1 uc001fst.1 T T 2381 / T199 31 42 0.73810 72 130 0.55385
chr12 26348755 26348757 C A synonymous substitution SSPN uc001rhf.3 R R 51 / T201 12 14 0.85714 24 33 0.72727
chr20 23017052 23017054 T C synonymous substitution SSTR4 uc002wsr.2 Y Y 311 / T196 59 82 0.71951 27 72 0.37500
chr3 33255472 33255474 C T synonymous substitution SUSD5 uc003cfo.1 Q Q 79 / T192 42 58 0.72414 131 66 1.98485
chr6 170871066 170871068 G A synonymous substitution TBP uc003qxt.2 Q Q 81 / T192 16 42 0.38095 19 54 0.35185
chr16 69390890 69390892 A C synonymous substitution TERF2 uc002exd.2 A A 471 / T199 47 65 0.72308 441 111 3.97297
chrX 104464799 104464801 G A synonymous substitution TEX13A uc004emb.2 H H 94 / T194 99 140 0.70714 205 96 2.13542
chr4 76441987 76441989 C T synonymous substitution THAP6 uc010iiv.2 P P 29 / T189 19 24 0.79167 10 17 0.58824
chr20 23029130 23029132 C T synonymous substitution THBD uc002wss.2 P P 337 / T201 20 26 0.76923 204 126 1.61905
chr10 63195969 63195971 G A synonymous substitution TMEM26 uc001jlo.2 I I 76 / T192 14 17 0.82353 25 16 1.56250
chr1 2491194 2491196 T C synonymous substitution TNFRSF14 uc001ajt.1 A A 249 / T193 12 14 0.85714 17 7 2.42857
chr4 2749465 2749467 G A synonymous substitution TNIP2 uc003gfg.2 T T 161 / T190 140 200 0.70000 174 200 0.87000
chr19 31770422 31770424 G T synonymous substitution TSHZ3 uc002nsy.3 S S 92 / T192 67 94 0.71277 10 82 0.12195
chr2 179604936 179604938 G C synonymous substitution TTN uc010zfj.1 L L 3978 / T198 71 100 0.71000 181 196 0.92347
chr6 139609613 139609615 T C synonymous substitution TXLNB;TXLNB uc011eds.1 L L 141 / T190 26 42 0.61905 11 30 0.36667
chr19 36159555 36159557 G C synonymous substitution UPK1A;UPK1A uc010eeh.2 T T 95 / T191 52 72 0.72222 70 104 0.67308
chr12 109495785 109495787 A C synonymous substitution USP30 uc001tnu.3 L L 52 / T201 20 26 0.76923 82 57 1.43860
chr17 5035573 5035575 C T synonymous substitution USP6 uc002gaw.2 P P 74 / T193 90 142 0.63380 28 194 0.14433
chr17 5035577 5035579 C T synonymous substitution USP6 uc002gaw.2 L L 76 / T193 89 148 0.60135 24 193 0.12435
chr17 5035621 5035623 G A synonymous substitution USP6 uc002gaw.2 G G 90 / T193 92 159 0.57862 41 182 0.22527
chrX 154456697 154456699 G A synonymous substitution VBP1 uc004fnd.2 L L 69 / T194 29 39 0.74359 14 26 0.53846
chr9 35057203 35057205 G A synonymous substitution VCP uc003zvy.2 N N 777 / T201 57 80 0.71250 144 200 0.72000
chr3 10191549 10191551 C T synonymous substitution VHL uc003bvd.2 V V 140 / T189 140 200 0.70000 84 200 0.42000
chr4 177032838 177032840 T A synonymous substitution WDR17 uc003iul.1 A A 36 / T192 29 38 0.76316 75 38 1.97368
chr12 108603933 108603935 G A synonymous substitution WSCD2 uc001tms.2 E E 178 / T195 57 79 0.72152 61 103 0.59223
chrX 21874772 21874774 G A synonymous substitution YY2 uc011mjp.1 P P 57 / T189 35 54 0.64815 80 45 1.77778
chr3 195936342 195936344 C G synonymous substitution ZDHHC19 uc003fwc.2 V V 104 / T199 12 14 0.85714 83 157 0.52866
chr10 31134027 31134029 C T synonymous substitution ZNF438 uc010qdz.1 E E 783 / T189 74 104 0.71154 81 110 0.73636
chr5 179071943 179071945 A C synonymous substitution C5orf60 uc003mki.2 G G 26 / T190 50 200 0.25000 71 132 0.53788
chr7 48965059 48965061 C T synonymous substitution CDC14C uc010kyv.1 A A 264 / T198 35 200 0.17500 164 200 0.82000
chr19 49538881 49538883 A T synonymous substitution CGB1 uc002plx.2 R R 151 / T190 12 57 0.21053 27 58 0.46552
chr10 126678188 126678190 T C synonymous substitution CTBP2 uc001lih.3 P P 412 / T187 24 75 0.32000 17 94 0.18085
chr10 126682458 126682460 C A synonymous substitution CTBP2 uc001lih.3 G G 292 / T191 20 69 0.28986 16 95 0.16842
chr10 126678188 126678190 T C synonymous substitution CTBP2 uc001lih.3 P P 412 / T193 18 66 0.27273 15 75 0.20000
chr10 126682458 126682460 C A synonymous substitution CTBP2 uc001lih.3 G G 292 / T189 12 65 0.18462 14 54 0.25926
chr10 126678188 126678190 T C synonymous substitution CTBP2 uc001lih.3 P P 412 / T196 12 72 0.16667 12 57 0.21053
chr10 126682458 126682460 C A synonymous substitution CTBP2 uc001lih.3 G G 292 / T194 10 62 0.16129 27 93 0.29032
chr9 84606173 84606175 A G synonymous substitution FAM75D1 uc004amn.2 E E 263 / T198 25 200 0.12500 104 200 0.52000
chr9 84606173 84606175 A G synonymous substitution FAM75D1 uc004amn.2 E E 263 / T190 10 200 0.05000 39 200 0.19500
chr6 17608518 17608520 T C synonymous substitution FAM8A1 uc003ncc.2 A A 397 / T198 20 69 0.28986 82 188 0.43617
chr6 17608518 17608520 T C synonymous substitution FAM8A1 uc003ncc.2 A A 397 / T189 11 85 0.12941 51 102 0.50000
chr1 152187027 152187029 A G synonymous substitution HRNR uc001ezt.1 S S 2359 / T193 30 171 0.17544 14 200 0.07000
chr1 201178679 201178681 A G synonymous substitution IGFN1 uc001gwc.3 G G 1553 / T201 55 200 0.27500 15 200 0.07500
chr1 201178835 201178837 C T synonymous substitution IGFN1 uc001gwc.3 D D 1605 / T201 65 200 0.32500 39 200 0.19500
chr1 201178835 201178837 C T synonymous substitution IGFN1 uc001gwc.3 D D 1605 / T187 55 200 0.27500 74 200 0.37000
chr1 201178835 201178837 C T synonymous substitution IGFN1 uc001gwc.3 D D 1605 / T196 40 200 0.20000 29 200 0.14500
chr1 201180242 201180244 A G synonymous substitution IGFN1 uc001gwc.3 L L 2074 / T192 60 200 0.30000 34 200 0.17000
chr1 201180242 201180244 A G synonymous substitution IGFN1 uc001gwc.3 L L 2074 / T195 40 200 0.20000 59 200 0.29500
chr1 201180488 201180490 T C synonymous substitution IGFN1 uc001gwc.3 S S 2156 / T199 30 200 0.15000 54 200 0.27000
chr19 4511679 4511681 A G synonymous substitution PLIN4 uc002mar.1 D D 750 / T192 50 200 0.25000 24 200 0.12000
chr19 4511673 4511675 C T synonymous substitution PLIN4 uc002mar.1 V V 752 / T199 15 134 0.11194 75 200 0.37500
chr1 12919580 12919582 T C synonymous substitution PRAMEF2 uc001aum.1 D D 107 / T199 19 97 0.19588 39 200 0.19500
chr12 11506463 11506465 C T synonymous substitution PRB1 uc001qzw.1 Q Q 190 / T189 20 105 0.19048 44 164 0.26829
chr7 142459678 142459680 G A synonymous substitution PRSS1 uc003wam.2 E E 25 / T190 39 170 0.22941 109 200 0.54500
chr7 142459678 142459680 G A synonymous substitution PRSS1 uc003wam.2 E E 25 / T189 31 136 0.22794 80 162 0.49383
chr7 142459678 142459680 G A synonymous substitution PRSS1 uc003wam.2 E E 25 / T194 28 133 0.21053 34 200 0.17000
chr7 142460414 142460416 T C synonymous substitution PRSS1 uc003wam.2 C C 136 / T196 40 200 0.20000 24 200 0.12000
chr7 142460777 142460779 T C synonymous substitution PRSS1 uc003wam.2 G G 157 / T195 21 107 0.19626 14 105 0.13333
chr7 142460777 142460779 T C synonymous substitution PRSS1 uc003wam.2 G G 157 / T194 19 97 0.19588 37 108 0.34259
chr7 142460777 142460779 T C synonymous substitution PRSS1 uc003wam.2 G G 157 / T187 20 105 0.19048 44 112 0.39286
chr7 142460777 142460779 T C synonymous substitution PRSS1 uc003wam.2 G G 157 / T188 11 92 0.11957 17 108 0.15741
chr7 142460777 142460779 T C synonymous substitution PRSS1 uc003wam.2 G G 157 / T191 12 115 0.10435 24 83 0.28916
chr7 142460414 142460416 T C synonymous substitution PRSS1 uc003wam.2 C C 136 / T188 20 200 0.10000 34 200 0.17000
chr7 142460414 142460416 T C synonymous substitution PRSS1 uc003wam.2 C C 136 / T198 14 141 0.09929 34 200 0.17000
chr7 142460411 142460413 A C synonymous substitution PRSS1 uc003wam.2 S S 135 / T196 10 200 0.05000 39 200 0.19500
chr9 33797868 33797870 G A synonymous substitution PRSS3 uc003ztl.3 L L 81 / T195 20 200 0.10000 64 200 0.32000
chr5 159854782 159854784 G T synonymous substitution PTTG1 uc003lyk.2 V V 144 / T194 25 200 0.12500 14 200 0.07000
chr17 37357529 37357531 T C synonymous substitution RPL19 uc002hrr.1 L L 22 / T200 11 41 0.26829 22 28 0.78571
chr17 37357531 37357533 A G synonymous substitution RPL19 uc002hrr.1 L L 22 / T200 10 40 0.25000 17 28 0.60714
chr16 1307049 1307051 C T synonymous substitution TPSD1 uc002clb.1 D D 169 / T201 13 44 0.29545 91 161 0.56522


